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Note: In each sequence alignment, the revised or alternative translation start codon in the S. cerevisiae 

gene is indicated by a red arrow. Only 300 alignment sites were shown if the total alignment size is > 300 
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Category I ORFs 

YAL059W (ECM1) 

 

             

             

YAL059W    : 

Smik_1.7   : 

Skud_1.4   : 

Suva_1.8   : 

CAGL0D0022 : 

KAFR0I0018 : 

KNAG0E0419 : 

NCAS0A0765 : 

NDAI0H0203 : 

TBLA0A0430 : 

TPHA0H0309 : 

Kpol_1049. : 

ZYRO0C0044 : 

TDEL0H0203 : 

KLLA0F0048 : 

ADR419C    : 

Ecym_5002  : 

SAKL0D1485 : 

KLTH0D0063 : 

Kwal_26.67 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-------------------------------------MWEQRRQKVVFSLTILVRYRLKQSMAKK-ISKNSRAARQ--SD-ALEPEVKDLSELPRAEKTD

-------------------------------------------------------------MAKK-ISKNSRAARQ--SD-AFDPEVKDLSELPRAEKTD

-------------------------------------------------------------MSKK-ISKNSRAARQ--SG-AYDLEVKDLTNLPRVEKTD

-------------------------------------------------------------MAKK-ISKNSRAARQ--AE-IYDPEVKDLNELPRPEKTN

-------------------------------------------------------------MAKK-ISKNSRAARQ--YD-LTDLAPKELQNLPRAENTD

-------------------------------------------------------------MARK-ITKNSRNARQGLLD-VPEPEIRALENLPRAEKTD

-------------------------------------------------------------MRKP-VSRNSRAARQAAGA-YDDPNVDTLADVPRAEKTD

-------------------------------------------------------------MAKK-NGKNTRNARQ--AE-SFELASTDLEKLPRAEKTD

MVYYKKRTCLVLSCRVLSLLLLSSNNHIISYHIIAIYCTKYLYRRTYTHTHTHTHTHNHRRRGKEVIKEIQETARQ--AESSLIPITKDLENITRAEDTN

------------------------------------------------------------------MARSKKSDRN-----LLDPEVRSLADLPRAEKTD

-------------------------------------------------------------MAKK-IGKNSRAARQAAYELALEPESKSLSELPRVENTN

-------------------------------------------------------------MARK-VTKNSRAARRGLTE-VFEPEANSLSELPRAQKTD

-------------------------------------------------------------MAKK-ISRNSRAARQ--AE-AFEPEAKTLAELPRPEKTD

-------------------------------------------------------------MARK-VSKHSRAARRGADE---LPESKQLEEVPRAQRTD

-------------------------------------------------------------MAKKPISKHSRAARR--SE-AAEPEAKALETLPRTEKTD

-------------------------------------------------------------MAKK-ISKHSRAARR--NE-VAEPEARSLATLPRAEKTD

-------------------------------------------------------------MAKG-ISKRSRAARR--NE-VAEPEARALEKLPRAEKTD

-------------------------------------------------------------MAKK-VSKHSRAARR--LE-AEEPEAKSLADLPRAEKTD

-------------------------------------------------------------MAKK-ISKHSRAARR--LE-VEDVEAQTLAKLPRAQNLD

-------------------------------------------------------------MVKK-VSKHSRAARR--LE-AEDIEAQTLAQLPRAENVD

                                                             m  k       aaR          e   L  6pR 2 t1

      

      

 :  59

 :  35

 :  35

 :  35

 :  35

 :  37

 :  37

 :  35

 :  98

 :  29

 :  38

 :  37

 :  35

 :  35

 :  36

 :  35

 :  35

 :  35

 :  35

 :  35

      

             

             

YAL059W    : 

Smik_1.7   : 

Skud_1.4   : 

Suva_1.8   : 

CAGL0D0022 : 

KAFR0I0018 : 

KNAG0E0419 : 

NCAS0A0765 : 

NDAI0H0203 : 

TBLA0A0430 : 

TPHA0H0309 : 

Kpol_1049. : 

ZYRO0C0044 : 

TDEL0H0203 : 

KLLA0F0048 : 

ADR419C    : 

Ecym_5002  : 

SAKL0D1485 : 

KLTH0D0063 : 

Kwal_26.67 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

LTNILIR-TAAKNEALLEAKISKK--ANKSKRGKKLN-KKALEDKLAN-SISSMDRDRLVKALNFTNRLDGKIAKSISRAKYIQNTRKAGWDSTNETIKK

LTNILIR-TAAKNEALLEAKISKK--ANKSKRGKKIN-KKVLEDKLAN-SISSMDKDRLVKALNFTNRLDGKIAKSISRAKYIQNTRKAGWDSTNETIKK

LTNILIR-TAAKNGALLEAKISKK--ADKSKRGKKIN-KKALEDKLAN-SISSMDKDRLVKALNFTNRLDGKIAKSISRAKYVQNTRKAGWDSTNDTIRR

LANILIR-TAAKNEALLEAKISKK--ANRSKRGKKIN-KKILEDKLAN-SISLMDKDRLVKALNFTNRLDGKIAKSISRAKYVQNTRKAGWDSTNETIKR

LTNIMIR-TAAKNESLLEAKIRKK--KDSK---NKVS-KKDFEKKIAK-SVKIMEKERLERALNITNRLDGKIAKSISRAKYVQSSRKAGWDSINASIKK

LTNILIR-TAAKNEALLDAKMSKK--RSSKNGINKVS-KKALEKKIAS-TVNSMDRERLERALNITNRLDGKVSKSVSRAKFVQTTRKAGWDSINESIKN

LSNVVIR-AAAKNEALLDAKINKR--RRGDRK-NRVG-KKFLEERLAA-SATSSDKGRLERALNITNRLDGKISRSISRAKYVQASRKAGWDMTNDNIRR

LSNILIR-TAAKNEALLEKKMARK--GKNDR--SKIT-KKTLEKKLAS-SITAMDKDRLEKALNFTNRLDGKIAKSKSRAKFVQSTRKAGWDSTNEAIKR

LTNILIR-TAAKNERLLEAKLKKKEQKKSNNNNNRINKKKAIEAKLSQASITSMDKERLERALHFTNRLDGKIAKSISRAKFVQSTRKAGWESTNESIKR

LANAFIRATAAKNGALLDAKISKK--SKTKGKGKRFS-KKDLERKISQ-TVTSMDKDRLERALKFTNKLDGKIAKSVSRAKYVQKARKAGWDSTNESIKR

LSNILIR-VSAKNEALLDAKIGKK--KQTKGK-SKAT-KKLLEQRIND-SITSIDKDRLERALHITNKLDGKISKSISRAKYVQTTRKQGWDSINNAVRR

LTNILVR-TAAKNEALLDAKIGKK--RAKK---SGIN-KKALELKLTE-TETLIEKQKLQRALNITNRLDGKIAKSVARAKYVQKARKAGWETTNQLIRN

LSNILIR-TTAKNEALLEAKINKK--SN-----KRVD-KKRSKEKALK-DLTHLDRSRMEKALNFSSRLDGKIAKSTSRAKYVQHIRKAGWDTTNELIRK

LANILTR-TAAKNEALLEARLQRK--KK-----HRVG-KKGLRSKLSE-TSVGSEKERFQRALDVASRLDGKIARSISRAKYVQTARKSGWDSINEQIRK

FAASLIR-TANKNEQLLEAKLNKRGPRNKKKSLGRVG-KQQLDD-------SSLTSSKVMRVLNVNNRLDGKRERAIHRAKYVQSARKAGWDSTNAKIRD

ITSTLIR-TAGKNEALLEAKMNKQ--RSKK---QRVT-KKSSKE-----AAMSIDKERLERALNFTSRLDGKRQKSITRAKYVQSARKAGWDATNTMIRK

ITGALIR-TASKNEALLTAKINKR--RTKG---KSVG-KKQLTT--MS-PLTSLNKERFEKGLNFSSRLNGKIEKAVSRAKYVQSARKAGWDSTNNSIRK

LTSTMIR-TASKNEALLNAKMNKR--SRKD---SKIG-KKQIQK---N-PITTMDKERLERALNFTSRLDGKIEKAISKAKYVQNARKAGWDSTNQSIKR

LTNKLIR-TASKNEQLLEAKMRKK--EGSG---KRVG-KKSIAK---G-LPENLDKERLEKALNVTSRLDGKVQKAKSRAKYVQNARKAGWDRTNESIKR

LTNKLIR-TASKNEQLLEAKMKKK--DRSS---KMIS-KKATTK---N-GPQNMDHDRLERALNINSRLDGKVQKAKSRAKYVQNARKAGWDVTNESIRR

  n   R ta KNe LL a46 4               Kk                 4  4aL    4L1GK  4   4AK56Q  RKaGWd tN  64 

      

      

 : 154

 : 130

 : 130

 : 130

 : 127

 : 132

 : 131

 : 128

 : 197

 : 125

 : 132

 : 129

 : 125

 : 125

 : 127

 : 123

 : 125

 : 124

 : 124

 : 124

      

             

             

YAL059W    : 

Smik_1.7   : 

Skud_1.4   : 

Suva_1.8   : 

CAGL0D0022 : 

KAFR0I0018 : 

KNAG0E0419 : 

NCAS0A0765 : 

NDAI0H0203 : 

TBLA0A0430 : 

TPHA0H0309 : 

Kpol_1049. : 

ZYRO0C0044 : 

TDEL0H0203 : 

KLLA0F0048 : 

ADR419C    : 

Ecym_5002  : 

SAKL0D1485 : 

KLTH0D0063 : 

Kwal_26.67 : 

             

                                                                                     

         *       220         *       240         *       260         *       280     

ELAFLNGGLSVQAKSASEG----------------NAEKEDEEI----PEVFDSLAEDNTVQKT-----PTNR--FGVLPDDVEE

ELAFLSGGLSVGVKRVTGG----------------DASNEDEEA----PEVFDSLAEEKIIQKA-----PANR--FGVLPDDVEE

ELALLSGNLSVASKGATKD----------------DMDKESEES----PEAFDSLAEDKVAQKT-----PVNR--FGVLPDDVEE

ELALLSGGHSADAKNTNED-------------GVDKTKDEGEEM----SDVVESSAENKRVEKV-----TVNR--FGVLPDDVEE

ELLVQALEAEEEEKKNEEA----------------EKEGDIEVD-----EMYDSAKIETTTEVKPQSVEPQNL--FALLPLDTDE

ELALLGGKKLDSKPKGETE---------------DEETELLEEL----NELPSSSEEGKETASK----TPVNL--FSLLSADVEE

EAQRHAGAAAAVADKAAEA----------TEESTEAEAGADEET----AETFKSESQQRPNAQQ------TNL--FALLPDVTDD

DLMLQAGILADATAKTEAESRSTLNTMGEDAMVDEEQIDIVEET----TELPTAIEEKTSITLK-----KVNM--FDMLPAEDEE

DLISQAGLVTKNKNLHLST----------TIDKNDDIEKDIENA--NKVALENEEGEEKTIIVDQKPIITKNL--FDLLPSEIEE

ELRGEELQPKKKLENQDDM--------------MMDDDDDDDNE----LEVMEDETEEPRSTKK-----QTNL--FDLLDPDVEN

ELNPVAAEKKLDLENEDKM---------QDSEIAAEIKDDMNVETYGDAEGWDEERNEKKVADQ---LQNKNM--FDLLPLMEDE

ELTINNDEVKATTKEKTED----------NTSTVEAMEEHVETY--GDVEGYDDLEEDNDKSVP----KTKNM--FELLNDDIEQ

ELASALEEAKSTKPKENDA----------DPDAMKDEPSEEEEE---GVEMETENPAEELKPQE----QRTNM--FGVLPVDDEN

ETVLTSGESKDMKDVKDQE-----------------------------DAMIDDEEEVTAPENG---NQASNL--FGVLTDDVEV

ELNILQNIQPVSEEKDQAD-------NQDNGKETGDEQSMDDNE----VEVYDSAKVQQSTELP---VQPSNVNTFASLEDEVEA

EL----GDLKDLSPGQEGE-----------------DKDAMEEE----REPEEEPEQTLDAVTE-----APNI--FSSLADDVEA

ELAVMHNSERLGLEHNSST---------------------IDID----VEQEDLEKDASDVVVE-----SSNA--FNTLANDVEA

EIALLQDTNASDTKPVEDV---------------GDATGDIEEE---------KEVEAEKPLTE-----ASNA--FSALMDDVEA

DLALLTASKSDISSKDDKT-----------------AEDSMEQD----EAYIDEDEGNSSTPPQ---AEATNA--FDLLTDDVEA

DLALLTGSKPATNAVVKTT-----------------EAEKMEED----IDPTEEQQEVEEHPQK----ETSNA--FNLLADDVEA

e                                                                      N   F  L    e 

      

      

 : 212

 : 188

 : 188

 : 191

 : 189

 : 192

 : 194

 : 202

 : 268

 : 185

 : 203

 : 196

 : 191

 : 176

 : 198

 : 176

 : 178

 : 178

 : 183

 : 182
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YBL059W 

 

  

             

             

YBL059W    : 

Smik_2.57  : 

Skud_2.45  : 

Suva_2.58  : 

CAGL0A0436 : 

YER093C-A  : 

Smik_5.236 : 

Skud_5.216 : 

Suva_5.212 : 

CAGL0I0492 : 

KAFR0K0178 : 

KAFR0L0167 : 

KNAG0B0242 : 

KNAG0C0361 : 

NCAS0A1434 : 

NCAS0E0268 : 

NDAI0A0170 : 

NDAI0E0426 : 

TBLA0C0518 : 

TPHA0E0095 : 

TPHA0A0095 : 

Kpol_479.2 : 

Kpol_YGOB_ : 

ZYRO0B0310 : 

TDEL0C0166 : 

KLLA0E2015 : 

ABR215C    : 

SAKL0F1216 : 

KLTH0C0693 : 

Kwal_YGOB_ : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MLLDAQRFFNRSFSINVICELKHNVNTRRKFEIKDWPTIMLVSRNDKPKISSEEVTHFIDDYKKRRKTQMTRFFGITIFTLITCRIAMKKMITAK-----

---------------------------------------MLLDKNDRATVSSEDVTHFKDSYKKRRKIQMARFFGITIFTLITCRMAMKKMIITKGMYKQ

--------------------------------MKDQRAMMPVSTNNKISVSCEDVNNFMDEYKKRRKTQMARFFGVTVITLIACRMAMKKMTTTK-----

-----------------LICDIKCVIRIRRERMENQRKTMSVSGSDKATVRSEDVAHFMHEYKKRRKTQMARFFGVTMFTLIMQNGYEKNDDDKRYAHTF

----------------------------------------------------MVEQQVPLRYQDRRKTEMLRFFGATMVTLVSCRLLMGKVAPKK-----

------------------------------------------------------MIEEKKELKKRRVLQMARFYGAAAFTLITMRLISRAIKVRK-----

--------------------------------------------------MKETMAEEKKEYKKRRVLQMAKFYGAATFTLITMRLISRAIKVRK-----

---------------------------------------------MTAPSMNSTTIDDKKEYKKRRVLQMARFYGAAAFTLITMRLISKAIKVRK-----

--------------------------------------------MMTTTPMSSTMTDAKKQYKRRRILQMVKFYGAASFTLITMRVISKAIRVRK-----

---------------------------------------------------MTVPEIISDGKSTRRNLQKLLFFGATSATLAIAALTSRSIATRK-----

---------------------------------------------MDNHVKEDELRGPISLYDARRKNQMFKFVAATAFTLFFSRLTSRTLSSLK-----

------------------------------------------MSKSGVLQTPWGETLMVPEYKHRRKVQMIKFFGSALLTLASARYLQSKLKPVV-----

--------------------------------------------MSSTADHSTTTSIPVSEYRERRRRQMLKFFGATAMTLLSMRWTMRLLSRAG-----

---------------------------------------------------MPLNEPPADDRKFRRGKEMSRFFVSTALTLFFSKLTHRTISMMK-----

----------------------------------------------MMETSAPSSINPNEITTKRRPKQAFRFFGATMFTLFVSKLVQKNIRSRK-----

--------------------------------------------------------MEPVRYKERRKQQMVRFFSATAITLLFTRLLMKRLQVPR-----

-----------------------------------------------------MESDNLNDYSERRKQQASRFAGATILTMIASRMTYGSIRARK-----

----------------------------------------------------------MEEFKIRRKQQMIRFFSSTVITLVCTKLILRRLQLPK-----

-----------------------------------------------------MTDSMLSDNSRRRTKQVLRFVCATAFTVLATRYTYKQMLSRKCMYQN

-----------------------------------------------MTFKTRELSVLSEEYTSRRRTQMLRFLGATTFTLISFRYFKKALISRQ-----

-----------------------------------------------MALSNCSIDEFGARYRERRRYQMMKFFGFSIMTLLLCRVSINKVKASV-----

-----------------------------------------MVDVVSEGIPVQDVEEFTEKYKNRRKQQMMRFIGSTAVTLISCRLAITRAKARH-----

--------------------------------------------MVDTKGILNDSKLKDESYRERRKVQMLRFFTATAFTLVSCRILKRGLNKRQ-----

--------------------------------------------MNNVQFSERQISAFSHEYKIRRKRQMLRFFCATALTLVSCRVAYRGMLGRK-----

----------------------------------------MSEAITTPTITERQISTFSDEYKKRRKQQMLRFFGATALTLISCRLAYRGVKSRK-----

-------------------------------------------MSEVASVTDAQIEKFSLLYKERRKVQMMRFFGVTALTLISARLAFKGVASRK-----

--------------MSLAIIPFITIGWLRCTRKSRDTMSSSPEPQAPMHVTQRQISVFSDEFRQRRRQQMLRFFGATAFTLLSARLAFFGTINRK-----

--------------------------------------MSTTMNPSDLKLTAKQISVFSDEYKQRRRQQMMRFFGATVVTLISSRLAFRGVKTRK-----

--------------------------------------------MASVQLSSRDISVFSNEYKERRRLQMMRFFGATAFTLISARLAFRGVQSRK-----

--------------------------------------------MSSIQLNVRNISAFSEEYKKRRRQQMMRFFGATAFTLISARLAFRGVQARK-----

                                                                RR  2   F      T6                   

      

      

 :  95

 :  61

 :  63

 :  83

 :  43

 :  41

 :  45

 :  50

 :  51

 :  44

 :  50

 :  53

 :  51

 :  44

 :  49

 :  39

 :  42

 :  37

 :  47

 :  48

 :  48

 :  54

 :  51

 :  51

 :  55

 :  52

 :  81

 :  57

 :  51

 :  51

      

             

             

YBL059W    : 

Smik_2.57  : 

Skud_2.45  : 

Suva_2.58  : 

CAGL0A0436 : 

YER093C-A  : 

Smik_5.236 : 

Skud_5.216 : 

Suva_5.212 : 

CAGL0I0492 : 

KAFR0K0178 : 

KAFR0L0167 : 

KNAG0B0242 : 

KNAG0C0361 : 

NCAS0A1434 : 

NCAS0E0268 : 

NDAI0A0170 : 

NDAI0E0426 : 

TBLA0C0518 : 

TPHA0E0095 : 

TPHA0A0095 : 

Kpol_479.2 : 

Kpol_YGOB_ : 

ZYRO0B0310 : 

TDEL0C0166 : 

KLLA0E2015 : 

ABR215C    : 

SAKL0F1216 : 

KLTH0C0693 : 

Kwal_YGOB_ : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

------------------VPLNTFQAN-YA---SRTQTITHTQKSLAG-SLLAATGMTLGIFGMGITGTCWSWDVSSFQELKQRLERRANNEFVV-----

LLPIFCPTITFTNRTQLITPLNTFQQN-YAIPRIKVQTATGTQKNLAS-SLLVTTGMTLGIFGMGITGTCWSWDVSSFQELKQRLERRAKNEYVV-----

------------------GPLNTFQTN-YAAPRVQAQAATGTQKGLAS-SLLVTTGMTLGIFGMGITGTCWSWDVSSFQELKQRLEKRANNELVI-----

TSSCSLRNPTTNLSH-FIAPLSTFQTN-YAVPRVQAQTGTGVQEGLTS-SLIVTTAMTLGTFGMGITGTCWSWDVSSFQELKQRLERRANNEPVV-----

-----VDSSLLRRTN--------FMSN-H-KP-FTGTTSEKTGKDISM-GLLYTTGMITGLISMGITGSCWNNDITTVDEFRERFR--------------

----------------Y-VP-SIFQQN-Y-KL-----PPFSQRNEAMS-ALTYASAASIGTFSTLIFGFCWALDISTAREFVFKTREFMSLPQALE----

----------------SDVP-TMFQQN-Y-KP-----PPFSQRNEAMS-ALTFASAASMGTFSTLIFGFCWAFDISTAREFVLRTREFMGLPQTLD----

----------------Y-VP-NMFQQN-Y-KP-----PPFSQRNEAMS-ALTFASAASIGTFSTSIYGFCWAFDISTASEFVFKTRELMGVPQTVD----

----------------Y-VP-TMFQLN-Y-KP-----PPFSQRSEAMS-ALTFASAASIGSFSTLVFGFCWASDVSTAREFVLKTREFMGLPQTSD----

----------------Y-IP-TFFQLN-T-KI-----PTFSSKSEAQA-ALGLSSGLSLGIFAITTTGFCWALDISSASDFKQRMKTLFNTIDEKE----

----------------Y-KP-KLFDFN-A-PP-----STQSYNGEAGK-ALFLSSGITTGIFSMAITGFAWVFDVSTLPEFNATMRNLFGNRTLIEDPN-

------------------IKTNPLQFYSGVRL-----ANVRVDNRLLCSTVGGITGFTLGTLSMGVFGTCWHLDISSNDEFKKML---------------

-----------SQSGAATAL-QRFQSNYYYRGATTARSPTQARESLGP-PLAATLGSTLGVLTMGITGYAWCHDMESPRRLHSVHD--------------

----------------Y-RP-TTFQAN-HVIP-----PMNSSTKLIAPQAVALSTGLSAGFFSMVVFGTCWIFDINSVQEFTLGFKRVLSPLSERIANK-

----------------Y-RP-LPFQSK-RIR------ALTAARGEAAS-ALLLATGITTGIAAMSIFGACWILNITTLDDFARRLNKWSGVDKTVLENLD

----------------Y-EP-GMFQLN-HKVP-----PRTDMKNDIMK-AGILTTGMVGGLFSMGLYGYCWTKNISTIRDFRGNLNG-------------

----------------V-RP-QAFQPN-D-MK-----ILTAARGEAIS-ALALSTGLTIGVFSMTIFGIGWIYNISNLHEFAYGIKKWFGTDTDDQ----

----------------Y-VP-SMFELN-YIRP-----PITTVKKDLIN-AGMLTTGMTLGVFSMIFFGTCWNWNVSTLAELKDALNSGTTDDKQNI----

YFLILHLQYLTNLILPTDIP-KQFQRN-DIL------QNVIPTNEART-ALICASAVTLGISTMLTTGAAMVLNISSLEDFSVLIKSSIKNTIPNE----

----------------Y-RP-NMFQLN-N-RP-----PPVAAQNEAMA-ALTIATSITISLFSMAITGSCWIYDISSVQELRYALRNTLVPSSEEA----

----------------V-KP-SYFELNYSTVA-----GPGDLRKNLLS-SMLLASGITVGVFGMLVNGSCWTWDISNLTEFRKYKGIASSLEDNGTSPIK

----------------Y-VP-NMFQLN-Y-KP-----PVVTYKGETGP-ALVLATGITVGTLSMLVSGSCWIWDISTMKEFR-EIKGFSSEKVEHPRL--

----------------Y-MP-NMFQAN-N-QP-----QRFSYQSEAMS-AFLFATGMTTGVFSMAIFGSCWIFNISTPKEFSSSLRSWMGLSDLSQDS--

----------------Y-IP-NMFQLN-Y-KP-----PPFSYKGEAAS-ALVLGTGLATGGLTMMVFGGCWIADISTFPEFSYKLKRLMGQESDS-----

----------------Y-VP-NMFQLN-Y-KS-----PPFSYQAEAAS-ALVFGTGLAVGGFSMLVFGSCWLSDISSFPEFSLKAKQLMGQDPISDSKL-

----------------Y-IP-TMFQLN-H-KP-----PPFSYKGEVVN-ALAYGTALSTGGFAMLGFGLCWIWDVSTLKELGNKLKELMGDGSEKDKLV-

----------------Y-VP-NMFQLN-H-RV-----PLASSQGEALH-AFAYGSGLATGGFAMLILGTCWLADVSTVPEFSLRIKALLGESDTQSGRL-

----------------Y-IP-NMFQAN-H-KQ-----QAYSYQGEAVS-ALAYGTGLATGSFAMLVLGTCWISDISTFPEFSMKIKQLMGDQDKKYSV--

----------------Y-VP-NMFQLN-H-KP-----PTYSFQGEAVS-ALAFGTGLATGTFSMLVFGTCWVWDISSLAEFTLKMKKLMGEPVTDQALL-

----------------Y-VP-NMFQLN-H-KP-----PTYSFQGEAVS-ALAFGTGLATGSFSMLVFGTCWIWDVSSFAEFTLKMKKLMGEPITDQALL-

                   p   f  n                                g       G cw  16    e                    

      

      

 : 167

 : 154

 : 138

 : 175

 : 112

 : 111

 : 116

 : 120

 : 121

 : 114

 : 123

 : 115

 : 124

 : 119

 : 123

 : 101

 : 112

 : 108

 : 134

 : 118

 : 124

 : 125

 : 123

 : 120

 : 128

 : 125

 : 154

 : 129

 : 124

 : 124

      

             

             

YBL059W    : 

Smik_2.57  : 

Skud_2.45  : 

Suva_2.58  : 

CAGL0A0436 : 

YER093C-A  : 

Smik_5.236 : 

Skud_5.216 : 

Suva_5.212 : 

CAGL0I0492 : 

KAFR0K0178 : 

KAFR0L0167 : 

KNAG0B0242 : 

KNAG0C0361 : 

NCAS0A1434 : 

NCAS0E0268 : 

NDAI0A0170 : 

NDAI0E0426 : 

TBLA0C0518 : 

TPHA0E0095 : 

TPHA0A0095 : 

Kpol_479.2 : 

Kpol_YGOB_ : 

ZYRO0B0310 : 

TDEL0C0166 : 

KLLA0E2015 : 

ABR215C    : 

SAKL0F1216 : 

KLTH0C0693 : 

Kwal_YGOB_ : 

             

                                          

         *       220         *       240  

--TNMPL-DKRSQQVVDSLVKTHNSSLCK-------------

--TNMPL-DKRNRQVVDALVETQKYLCK--------------

--TNMPL-DKRSQQVVDALIETQNSPLCK-------------

--TNMSL-DKSSQQVVDALVEQ--------------------

------------------LDKEYLND----------------

--TDTSM-DEETSKLTKQLQDLLSSENNK-------------

--TDTSM-DEETAKLTKELQDLLSGGNDK-------------

--SDTSM-DEETARLTEQLQDLLSGEEDN-------------

--TDTSM-DEETARLTKQLQDLLSSDKDE-------------

--YMNDS-DPETNKIIEELEALINKK----------------

--EQLPM-DDDTAQVVQEFTNIFKK-----------------

--TDTKV-----------------------------------

------------------------------------------

-VPPMED-DEATSELENELKDLFKTDK---------------

NASDEIT-DASTQEFERQIEEYFGDKK---------------

------------------------------------------

--NLESM-DKETEEVTQQLSDFFSRENK--------------

------------------------------------------

--KLLVI-DESTTSIIDQIKQLADESDKQESNKDEDQNDPKK

--SNDNM-DQETSDAIEQLKLAFSKK----------------

RFTNLPLVNEEMQEVYDAVDRALQKL----------------

--ANMPL-ESDSMRNVYERLELLNGKK---------------

--GNDIL-DEESSNLIEQLTNSYNKD----------------

--SQLPM-DTETSQIVNQLEQLLNNDKK--------------

--TNMPL-DDDTAKVVDQLERLLEGKNK--------------

-STNMDL-DEDTQKVADALEAMLSTKK---------------

--ESAHQ-DKETRELAAMLDSLLQEKKD--------------

--TNMDM-DEDTKKVADALESLLSSEKKD-------------

--ENTPM-DEDTRKVAEALEDMLKGSRKD-------------

--VEQPM-DEDTRQVAQAIEKMLSSAKKD-------------

                                          

      

      

 : 193

 : 179

 : 164

 : 194

 : 120

 : 137

 : 142

 : 146

 : 147

 : 137

 : 145

 : 120

 :   -

 : 144

 : 149

 :   -

 : 137

 :   -

 : 173

 : 141

 : 150

 : 149

 : 146

 : 145

 : 153

 : 150

 : 179

 : 155

 : 150

 : 150
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YBR012C 

 

N/A 
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YBR073W (RDH54) 

  

             

             

YBR073W    : 

Smik_2.206 : 

Skud_2.196 : 

Suva_4.312 : 

CAGL0M0195 : 

KAFR0C0039 : 

KNAG0J0223 : 

NCAS0I0151 : 

NDAI0A0751 : 

TBLA0G0319 : 

TPHA0M0123 : 

Kpol_1071. : 

ZYRO0G1247 : 

TDEL0D0334 : 

KLLA0F1181 : 

AGL212W    : 

Ecym_2678  : 

SAKL0D0277 : 

KLTH0C0503 : 

Kwal_27.10 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MAVISVKPRRREKILQEVKNSSVYQTVFDSGTTQMQIPKYENKPFKPPRRVGSNKYTQLKPTATAVTTAPISK--------AKVTVNLKRSISAGPTLNL

----------------------------------MQLPKYENKPFKPPRRVGSSGSAQPKSNTTVKTAPIP----------TVKIATKKRNIPAGAASNV

----------------------------------MQIPKYQNKPFKPPRRVGSSNSAQLKSATVTVTAAPISR--------VNVAIQAKRNIPLGAPLNA

----------------------------------MQIPKFENKPFKPPRRVASNNNSQLKSTKTSTTPVSR----------LNVTAHPKRNVPTETPLNV

----------------------------------MQLPRYENKPFKPPRRIIPSGTVPRPVRSVGGS--------------TASTFGVKRTYAQTAELQP

----------------------------------MNLPKYENKPFKPPRKLGTNVNE------------------------KRVRSTVVKEQSPKKKLNI

----------------------------------MHLPEYKNQPFKAPRKIASTSIPSTTLKRSMP---------------VVRSLPTKKVRSEVSISPS

----------------------------------MSLPKYQNKPFKPPRRLISAQANSNSPLNSTKRLPSDN---------FANETTSKRIKVPPSKEPV

---------------------------------MMNLPKYENKPFKPPRKLTLTGNAKTSTVKRSISRTQ-----------ITASPLTKRTKTCATLTET

----------------------------------MNLPKYENKPFKPPRRIDSSRPSSEGSIRSSSSSAAAATHSIQSKGYSLKRPSTISPLSSLSQINK

----------------------------------MNNPKFQNKPFKPPRRINTLNHDTTKINVTSDSE-------------INKNGIFKRKSANDTIDTT

----------------------------------MQLPKYVNKPFKPPRSIGSSSSSSTPSPKPSVLKRSVPS--------IDSVSSLKKPKSNDCVSEP

----------------------------------MQLPTYVNRPFKPPRRINSAGSDSNVTLKRQVE--------------TTPSKDVKRSKPESQPMEG

----------------------------------MHLPKYENKPFKPPRRIGATEAVIKSSPAKAVGFKRTPSS-------QAPRSEPKRPKTPYAAGPV

----------------------------------MNH--YVNKPFKRPRMVGRPGRDTLSEQIHTGLRPKSHHSHTKIT--NTSSETVKLTYAGPKSLKT

------------------------------MSNGLSLPKYANMPFRPPRMAKQGDKRRGGDSTAGGETAV-----------VREGGLGKSVKDQEQTGDG

------------------------------MSYRSSLQSYQNKPFKAPKMAGKLSSQCEVDNISSQGQDA-----------KYVVPITISETNAKSEVEQ

----------------------------------MQIPRYENKPFKKPRMVGTTSTRATVTSVNKNTLTTWNAANTKVLTSNGRQNSIKRPMPATTASSN

----------------------------------MRVPQYVNKPFKSPVICKKSVSTTESPTPTQ----------------QMKAPAVVRPLSKRAPSDV

-----------------------------------MNSKYENKPFKSPLITRRPVSNGSGSSIIGKSGNLAPTRS------LPAKAQIKRAGHDNTAPLS

                                     p 5 N PF4 P                                        k           

       

       

 :   92

 :   56

 :   58

 :   56

 :   52

 :   42

 :   51

 :   57

 :   56

 :   66

 :   53

 :   58

 :   52

 :   59

 :   62

 :   59

 :   59

 :   66

 :   50

 :   59

       

             

             

YBR073W    : 

Smik_2.206 : 

Skud_2.196 : 

Suva_4.312 : 

CAGL0M0195 : 

KAFR0C0039 : 

KNAG0J0223 : 

NCAS0I0151 : 

NDAI0A0751 : 

TBLA0G0319 : 

TPHA0M0123 : 

Kpol_1071. : 

ZYRO0G1247 : 

TDEL0D0334 : 

KLLA0F1181 : 

AGL212W    : 

Ecym_2678  : 

SAKL0D0277 : 

KLTH0C0503 : 

Kwal_27.10 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

AKKPN---------NLSSNENTRYFTIMYRKPTTKKHKTWSGDGYATLKASS-DKLCFYNEAGKFLG---SSMLPSDSDSLFETLFKAG-SNEVQLDYEL

AKRRD---------NLTPNESIRYFTTMYRKPTTKKHKTWSGDGYATLKLNS-SKLAFYNEAGKLFG---SNTLTSDPNSLLETIFKVG-PNEVQLDYEL

AKKPK---------NLDSNQYIRYFTIMYRKPTTKKHKTWNGDGYAALKVDS-SKLTFYNEAGKFLG---SNALPSGSDSLFETLFKVG-SHEVQLDYEL

AKKPK---------VLGSNQKVSYFTIMYRKPTTKKHKTWSGDGYATLKAGS-TKMTFYNETGKLLG---SSVLPNDSDSIFETFFKVG-SNEVQLDYEL

ARSND------TSDRSKTDTTRRYFTIMYRKYTTKKNKTWNGDGYAILILDAAIKLIIYNEQGKPLG----SSTKVNIDTLFDSIYTTK-GLEFQLDYEI

STTNK-----------------KYFTTMYRKQTSKKHKTWENDGYAILTK---TKLSLYNDNGKFIS---SVTVQGIENSIEDTIIKIG-SLEFQLDHLI

QKQHT-----------KNVTETICFTTMYRKPSNKKMKTWAGDGYAVSKNEG-KKLVFYNDNGQSIGTSVPSHDLKSGE-IYNVLFRVS-GWEVQLDHEL

TTSNT-----------GGDNGTKCFTIMYRKPSMKKHKTWDNDGYAQLRTS--NNLILFNDAGTKIG---NRHLTNDSE-LCDFIFKAG-SWEVQVDYEL

PSALP-----------NQSDNNKLFTIMYRKPSMKKHKTWDKDGYAELKQS--GILIFYNESGARIG-----RVSKIEP-LLETIHKAG-SWEVQLDYEL

KSKVNNNDICTTHETKGLNIDTIVYMMMYRKPSSKKKKFRTGDGFAKYISMS-KRLSFYSDAGKFLG---SLPISLDMV-NCDSIYKTG-SWEYQLDYKI

FQEKKIKVHKIDDRFPLSRDISSIFATVYRKKTLKKNKVWTNDGFCILKND--NRLNFYDDAGNFIS---GLDLKLTTDSLFDELFKIG-SLELQIDYKI

CKHAP-------SSAKFNDDIKHVFTAMYRKSTMKKHKTWTGDGYALYKIT--NKVLFYDDGGKYLA---STTYSEDIDSIYGNIFKYG-SLEFQIDYEI

DR--------------------KYFTIMYRKPTTKKHKTWNGDGFAQLKQG--NRLAFYNETGKYFG---STSVNGSLESYFYNVSRAG-SLEVQLDYQV

EGTSV--------------ACQKIYTLMHRKPTNKKHKTWNGDGYAISKSP--DRFTFYDDSGKFIG---GSSYAGENE-LTETIFRAG-GLEIQLDYEI

SVNAP-------VGVSKSSQEVSLFTANYRRVTNKKNKTWDGDGYANMTSD--DKLKFYNEAGVSLG---SVPIKDRD--LYETIWRIG-STEFQIDYRI

LKRPK--------------RETKIFMVTYRKASNKKNKTWDGDGYGVLRSG--EQLRVYNGDGKALG---TYHWQPDRA-MSDVVFRCGAGWECQLDYEI

TKKRK--------------LNARLYMITFRKSSTKKNKTWDGDGYGLISASE-EHITLYNEGGKRLG---THPWYLNKD-MSDLILKCGSGWECQLDYEI

KQARI--------------NPLKYFTITFRKQTMKKNKTWDGDGYAVMNIENFGTTHFYSDEGRRLGKTVVKNYLDEIA-MFENIFKCG-SWEFQFDYEV

APSIN----------KKAAQGVAYYSIMYRKRSTKKHKTWDGDGTAIEMSN--GSFRFYKDDGRFFG---SGSLGKGED-KFERIFTCS-GCEVQLDHQI

SKKGT--------------FAIAYYSTTYRKFTRKKHKTWEGDGKALEMNN--GSYRFYKDDGRFMG---STSLGEREE-RFEKIFTCS-GFEIQLDHQI

                        5    R4 3 KK Ktw gDG a            5   G   g                     g   E Q Dy 6

       

       

 :  178

 :  142

 :  144

 :  142

 :  141

 :  118

 :  137

 :  139

 :  136

 :  160

 :  147

 :  145

 :  126

 :  138

 :  147

 :  139

 :  140

 :  150

 :  133

 :  138

       

             

             

YBR073W    : 

Smik_2.206 : 

Skud_2.196 : 

Suva_4.312 : 

CAGL0M0195 : 

KAFR0C0039 : 

KNAG0J0223 : 

NCAS0I0151 : 

NDAI0A0751 : 

TBLA0G0319 : 

TPHA0M0123 : 

Kpol_1071. : 

ZYRO0G1247 : 

TDEL0D0334 : 

KLLA0F1181 : 

AGL212W    : 

Ecym_2678  : 

SAKL0D0277 : 

KLTH0C0503 : 

Kwal_27.10 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

KENAEIRSAKEAL----------------------SQNMGNPSPPTTSTTETVPSTKNDGGKYQM---------------------------PLSQLFSL

KELAEVNSARQVI-----------------------IQAMGNVSSATIAPVIAPSTKNDGGKYQM---------------------------PLSQLFTL

KERTEIDSIKEIL----------------------SQASGSVNLTAANATVTAPSSKNDGGKSQM---------------------------PLSQLFTL

KDRIEIENAKQTL----------------------SQTIGTSSSTAIDTTTIAPPTKNNGGKFQM---------------------------PLSQLFTL

FDTDEIRKVRILL-----------------------GKEPDSNLIPSQTSSSQQNAIDKGISSEL---------------------------PVSQLFT-

SDSEELASFHELI---------------------------QPSKSSQTASSEIPSQPKKIKRSTI---------------------------PITKLFQS

TKEDELVTLKQVL-------------------KASLDENPVPSRGNKKKVSRLEDEELRERSSGI---------------------------PVSELFSK

SDPKELQRVRSLL----------------------CKNNQATVTPPSSARTNGNAITKSVTQNKI---------------------------PVSQLFNS

TDTKEITKIRTLL---------------------KNNFESASITPPSTASSTASNVLPSTSKAQI---------------------------PITQLFTV

EDSSELQSTIDLI-----NKKKITPSPSAKKSSFSNNRNLSSSPTPVSKSIALPTSTATATATATATMAELNKDNTLI--------------PISNLFHS

EDPEETKKTVSIIFGRKADNTINSSSLIKNNSTVESHNDGNSNYVNTNQSKNLLNATTSTTTSDINRKLIASKEIIKSFQTKINNTSKSHLVPLSQLFAK

KDKDEISKTYSAI------------------------NNSRGKAVENSKSKPVKRDETPMKDNYM---------------------------PLSQLFTA

SDPKELSKICSLI-------------------------------ETGNESSGRPTSQSSLAPSPK---------------------------GSPPRLTP

VSADERREAKVVL---------------------QQSNNTSKINGRNSAKSEVSGQKGLSPSPPI---------------------------PIPEQFEK

SDQEELSSVQDIC-------------------------KIKVSHTLGITDIPVAKKHKATIESKP---------------------------PI-QTFIP

KDEREFSAALDTV---------------------KGALAPEKKSPCRTTVQPGPGAGGNNTPTRV---------------------------PLSKLFVG

TDTKEYADTLRLL-------------KPQGSISDSDKEGLHIARRNPTAFPSLSGPKDANVPTRV---------------------------PISKLFTP

TENQEIHRIDTLL-----------------------GKTGNKTDDDPADGSATIERNKVPPPVQI---------------------------PISQLFVQ

EDEQEVSKLEEIL-----------------------GSSTKSTNQIVKPSLGHKIKQGTSSRSPS---------------------------PGIQVVHY

EDESTIQDLKNLL--------------------------TKIAEPSSNAEKPALHKNKSTASSRSVS-------------------------PRILPLQL

    e                                                                                       p    f  

       

       

 :  229

 :  192

 :  195

 :  193

 :  190

 :  164

 :  191

 :  190

 :  188

 :  241

 :  247

 :  194

 :  168

 :  190

 :  194

 :  191

 :  200

 :  200

 :  183

 :  187
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YBR245C (ISW1) 

 

  

             

             

YBR245C    : 

Smik_2.388 : 

Skud_2.377 : 

Suva_4.505 : 

CAGL0C0168 : 

KAFR0A0441 : 

KAFR0G0358 : 

KNAG0M0056 : 

KNAG0F0225 : 

NCAS0D0350 : 

NCAS0H0120 : 

NDAI0F0209 : 

NDAI0I0135 : 

TBLA0C0381 : 

TPHA0J0206 : 

Kpol_1002. : 

ZYRO0G2178 : 

TDEL0B0393 : 

KLLA0F0671 : 

AFL040W    : 

Ecym_2256  : 

SAKL0A0591 : 

KLTH0H0556 : 

Kwal_14.16 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MAYMLAIANFHFFKFYTRMRKKHENNSCNEKDKDENLFKIILAIFLQEKKKYDCISSGSIMTASEEYLENLKPFQVGLPPH-DPESNKKRYLL---K-DA

------------------------------------------------------------MTASEEYLENLKPFQAGVPPH-DPESNKKRYLL---K-DS

------------------------------------------------------------MTASEEYLENLKPFQVGLPPH-DPETNKKRYLL---K-DA

------------------------------------------------------------MTASEEYLEKLKPFQVGVPSR-DPESNKERYLL---K-DA

-----------------------MGNSGTSGLDGPYNWRKLLCVSRKYYSISIKELARGTMSDLTEYWARLKPLQEDMPSA-DLESKKERYLV---K-DA

-------------------------------------------------------------MTTPEYWDQLKQFNHVKVPL---ESRKSKFLINH-G-DS

-----------------------------------------------------------MTEPNNEYWKSLKSFQVDVPSR-DPESRKQRYLL---S-NS

--------------------------------------------------------MTANGRVPEGYWEQVKALEIGLPSS-----GLERYLL---A-NS

------------------------------------------------------------MTADEQYWSQLRPFQGGLLTP-DEQSRQERYLVARHPSNA

------------------------------------------------------------MTT---------------------QTSNDHYLI---TDNK

--------------------------------------------------------------MDQSYQEQLEAYKEDGD---VPVLGKEQYLL---P-GG

------------------------------------------------------------MEDETSYQDRLTPFKEEGDPI--PKWGPKQYLL-----PN

------------------------------------------------------------MTT-------------------TPAMSNSNYLI---TDPK

------------------------------------------------------------MSEKSDYELALEPFKEDMPPL-DPESNKKRYLI---K-DG

-----------------------------------------------------------------------------MPSR-DPEENKKRYLL---S-ND

------------------------------------------------------------MTADQKYWDDLKPLQEGVPSR-DPAANKKRYIL---T-EE

------------------------------------------------------------MTVDQKYWEELKPYQEGVPPH-DPESNKERYLI---K-DG

------------------------------------------------------------MTVDQKYWDDLKPFQVDVPPR-EPELNKAAYLL---K-DA

-------------------------------------------------------------MDSPEYLEKLKPFQEGIPNS--IAEKKERYLLPLRD-LA

-------------------------------------------------------------MENQEYAEKLRPFQEGLGHKPDAVETRARYLV---G-GG

-------------------------------------------------------------MDYQAYLQRLKPFQEGQPAKRDLVFNKKRYLL---S-NE

-------------------------------------------------------------MDNEEYLTRLKPFAEGLPPH-DPESNKSRYLL---A-PQ

-------------------------------------------------------------MDDQEYLEKLKPFQEGLPPS-DPESNKKRYLI---K-GQ

-------------------------------------------------------------MENQEYSEKLKPFQDGFPVW-DSETRKQRYLM---K-DQ

                                                                  y                       566       

       

       

 :   95

 :   35

 :   35

 :   35

 :   72

 :   34

 :   36

 :   35

 :   39

 :   16

 :   31

 :   33

 :   18

 :   35

 :   18

 :   35

 :   35

 :   35

 :   36

 :   35

 :   35

 :   34

 :   34

 :   34

       

             

             

YBR245C    : 

Smik_2.388 : 

Skud_2.377 : 

Suva_4.505 : 

CAGL0C0168 : 

KAFR0A0441 : 

KAFR0G0358 : 

KNAG0M0056 : 

KNAG0F0225 : 

NCAS0D0350 : 

NCAS0H0120 : 

NDAI0F0209 : 

NDAI0I0135 : 

TBLA0C0381 : 

TPHA0J0206 : 

Kpol_1002. : 

ZYRO0G2178 : 

TDEL0B0393 : 

KLLA0F0671 : 

AFL040W    : 

Ecym_2256  : 

SAKL0A0591 : 

KLTH0H0556 : 

Kwal_14.16 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

-NGKKFDLEGTTKRFEHLLSLSGLFKHFIESKAAKDPKFRQVLDVLE-ENKANGKGKGKHQDVRR-RKTEHEEDAELLKEED------SD--DDES----

-NGKKFDLEGTTKRFEHLLSLSGLFKHFIESKAAKDPKFRQVLDVLE-ENKANGNGKGNHLDVRR-RKTEHEEDAELLKEED------SD--DDEN----

-NGKKFDLEGTTKRFEHLLSLSGLFKHFIESKAAKDPKFRQVLDVLE-ENKANGKGKVKHQDIRR-RKTEHEEDAELLKEED------SD--DDKN----

-NNKKFDLEGTTKRFEHLLSLSGLFKHFIESKAAKDPKFRQVLDVLE-ENKANGKGKGKHQDVRR-RKTEHEEDAELLKEED------SD--DDEN----

-GKPKFDVEATTKRFEHLLSLSGLFRHFIEGKAAKDPKFKQVLDILD-KPGKKGQKKGGHEDARR-RKTEREEDAELLKEEE------DV--EDDA---D

KNMEQLKLDNTRKRFENLLSLSSLFRHFIEGKAAKDSKLKSILNSLD-----------NHQTKSKKRKTEREEDEELLQDEE------NS--DDNL---Q

-NTRKFDLQSTVKRFEHLLSLSGLFKHFIESKAKKDQRFSEVLDILG-SKQSSYADLKRHEDARR-RKSEKEEDAELLKEEELE---QDEL-EDVS---A

-KTAQFDILQTTKRFEHLLSLSGLFRHFIENKAQRDDKFKQVLQCLHDRQDSNMKKSNSHHDVRRARKSEFEEDAELLKEEE------ED--SDEA---D

ETRRNVALDNTRKRFEQLLGISGLFRHFMVNKAKSDPAFQKILDGIDEKQLARSKGG-----VRK-RKSEREEDAELLKDEEMD---GEDSDIGQE----

TKKESFDVEGTAKRFKHLLSLSGLFKHFIENRAKKDVKFQKVLKILDDDSKK---------NTKR-RKTEREEDAELLKEEEDV---EED--ADDE----

GKTKRFDLEATTKRFEHLLSLSGLFRHFIEGKAKKDDKFKKVLEILDEDAKKR-------QDGKR-RKTEREEDAELLKGEEEE---EEG--EDEE---E

ANGKHFDVEGTTKRFKHLLSLSGLFRHFIESKASKDPKFKKVLESLDDD---AFKGKSSDGDRRR-RKTEREEDAELLKEEEQA---EEE--SDLENGTE

RKKEQFDIESTVKRFKHLLSLSGLFKHFIENKAQKDEKFAKVLTILNNDDDSKKKNS----QKKR-RKTEREEDAELLKEEEIE---TTED-TNDE----

-GKPHFDLDGTVKRFQHLLGLSGLFRHFIEGKAKKDDRFQRVLDILDDDGNKKGKGRAGHQDKRR-RKTETEEDAELLKGET------DG--DEEN----

-KHNHFDTEATAKRFEHLLSLSGLFRHFIETRAQTDEKFKKVLDIVD-IEIAKKAAKSVHQDKRR-RKTEKEEDAELLKGGDID---EED--NEAL---D

-RRKMFDADGTAKRFEHLLSLSALFRHFIDSKAKKDQRFQKVLEIVD-RDMAAKSAKAAHQDKRR-RKTEKEEDAELLRGEE-E---AED--EDDS---E

-NRRKFDIESTTKRFEHLLSLSGIFRHFIERRAQKDDRFKKVLEVLDTNGGKKKSGRGG--DKRR-RKTEREEDAELLKGEE------AEEAEEDE----

-NARKFDLEATTKRFEHLLSLSGLFRHFIESKAKKDDRFKRVLDILDNGSKGKGNKGGAHQDKRR-RKTEREEDAELLRGEE------EEATGVDD----

SGKRKFDEQGTVKRFEHLLGLSTLFRHFIERKAAKDPRFREVLDTIDNVNGKANGKGKKHTDARR-RKTEKEEDAELMKDEE------EE--EEEL---A

QNRRRFDTEGTTKRFQHLLGLSPLFRHFIERKAAKDERFGQVLRVLD-----DGRQAGRHEDKRR-RKTEREEDAELLREEDAELLREEE--EGPDAAAA

DGKRRFDMEGTTKRFQHLLGLSSLFRHFIERKASKDERFEKVLQLLDDSNGKKKNMK--HEDKRR-RKTEREEDAELMRDEE------EE--SDNE---E

DQKHKFDIEGTIKRFHHLLGLSGLFRHFIERKAAKDEKFAKVLEILDDPNAHKSNGGISHQDKRR-RKTETEEDAELLKDEE------DE--DDQK----

-QKSEFDLEGTIKRFQHLLNLSGLFRHFIERKAAKDEKFQKVLNILDNPSGRKGSKGSSHQDKRR-RKTETEEDQELLKDEE------GE--EQDQ----

-KKHEFDLEGTIKRFQHLLNLSGLFRHFMERKAAKDQKFKKVLDILDNTSGSKGSKKSKHQDKRR-RKTETEEDAELLKDEE------DE--SDDE----

     fd   T KRF hLL 6Sg6F4HF6e 4A  D  f  6L  6                  4 RK3E EEDaEL6  e                   

       

       

 :  180

 :  120

 :  120

 :  120

 :  158

 :  112

 :  126

 :  123

 :  126

 :   97

 :  115

 :  124

 :  105

 :  121

 :  107

 :  123

 :  121

 :  123

 :  124

 :  127

 :  121

 :  121

 :  120

 :  120

       

             

             

YBR245C    : 

Smik_2.388 : 

Skud_2.377 : 

Suva_4.505 : 

CAGL0C0168 : 

KAFR0A0441 : 

KAFR0G0358 : 

KNAG0M0056 : 

KNAG0F0225 : 

NCAS0D0350 : 

NCAS0H0120 : 

NDAI0F0209 : 

NDAI0I0135 : 

TBLA0C0381 : 

TPHA0J0206 : 

Kpol_1002. : 

ZYRO0G2178 : 

TDEL0B0393 : 

KLLA0F0671 : 

AFL040W    : 

Ecym_2256  : 

SAKL0A0591 : 

KLTH0H0556 : 

Kwal_14.16 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

-IEFQFRESPAYVNGQLRPYQIQGVNWLVSLHKNKIAGILADEMGLGKTLQTISFLGYLRYIEKIPGPFLVIAPKSTLNNWLREINRWTPDVNAFILQGD

-IEFQFRDSPAYVNGKLRPYQIQGVNWLVSLHKNKIAGILADEMGLGKTLQTISFLGYLRYIEKIPGPFLVIAPKSTLNNWLREINRWTPDVNAFILQGD

-IEFQFRDSPGFVDGRLRPYQVQGVNWLVSLHKNKIAGILADEMGLGKTLQTISFLGYLRYIEKIPGPFLVIAPKSTLNNWLREINRWTPDVNAFILQGD

-IEFQFRDSPGYVNGQLRPYQVQGVNWLVSLHKNKIAGILADEMGLGKTLQTISFIGYLRYIEKVPGPFLVIAPKSTLNNWLREINRWTPDVNAFILQGD

DIEYLFRESPAYINGQLRDYQVQGLNWLVSLDKNRIAGILADEMGLGKTLQTISFLGYLRYIKKIPGPFLVIAPKSTLNNWLREINKWTPEVNAFILQGD

NVEFQFRESPAYVNGKLRSYQVQGLNWLVSLHNDGLAGILADEMGLGKTLQTVAFLGYLKYIENIDGPFLVIAPKSTLNNWLREINRWTPEVDAFVLQGD

AVPFEFRESPVYINGQLRHYQVQGLNWLISLHRSGLAGILADEMGLGKTLQTISFLGYLRYIEKVPGPFLVIAPKSTLNNWKREVNRWTPEINAFILQGD

GIDFQFRESPTFIDGELRDYQVQGLNWLVALHKSELAGILADEMGLGKTLQTISFLGYLRYIEKKRGPFLVIAPKSTLNNWLREINKWTPGVDAFILQGD

-VE-EYRESPKFVNGELRPYQIQGLNWLISLHKTGLSGILADEMGLGKTLQTISFLGYLRYVEKICGPFLVIAPKSTLNNWLREINRWTPEVNALVLQGD

-IEYQFRESPKYIHGTLRPYQIQGLNWLVSLHKNGLAGILADEMGLGKTLQTIAFLGYLKYMEGINGPFLVIAPKSTLNNWLREINKWTPDVKAFVLQGD

GIDFQFRESPGFINGTLRNYQIQGLNWLVSLHKSKLAGILADEMGLGKTLQTISFLGYLRYVEKIPGPFLVIAPKSTLNNWLREINKWTPEVNAFILQGD

GVEFQFRESPGFINGQLRTYQIQGLNWLISLHHYKLAGILADEMGLGKTLQTISFLGYLRYVEKIPGPFIVIAPKSTLNNWLREINKWTPEVDAFILQGD

-VGFQFRESPTYIHGELRPYQIQGLNWLVSLHTNGIAGILADEMGLGKTLQTIAFLGYLRYMENINGPFLVIAPKSTLNNWLREINKWTPDVKAFVLQGD

-LEFQFRESPGYIDGLLRSYQIQGVNWLISLHKNGLAGILADEMGLGKTLQTITFLGYLRYVEKKPGPFLVIAPKSTLNNWLREINKWTPDVNAFILQGD

DVEFQFRESPSYVDGTLRPYQIQGINWLISLYKSGLSGILADEMGLGKTLQTIAFLGYLRYIEKKPGPYLVIAPKSTLNNWLREINKWTPEVNAFILQGD

GLEFQFRESPSFIDGTLRPYQVQGVNWMISLHKFGLAGILADEMGLGKTLQTITFLGYMRYIEKKPGPFLVIAPKSTLNNWLREINKWTPDVNAFILQGD

-IDFQFTESPSFVKGSLRSYQIQGLNWLISLHTNGLAGILADEMGLGKTLQTIAFLGYLRYIEKVPGPFFIIAPKSTLNNWIREINHWTPEFNAFIMQGT

-IAYQFSDSPTFINGSLRSYQIQGLNWLISLHQNGLAGILADEMGLGKTLQTIAFLGYLRYIEKVPGPFLVIAPKSTLNNWLREINRWTPEVNALILQGT

DVDFQFRESPAYVNGQLRPYQIQGLNWLVALHKNQLAGILADEMGLGKTLQTIAFLGYLRYIEKKNGPFLVIAPKSTLNNWLREINRWTPEVSAFILQGD

DYEFQFRESPGFVDGRLRPYQVQGVNWLVSLHKNNLAGILADEMGLGKTLQTITFLGYLRYIEKKRGPFLVIAPKSTLNNWQREINRWTPDVDAFILQGD

GFEFQFRESPGYVNGTLRPYQIQGLNWLVSLHKNQLAGILADEMGLGKTLQTIAFLGYLRYVEGKPGPFLVIAPKSTLNNWLREIKKWTPEVDAFILQGD

-IELQFRESPGYINGLLRPYQVQGLNWLVSLHRNGLAGILADEMGLGKTLQTISFLGYVRYVEKKCGPFLVIAPKSTLNNWLREINRWTPEVNAFILQGD

-VGYQFRESPPFVNGQLRPYQIQGLNWLVSLHQSNLAGILADEMGLGKTLQTISFIGYMRYVEKKRGPFVVIAPKSTLNNWLREINRWTPEVNAFILQGD

-IEYSFRESPPFINGCLRPYQVQGVNWLVSLHRNNLAGILADEMGLGKTLQTISFLGYLRYVEKKPGPFVVIAPKSTLNNWLREINRWTPDVRAFILQGD

     5reSP 56 G LR YQ6QG6NW66sLh   6aGILADEMGLGKTLQT6 F6GY64Y6ek  GP5 6IAPKSTLNNW RE6n WTP   Af66QGd

       

       

 :  279

 :  219

 :  219

 :  219

 :  258

 :  212

 :  226

 :  223

 :  224

 :  196

 :  215

 :  224

 :  204

 :  220

 :  207

 :  223

 :  220

 :  222

 :  224

 :  227

 :  221

 :  220

 :  219

 :  219

       



Supplemental Data S2 

8 
 

YCL033C (MXR2) 

 

  

             

             

YCL033C    : 

Smik_3.44  : 

Skud_3.29  : 

Suva_3.180 : 

CAGL0B0083 : 

KAFR0D0038 : 

KNAG0C0047 : 

NCAS0B0885 : 

NDAI0A0042 : 

TBLA0A0735 : 

TPHA0B0481 : 

Kpol_2000. : 

ZYRO0F1768 : 

TDEL0C0662 : 

KLLA0C0134 : 

AFR708W    : 

Ecym_1046  : 

SAKL0C0136 : 

KLTH0F0132 : 

Kwal_33.13 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

----------------------------------------------------------MNKWSRLYVITVRRTFPGRRN-------------IVLTQYWN

----------------------------------------------------------MNKLSKLYVFTQRRTFTGRGP-------------IAVTRYWS

----------------------------------------------------------MNKLNRLYALTLRRTFPGTRS-------------IALARYLH

------------------------------------------MSPIVVEIRERKNIKEMNKLIRFHVPKLRRTFPGRRS-------------IALARYWH

------------------------------------------------------------------MFALVGRGARYTY------------LTTNKTTYN

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

------------------------------------------------------------------MLKIVRNSSKALS-----------IFTTRHISST

----------------------------------------------------MISRIIIKRSYPINYLTTFRNTGIYLFQSK----------NHFVRNFT

----------------------------------------------------------------------------------------------------

MKYINRVLKSNIVRFLIIILFSLLFFNQYSTLIDMFLGKYLAKTPQVSQNIRYFVTKNPIKFTLNNELLKRKLTNSKLSNLNLSNYSKQYSTGNIKGQQQ

----------------------------------------------------------------------------------------------------

---------------------------------------------------------------------MLRIGTQL---------PRLNSYISNVAIRN

---------------------------------------------------------------------MLRGVSRT-----------LLLTRYFQKNLF

------------------------------------MSHAIVKRKQLETRICNHHRIYCSAFIILLIGIILKVLPLHNCFTLLMLSRSCSRILSLNLSKQ

-------------------------------------------------------------------------------------------MSRQLIRTL

-------------------------------------------------------MRQNFKNVGVLECTEFRKLIRL--------------YNITFWWCH

----------------------------------------------------------------MLKIALQRSSV----------------TRFTRSLHT

--------------------------------------------------------------MIRSTARIFRGFAGTRS------IVVSRLIYKRSFSIS

------------------------------------------------------MSLGKIKGIFSSAIMFRSFTLALKSPSRQLARVSISSISRKHLSTQ

                                                                                                    

      

      

 :  29

 :  29

 :  29

 :  45

 :  22

 :   -

 :   -

 :  23

 :  38

 :   -

 : 100

 :   -

 :  22

 :  20

 :  64

 :   9

 :  31

 :  20

 :  32

 :  46

      

             

             

YCL033C    : 

Smik_3.44  : 

Skud_3.29  : 

Suva_3.180 : 

CAGL0B0083 : 

KAFR0D0038 : 

KNAG0C0047 : 

NCAS0B0885 : 

NDAI0A0042 : 

TBLA0A0735 : 

TPHA0B0481 : 

Kpol_2000. : 

ZYRO0F1768 : 

TDEL0C0662 : 

KLLA0C0134 : 

AFR708W    : 

Ecym_1046  : 

SAKL0C0136 : 

KLTH0F0132 : 

Kwal_33.13 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

KSKKMSDESN--------DVKWNDALTPLQLMVLRDKATERPNTGAYLHTNESGVYHCANCDRPLYSSKAKFDARCGWPAFYEEVSPGAITYHRDNSLMP

TSKKMSGESN--------DIKWNDALTPLQLMVLRDKATERPNTGAYLHSKEPGVYHCANCDTPLYSSNAKFDARCGWPAFYEEISPGAITYHRDNSLMP

TSNKMSSESN--------DVKWNDALTPLQLMVLKDKATERPNTGAYLHTKDSGVYHCANCDTPLYSSNAKFDARCGWPAFYEEVSPGAITYHRDTSLMP

TSNKMSSESS--------DVKWNDGLTPLQLMVLKDKATERPNTGAYLHTKDTGVYHCANCDTPLYSSNAKFDARCGWPAFYEEVSPGAITYHRDESMMP

KTIKMLFQSKTD------KKEWNPELTSEQLHVLKDKGTEAPGTGKYLYNDRTGVYTCANCDAPLYRSETKFDSGCGWPAFNGEI-KGALKYKKDFSHGM

----MSTNGD--------GNNWNPKLTPEQLSILKYKRTEPPNTGKYLNNKETGIYSCANCDAPLYKSETKFESGCGWPSFYEEINPQALKYIKDNSMDI

----M-------------PGSWNKQLSAAQLRILRDKMTEPAHSGRYLNNKEQGTYYCANCLQPIYQSKTKFDSGCGWPSFYEEL-PNSLKYVTDSSGGM

RFV-MSSN----------NTSWNPSLSKEQLAVLRDKGTEPANSGKYLHNKETGVYTCANCGNALYKSDTKFDSQCGWPSFYKEFNKDSLKYNEDVSHGM

RITAMSSSSSSS------NNHWNSNLTSEQLHVLRDKGTERPHTGKYLHNKDSGVYTCANCSNPLYTSNTKFDSGCGWPSFYKPYGNKSLNYHVDNSMGV

--MDMSKNNSSATINN--MVKWNPNLKPEQLKVLKDGATEPPNSGKYLNNTKPGTYYCANCEAPLYSSNAKFNAGCGWPSFYEEIQSGSVMLVQDESLGM

PSNKMSAPETPDI-----HKHWNKDLSPEALHILRDKGTEAPNTGAYLHNKRDGIYTCGNCMAPIYDSNTKFDSGCGWPAFYKEI-PGALKHITDLSHGM

----MP------------ETKWNSNLTAEQLVCFKNKGTEAPNTGKFLHNKETGIYTCANCNSPLYKSQAKFDSGCGWPAFYQEISPNALTYHTDISHGM

FSSTMSNQ----------QQQWNPKLTPEQLAVLRDKYTERPNTGAYLNNKEQGTYNCANCDNPLYSSGAKFDSGCGWPAFYQEISKDSLQYHVDNAFGM

SSTTMANS----------GRQWNPKLSSEQLSVLRDKGTERPYTGTYLDNKENGIYHCANCEAPLYSSGAKFDSGCGWPAFYQEVSKDALSYHRDGSLGM

FYRTMNS-----------TGKWNPSLTSEQLRVLRDKGTERPNTGNYLHNKQTGIYSCANCDLPIYKSETKFDSGCGWPAFYDAI-PGSLTFTRDESFGM

RVGSMC------------ASKWNPQLSAEQLRVLRDRGTERPHTGTYLYNKSTGIYHCANCDVPLYSSSAKFDSGCGWPAFYQEVRPGALRYIRDSSLGM

FRVHMLKVPFKRLSLNAGMSKWNPKLTAEQLLVLRDKHTERPHTGAYLLNKNQGIYHCANCDQPLYSSTTKFDSGCGWPSFYQPVNPDVLTYHKDTSLGT

TTIRMSS-----------NDKWNPGLTIQQLLVLRDKHTERPHTGAYLDNKEAGMYLCANCNQPLYTSDTKFDSRCGWPSFYKEVTPGSITYNRDNSLGM

FVTRM-------------SENWNPNLTTEQLLVLRDKHTERPHTGAYLNNKDTGVYNCANCEAPLYKSETKFDSHCGWPAFYEEVKKGAITYHTDYTMGM

FAAQM-------------SQNWNPKLTTEQLLVLRDKHTERPHTGAYLNNKESGVYNCANCEEPLYKSDTKFDSQCGWPSFYQEVREGAITYHTDYTMGM

    M                WN  L   qL  l4   TE p 3G 5L nk  G Y CaNC  p6Y S  KF   CGWP Fy e     6    D     

      

      

 : 121

 : 121

 : 121

 : 137

 : 115

 :  88

 :  82

 : 112

 : 132

 :  96

 : 194

 :  84

 : 112

 : 110

 : 152

 :  97

 : 131

 : 109

 : 119

 : 133

      

             

             

YCL033C    : 

Smik_3.44  : 

Skud_3.29  : 

Suva_3.180 : 

CAGL0B0083 : 

KAFR0D0038 : 

KNAG0C0047 : 

NCAS0B0885 : 

NDAI0A0042 : 

TBLA0A0735 : 

TPHA0B0481 : 

Kpol_2000. : 

ZYRO0F1768 : 

TDEL0C0662 : 

KLLA0C0134 : 

AFR708W    : 

Ecym_1046  : 

SAKL0C0136 : 

KLTH0F0132 : 

Kwal_33.13 : 

             

                                                     

         *       220         *       240         *   

ARVEICCARCGGHLGHVFEGEGWKQLLNLPKDTRHCVNSASLNLKKD------

ARVEICCARCGGHLGHVFEGEGWKQLLNLPKDTRHCVNSASLNLKKD------

ARVEICCGKCGGHLGHVFEGEGWKQLLNLPKDSRHCVNSASLNLKRD------

ARVEICCGKCGGHLGHVFEGEGWKQLLNLPKDSRHCVNSASLNFKKE------

MRTEIMCAKCGGHLGHEFKGEGWNKRLNLPNDSRHCVNSLSLNFKKEE-----

QRTEICCNNCGGHLGHVFENEGWSKSLGLPKDVRHCVNSLSLTFKSK------

VRTEIVCSNCGGHMGHIFQGEGWKQALGLPKDVRHCVNSLSLNFKKD------

QRIEVTCQKCGGHLGHVFKGEGWTKSLGLPIDERHCINSLSLNFKKV------

ERIEITCKKCGGHLGHVFKGEGWTKLLNLPVDERHCVNSASLNFSKID-----

ERTEALCGGCGGHLGHVFAEEGWTKRLGIPKDVRHCINSLSLNFHESTPSSKE

KRVEITCAKCGGHMGHVFEGEGFDKLLGNPTDERHCVNSASLKFKPRDK----

KRTEICCSKCNGHLGHVFEGEGFDKMLGLPTDMRHCVNSASLNFKKE------

KRVEVCCGKCGGHLGHVFEGEGWQKMLNLPTDSRHCINSASLNFEKK------

ERVEICCGQCGGHLGHVFEGEGWQKMLGHPTDARHCVNSASLTFAKNK-----

VRIEICCSRCGGHMGHVFEGEGWQKILNLPTDQRHCVNSCSLNFKEG------

ERVEIRCSACDGHLGHVFEGEGFAQRLGLPKDVRHCVNSCSLRFRGEGN----

VRIEICCSNCDGHLGHVFEGEGWDKLLSIPKDTRHCVNSCSLNFKTAE-----

VRTEICCGKCGGHLGHVFEGEGWKERLGLPVDRRHCVNSLSLNFKKQE-----

KRTEICCANCGGHLGHVFEGEGWKERLGLPVDARHCVNSASLNFKKQ------

KRTEICCGKCGGHLGHVFEGEGWKERLGLPQDVRHCVNSASLSFKKQ------

 R E  C  CgGH6GH F gEG5   L  P D RHC6NS SL f         

      

      

 : 168

 : 168

 : 168

 : 184

 : 163

 : 135

 : 129

 : 159

 : 180

 : 149

 : 243

 : 131

 : 159

 : 158

 : 199

 : 146

 : 179

 : 157

 : 166

 : 180
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YCR038C (BUD5) 

  

             

             

YCR038C    : 

Smik_3.141 : 

Skud_3.117 : 

Suva_3.72  : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

----------------------MSPKNKYVYICVEYIYIYFAKIHKQSTLSSDTTKMFVLIDNVLAYLLEQDDLFVTARFAIQGQIVSRRVNKIHISNIT

--------------------------------------------------------MFVLIDNVLAYLLEQDDQFVTARFAIQGQIVSRRVNKTHISDIN

--------------------------------------------------------MFVLIDNVLAYLLEQDDQFVTARFAIQGQIVTRRVNKTHTSNID

-------------------ARKTIMYISVNIYIYIYIYTYTTKIHKQSTLSSDTTKMFVLIDNVLAYLLEQDDQFVTVRFAIQGQIVTRRVNKTHLSKIT

                                                        MFVLIDNVLAYLLEQDDqFVTaRFAIQGQIV3RRVNKtH S I 

      

      

 :  78

 :  44

 :  44

 :  81

      

             

             

YCR038C    : 

Smik_3.141 : 

Skud_3.117 : 

Suva_3.72  : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

DVLLQQFISHTLPYNDNIVPKKILDSMRTAVRQLLEATACVSRECPLVKRSQDIKRARKRLLSDWYRLGADAN-MDAVLLVVNSAWRFLAVWRPFVNSIQ

DLLLQQFIKYT-------------------------PTACVSRECLLVKRNHEIKRARKRLLSDWYRLAADAK-MDAVLLVVNSAWRFLSVWRQFITSIQ

DVLLLQFISHTQPHIENISPKKILDSMRTAVRQLLDATACVSRECLLIKRNIEIRRARKRLLSDWYRLGADTNH-DSVLVVVNSAWRFLVVWRPFINSIQ

DVLLIQFLSHTQNHNNNIVPKKILDNMRTAVRQLLEATACVSRECLLVKRNNEIRRARKRLLSDWYRLGADAN-QDTLLVVANSAWRFLAVWRPFVSSIQ

D6LL QF6shT     ni pkkild mrtavrqll aTACVSREClL6KRn eI4RARKRLLSDWYRLgADan  D 6L6VvNSAWRFL VWRpF6 SIQ

      

      

 : 177

 : 118

 : 143

 : 180

      

             

             

YCR038C    : 

Smik_3.141 : 

Skud_3.117 : 

Suva_3.72  : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

HATQELYQNIAHYLLHGNVNIQRVTALIQLVMGQDDLLFSMDDVLQEVFRIQLYLNKMLPHNSHKWQKPSPFDSANLLLNFRDWTTDNALLQELLLSYPT

QATQELYKKIAYYLLYGDVDIQSVISLVHVVTGEENILFSMDDVLQEVIKIQLYLDKLLPQNTQQSQKPSPFDAANLLLNFRDWTNDSALLHQLLLSYPS

QATQELFRKIAHYLLYGNVDIQRIAALIQIVMGQDYLLFSMDEVTQEIAKIQLYLDKMLPHDPHQWKKPLPFDSANLLLNFRDWTTDNALLEELQLCYST

QATQELFKKIAYYLLHNNVDFQRVAALIQVIMGEDHLLFSMDEVLQEVVEIQQYLDKMLPLDSQQWQKPSPFESANLLLNFRDWTTDNGLLQELLHCYLK

qATQEL5 kIA YLL g1V1iQr6 aL6q66mG2d 6LFSMD VlQE6  IQlYL1K6LP 1  qwqKPsPFdsANLLLNFRDWTtDnaLL 2Lll Y  

      

      

 : 277

 : 218

 : 243

 : 280
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YDR221W (GTB1) 

  

             

             

YDR221W    : 

Smik_4.467 : 

Skud_4.482 : 

Suva_2.388 : 

CAGL0E0479 : 

KAFR0E0259 : 

KNAG0A0441 : 

NCAS0B0280 : 

NDAI0C0490 : 

TBLA0H0061 : 

TPHA0C0210 : 

Kpol_529.7 : 

ZYRO0A0954 : 

TDEL0B0205 : 

KLLA0F1317 : 

AGR178W    : 

Ecym_4136  : 

SAKL0H1282 : 

KLTH0E1005 : 

Kwal_27.11 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

--------------------------MVSMFSLFLLLIEQSPLVASLQQS-------QRHIVGVPWEKQHLYDS---NEPDLTKWHCLNHEDIVLDISQI

--------------------------MVSASLLFLLIIGQSPLVVSLQQTRGYK---PGHIVGVSREKQHLYDS---NESDLTKWHCLDHEDIVLDLSQI

--------------------------MVSTSLLFLLVIEQAPLVLTLQPFLGNK---PEYIIGVPREKQHLYAS---NEPDLTKWHCLSGDNIVLNLNQI

--------------------------MVSTPLLFLLLIEQVPLVLSSQQAQGNE---PAHVIGVPREKQYLYAS---NEPDSSKWHCLNRADIVLNLSQI

-----------------------------MR-VSCLL--SALIVLSHADA-------SVDVIGVPKDLQSAYKA-----DGKGKWRCLNDSSIEIDFSRV

-----------------------------MKAITLLLTASSVSTLGLVEAT------LPKVRGVPPSKQHLYEP-----SSNGTWKCLNSQDIVLNYSQI

-----------------------------MKTCLVG--VLSLSIVFFSRPSH-----GLKLLGLSPKQEELYNN---ALSPDGKWTCLSDPSIQLNITQL

-----------------------------MR-WLFG------SIVVLIAGCTT----ASELVGLSPNKLKEYHDNIVTVDGIKKWKCLGNPEILVEWSQI

-----------------------------MK-LSPTSSFLTISLILSVVIVK-----GTKILGISPNLEKLYEN--NRVISTNKWKCLNNPEIEINWDQI

-----------------------------MKTTNLLGTGLPLLLVNTIRAQIDSQVPESKVIGVFPEDQHLYVE----LNEHGKWNCLGDQSIEILPSQI

--------------------MFPISNSVNSLLLISVFINFTSGENVDLNKKNLNCE-SSNIVGVAPDRQSLYKP-----GEDGKFHCLNAPSIAIDFKQV

-----------------------------MILPKL--VSFISFAFISSQIVS-----GKPIIGVPEDQLHLYQP-ITEGKDIGKWRCIGAPTVLLNYNQI

-----------------------------MVNSQL---KYGLLGLYSLFSLVKG---SEGVVGVPESRQSIYEP-----RDDGKWACLGDANVIIEATQI

-----------------------------MI-RTLVLWS-ALSGIALS---------SSLIVGVEPSRQHLYEA------SSNHWTCLDDSSVVLRADQI

-----------------------------M----LLLLMVLFSLACA----------SESIRGVPPENQSLYSP---LPEDPTKWRCLDDTAKVIPYSSI

-----------------------------MHGVSWKVFWFIPLVAIVWDASVVR---AHNVRGVAPEDQHLYQG---LAHNQTQWTCLNDSSIVLSVNQI

-----------------------------MVCFSVLLHLFWSPCVAA----------SSIIRGVAPDEQHLYQP---IEGSGGKWHCLNDSSIVLDFDQI

MSIPNSNDQNVFLSSSKEFVLVGAKFLINMLLYYLLLANFLRSAI------------TAGVRGVPEELEHLYEP---LPSAPTKWACLDDPSVVLDLSQI

-----------------------------MPALAYYAVALCCTFAG-----------ARQVNGVPGSLQHLYEP---MQTDPTKWACLGDPSIVLNYTQI

-----------------------------MRSLACYCVIFSGAIAS-----------ATSLKGVPEALQHLYEP---RKEDPSKWACLGDPSIILDYSQI

                             m                              6 G6       Y           k5 C6      6   q6
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 :  68

 :  68

 :  68

 :  56

 :  60

 :  61

 :  60
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 :  67

 :  74
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 :  60

 :  54

 :  54

 :  65

 :  58

 :  85

 :  57

 :  57

      

             

             

YDR221W    : 

Smik_4.467 : 

Skud_4.482 : 

Suva_2.388 : 

CAGL0E0479 : 

KAFR0E0259 : 

KNAG0A0441 : 

NCAS0B0280 : 

NDAI0C0490 : 

TBLA0H0061 : 

TPHA0C0210 : 

Kpol_529.7 : 

ZYRO0A0954 : 

TDEL0B0205 : 

KLLA0F1317 : 

AGR178W    : 

Ecym_4136  : 

SAKL0H1282 : 

KLTH0E1005 : 

Kwal_27.11 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

NDGVCDCPDGSDEPGSAACVEDIFKSVAEGGGKVNKYFYCDNKGFIPRYIRKSEVADGICDCCDCSDELL----SGYELFDAGSNCSQLKNEFDIMASKE

NDGICDCPDGSDEPGTAACEEDIFQSVAKQSSKVNKYFYCANENFIPRYIRKSEVTDGICDCCDCSDELL----SDYKLIDVGSNCSQLKKEFDDMVSTE

NDGVCDCPDGSDEPGTAACEDDVFQKVAEQSSEMGKYFFCDNKNFISRYIRISEVADGICDCCDCSDEML----SGYKPFDVGSDCSQLKNEFDAMASAE

NDGICDCPDGSDEPGTAACEEDIFQRVAEQSSDMSKFFYCDNNGFIPRHIRKSDVADGICDCCDCSDELL----SNYKPFDVGSDCSKLKKEFDAMVSTE

NDGVCDCPDGSDEPSTGAC-------------GELTEFYCQNEGFIPRYISGSKVGDGICDCCDCSDEVN-----TPQTSYRGRTCQELKKQYEDILQQE

NDGICDCPDGSDEPGTAACVDT----------LESQLFYCENEGFIPRFIRGTFVDDGICDCCDCSDESN----------LHGNTCGTLREVFEDIVQTE

NDGICDCPDGSDEPGTAACN-------TEDSPLETRLFYCANEGFIPRYISASSVNDGVCDCCDCSDENI-------DIKVNTAPCKELQTLFDSIAQDE

NDGVCDCPDGSDEPGTSACTN-----------NNDDLFYCENDGFIPKFIPRSSVNDGICDCCDCSDEALLSKVDNNAVDVKGNTCSKLKTELENVVKDE

NDNICDCPDGSDEPGTFACN-------LESS-SSSSLFYCENDGFIPRFISKSKVMDGVCDCCDCSDEALL---PSSIPLSKTSICPDLKDEFDKLLSIE

NDGICDCPDGSDEPGTGSCT------------ENSSLFYCENIGFIPRYISNDKVGDGVCDCCDCSDELL----SSSHVSYTGSTCDELNEIYNSISSKE

NDGVCDCPDGSDEPGTGAC-------------GNEDLFYCENKGFIPRYISNSKVGDGICDCCDCSDELMRLRSSGVEFNEFENNCSILSEEFDKMVDSE

NDGICDCPDGSDEPGTNAC-------------ENRLLFYCKNKGFLPRYISTNKVSDGICDCCDCSDESF----VMEPPAYKGSDCLTLQNVYNHLIEEE

NDGICDCPDGSDEPGTGACG------------MKAPQFYCKNGEFLPRYISQSKVGDGVCDCCDCSDEQL----TKGEVFYRGTQCSDLRTSFDKFVQQE

NDGACDCPDGSDEPGTGACG------------IAGPQFYCANEGFIPKYISQSKVGDGVCDCCDCSDELL----SGLEPFYRGATCSELKESWDKIVETE

NDNLCDCSDCSDEPGTNAS-------------QERALFYCNNEGFTPRNILNYKINDGVCDCCDCSDEYL------REPFSRGKSCSELNDEFQRILNTE

NDDYCDCPDGSDEPGTGAC-------------GSRSRFFCRNEGFIPRYIAGYKVEDGLCDCCDCSDEVS------PEPHLRGATCSELAREYDSLLAQE

NDDYCDCPDGSDERGTSAC-------------GAQSRFYCQNEGFAPRYVMGYKVNDGLCDCCDCSDEYL------HSKFAQSASCNALAADFDGLLKEE

NDDYCDCPDGSDEPGTSAC-------------GPKTRFYCKNKGFAPRYISSSRVNDGVCDCCDCSDEYA----EGHEIFTKSVPCQELHASFINLVSNE

NDDFCDCPDGSDEPGTSAC-------------GALSRYYCENKGFAPKFVAGFKVNDGVCDCCDCSDENE-----NIRSALSSDNCSQLRAQFERALKEE

NDDYCDCPDGSDEPGTSAC-------------GSLSRFYCPNTGFAPRYVSGFKVNDGVCDCCDCSDEPV----FLESKLLGENSCSTLRSQFEEVLRQE

ND  CDCpDgSDEpg3 ac                  55C N gF p4 6    6 DG6CDCCDCSDE                 C  L          E

      

      

 : 160

 : 164

 : 164

 : 164

 : 138

 : 140

 : 147

 : 149
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 : 151
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 : 146

 : 144

 : 138

 : 135

 : 146

 : 139

 : 168
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 : 140

      

             

             

YDR221W    : 

Smik_4.467 : 

Skud_4.482 : 

Suva_2.388 : 

CAGL0E0479 : 

KAFR0E0259 : 

KNAG0A0441 : 

NCAS0B0280 : 

NDAI0C0490 : 

TBLA0H0061 : 

TPHA0C0210 : 

Kpol_529.7 : 

ZYRO0A0954 : 

TDEL0B0205 : 

KLLA0F1317 : 

AGR178W    : 

Ecym_4136  : 

SAKL0H1282 : 

KLTH0E1005 : 

Kwal_27.11 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

LSSYREGKEALEELERKYGTKEE---------AITRGNCLEEDKEKASAEIKVLSNRLSENRAKLEQLRGEYFNQLSHD-PILYQFE--Q-LNSTRLGSD

LLRYREGKKVLNGLEKKYGIQED---------TIVRDGSIEEDKQRVSNEITLLSNRLEKDRVKLDEARRIYFDQLENQDPILYRFE--Q-LNRLSLASE

LLSYQKGKMALNALEKKYGVKED---------VSVSEFSTEKDKQQLSDKITSLSNKLAKEKTKLYQARRNYFGQLEIQDPILYRFE--Q-LNISVLASE

LLSYEKGRKALVALEKKYGVKSE-------VEDTVSSDTLEETKQRLVDDITLLSNKLAKDKVKLDQAKRNYISQLQIEDPILYKFE--Q-MEMNVLISE

RLNYEQGLKALSQKFEIKKIDSK--------------EKQLKNIEDLDKQLSKTKDKLQKSKARYEKEKQFYVEKVKLNDPIAFELQ--K-IDMNQLTAD

LKKFEEGKVELIQLMKTYGIDIS----DKENDELVSKRNRDVEMAVLKDDIDHLKREQLRNEMILDQERENLLNRLQMENPILYQFE--N-IDMTLILNT

LKTFEAGKNRLLDMYREAKIGVN---------ETVGVAEQDAEMRRLEAQIKAKEEELQSNEKLLNTERNHYFEKLKSDDPDLFKFE--Q-VNMGYIASN

LANYKLGQKKLLKLLSKYNIPLA---DGSQKNGQETIKENKLLVKKLKSEIETISQTLKDNKAVLKEEKGNFLRKLKEDDPILYAYN--E-IDNKEIVGS

LENYSNSKDKLLKLFKKYDMDFTSLDQTKDMGNQNGNENGLLEKEKLIAELNKLEADSIRHNNLLSQEKENYLNKLQLNNPILYDFE--QKINSKLLIEL

NANYKSGINKLKKLLDDNNVISP----------LIELNTSQSTINQLLMDIPSHERNLELLDKKIIEQRQNYQDILKKSNPIFYNYENNKNFNISLIKED

LNIYSLGYNSLNELKKKYNIESV----------EDKLKNSKIQSESIKDKMKDINKKYENYQSILNDERVRYENELKLVNPILLEFE--K-LDIKYLQDT

TNIFAEGAKALEDLKVKHSIRSI----------EDELANGQKEMETLNVTVNNLRNQLSDYESLLVQERTKYEEDLKKNNPILYEFE--K-MDMTYLSQV

LENHHHGMQTLLQLKAQSPAPVK-------------------TQEGLSEQIRSLSEQLSNNEKILASEKADYAEKLKAENPLLYEFE--Q-LHVDALANA

TKRYEEGAQAVRKLYHNYNLDSE---------------QKPVDKELLAERIEELSKKLVSNELVLSQTKARYAEQLMADNPMLYEYE--Q-IDVNSITLE

LENYRAGVTALKKLKSKTKDNTD---------DPNSAENVHFQIDGLTTYSVDLKTALNNVEENLQSLEESYRCKLFEESPQLFEYE--N-LNVTFITDS

LATYEQGRDALVQMRQHYGVDSI------------TSESTAERANKLAEELSAVVREIEQQKDTLANVLKLYESKLAQDNPTASKFN--K-LDIQYVTDA

LGMFEAGQRLFREMITNHQINGV-----------KDRASMERTADQLSKELVALEKKIEEHNLLLQDVIEAYNNKLLDENPIMQEYN--Q-LNMDYVLDT

VNGHKKGAAALDQLKKRFGVQME----------KGPLDSKKESVGQLKIRLEELSNLLHEHQELLQNARSAYQEKLQLEDPVLFKFD--Q-LDLSFLSSI

LNEQELGSQALKMLEREYGIYAE----------ETPLEDKKGALRKAKSETGESKEALEACVNELAQAKETYKDTLQRENPLLLQLE--E-IDLQYVTSV

LDEHKRGTDVLKKLAAQHGVDIS----------NNALNSNTSLLQEKKSEIDELEARLKTCVSNLAQAKEIYKQRLQNENPLMLRLE--Q-ADVPFIVNT
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YDR291W (HRQ1) 

  

             

             

YDR291W    : 

Smik_4.540 : 

Skud_4.553 : 

Suva_2.457 : 

CAGL0H0124 : 

KAFR0E0142 : 

KNAG0M0149 : 

NCAS0F0260 : 

NDAI0C0402 : 

TBLA0A1023 : 

TPHA0E0142 : 

Kpol_1023. : 

ZYRO0G1669 : 

TDEL0E0327 : 

KLLA0C1073 : 

AAL080W    : 

Ecym_3178  : 

SAKL0G1031 : 

KLTH0G0640 : 

Kwal_23.56 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

--------MEEGPIKKKLKSAGQG--------SGKTDAF--RNFEQFFFRLNTLYTFLICRKHVVPTFKTLCGPIETALKRTVTKEDLAMVMALMPRECV

--------MQEEPPRKKSKLVNEG--------ERRIDAF--SNFEQFFFRLNTLYTFLICRKHVVPTFKTLCNPIRTALKRNLTKEDLARVMALMPRECV

--------MQEEPSKKKLKLAGEE--------SRKSDAF--RNFEHFFFRLNTLYTFLICRKHVVPTFKTLCDPIKTTLKRSVTKEDLARVMALMPRDCV

--------MQEGPPNKKAKSVGEG--------TKKGDDF--KKFEQFFFRLNTLYTFLICRKHVVPTFKTLCDPIETALKRTVTKEDLARVMALMPRDCV

---------MDEPVLKRPKVEEQR------EESAGQDDFQLRDFKKFFFKLNTLYTFLSCRKHVVPSFETLSKPLNASMKREVNEMDFARVVALMPRGTV

-------MTDEKFNHKRVKLEAAN---------DDTTEF--ADLKHLFFRLNTVYTFLMCRKHVIPTFKTITDPISAALKRPVTKLDLARIVAIMPRDCI

------MSSDDFRVTKRLKRETN-------------GKL--GEVKDLFSRLNTLYTFLMCRKHVVPTFKTLTTPLVSVIGRPITKLDLARIVAIMPRDCE

------MNTKDEIPTKKLRTESNE---------NGEDKF--KDLRSLFFRLNTIYTFLICRKHVIPTFKTLTSPIEKALKKEVTELDLARIVALLPRACV

----------MEPANKKIKLEDKD--------NNAIDEY--KNIRSLFFRLNTIYTFLICRKHVIPTFKTLTEPISAALKRPVTELDLAKIAVLMPRGCV

-------MSHQDNERKKIKLDIKS----------PNDEL--QSLKDFFFRLNTFYTFLLCRKHILPTYETLSSQIKTALKRDITELDFARVAAIMPNDCM

MLHATLDENDDHPSNKKIKTNTFK-----GQEYFDNEFF--NDFRKFFKSLNTLYTFLICRKQVITTFEKLKIPIEKQLKRKLSELDFSKVQVILPNDTL

-------MEDNNVSVKRQKTEESH---------IDSNEF--KHLKSFFFRLNTLYTFLLCRKHVIPTFERLKKPIQDTLKREITEFDFAQICAILPRECI

---------MSTQEYKRVKTDGD-------------DGF--DKLKKVFFRLNTLYTFLLCRKHVIPTFKTLQSPIESALKSPVTELDFAKIAALMPRDCE

-------MEDQLPSVKRVKHNPDD------------KDF--SELKSFFFRLNTIYTFLSCRKHIVPTFDTLKKPIEASLKRPVSELDFAKIVALLPRDCT

----MVDETEEDVAFLKKRKIGK-------------DEF--WELKNIFFRLNTFYTFLLTRNHVITTFDVLKPAVQKAVKRPLLEQDFAKICVIMPSDTI

----------MEGPVKKAKV----------------DGL--QEIRRIFTKLNTLYTFLLSRKHVLTTFETLRGPLEQAIKRPLEIADLARIAVVMGRSVE

----MNFQTFQTLLAKNIAKIHNEWNMEHPSKKARIDGF--EELKVIFFKLNTFYTFLIGRKHVLTSFETLKGPIEQSIHRELKIEDLNKIVVLMPGDAV

---------MDTKPVKKQKINQIS---------DESTEF--RELRNIFFRLNTFYTFLLSRKHVITSFNTLKKPIEGSIKREVNELDFARIVALMPRDAV

---MVEIEESTDVDQKDVRI---------------------RELQKIFFRLNTFYTFLMSRKHVITTFDTLKKPIEKDIRRSLEPIDLARIACLLPRNVV

--------MKEQNEPSSATFDDQD------------EQF--KELRKIFFRLNTFYTFLMSRKHVITTFDTLKKPIEKDIKRKLGPLDLAKIAFLLPRDVV
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 :   82

 :   82

 :   82

 :   82

 :   85

 :   82

 :   79

 :   83

 :   80

 :   81
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YDR291W    : 

Smik_4.540 : 
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KNAG0M0149 : 
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TBLA0A1023 : 
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KLTH0G0640 : 

Kwal_23.56 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

FKYIDENQIYTETKIFDFNNGGFQQKEN-DIFELKDVDDQ-NQTQKSTQLLIFEFIDGTMQRSWS--ASDRFS---QI--------KIPTYTTEEMKKMI

FKYIDENQIYTETKIFDFNNGGFQQKEN-DIFELKDTSDQ-NQGQKSTQVLIFEFVDGTMQRSWS--ASDKFS---QV--------KMPIYTTDEMKKMI

FKYIDENQIYTETKTFDFNNGGFQQKEN-DIYELKDVEDQ-NRHEKSTQILIFEFVDGTMQRSWS--ASDKFS---QV--------KMPTYTTEEMKRMI

FKYIDENQIYTETKIFDFNNGGFQQKEN-DIFELKDVDDQ-YEHGKSTQLLIFEFIDGTMQRSWS--ASDKFS---QV--------KLPTYTTEEMKKMI

FKYIDENQIVTERKLFDFNKGGYQQRDN-DIFELEEIEKQ-FEESRSTQILIFEFVDGTMKRTWN--RNGQDNPNKQV--------FLPTYTPEEMKKMI

FKYIDENQIHTETKFYDFKNGGFQLKES-DIFKLEDVESQ-FNDAKSTQVLIFEFVDGNMKRSWT--TSSTDAAVNQV--------RLPTYTPEEMKKMI

FKYIDENQIITETKRFDFKNGGYQQREN-DIFELKNVEDQ-FKGQLSTQLLLFEFVDGNMQRSWTRSNSDEYNNSHKV--------KLPAYTTDEMKKMI

FKYIDENQIQTETKVFDFKNGGYQQKEN-DIFQLKDVDTT-FNGGNSTQILIFEFVDGNMKRSWT--SGDTNT---QV--------RLPTYSTEEMKKMI

FRYIDENQIHTETKVFDWNNGGYQQKEN-DIFQLKEVADQ-FSDSKSTQVLIFEFIDGNMKRSWT--SGDPNS---QV--------KLPTYSTEEMKKMI

FKYIDENQINLEKKVFDFNNGGHQMKDN-DIFELKNIDNE-FQKPKSSQILIFEFIDGVMKRSWK--TETPFT---NA--------KLPTYTLDEMKKMI

FKYIDENQIFTEAKEFDFKN-GFQQKDNEDIFKLKNSNEN-SDNYRSTQLLIFEFIDGNMKKNWTTISENLNDPNNKYSHFNNYAKKVFHYSSEDLKKMI

FKYIDENQIFTETKVFDFNNGGYQQKDN-DIFELKSITSE-FEEPKTSQILIFEFVDGNMKRTWG--DDKSAP---KV--------RLPDYSTDEMKKMV

FKYIDENQIYTETKEFDFNRGGWNQKDN-DIYQLKDVTEE-FNEARSTQILIFNFIDGNMKYSWQ--ADGG-----RI--------QIPTVNTEQMKKMI

FKYIDENQIITETKVFDFNNGGFQQKEN-DIYELKDVENE-FADAPSTQILLFEFVDGVMSYSWT--SGNKNT---RV--------RLPDYTTEEMKKMI

FKYIDRNQFQVEEKVFNFKNGGYQQKDN-DIFDLKAEDHQVNDEVEDSQVLVFQFKDGNMMNTWK--KKTNKS---DM--------NAPEFTTDAMKKMI

FRYVDLNQIHAETKVFDFGRGGYQQKES-DIFQLKSGSES----MDETQALVFEFVDGNMSRAWS--AG-----------------GTPEFTMDQMRRMI

LKYVDMNQICTETKIFDFNKGGYQQKDS-DIFELKQNDFE--NEAEETQILLFEFTDGIMRGHNT--RAEYGG---QV--------KLPEYSAEEMKKMI

FRYVDINQIHTESKVFDFNRGGYQQKDN-DIFQLRSEDSEFAGSVEEDQILLFEFIDGNMARLNP--KSDFFT---RI--------KLPEYSPDAMRKMI

FKYMDSNQFQTETKVFDFNRGGFQQKSS-DIFELKPENDG-TDASEDPQVLVFEFTDGNMTRNQS--RYEFKT---QV--------SMPDFSPESMRKMI

FKYMDINQFHTESKVFSMKS-GFEQKSN-DIFELKPEDNE-NGESEETQVLMFEFIDGDMSRKLS--RREFKT---QV--------KMPDFSPEAMRKMI
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Smik_4.540 : 
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ZYRO0G1669 : 

TDEL0E0327 : 
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         *       220         *       240         *       260         *       280         *       300

SKREALFKSRLREFILEKEKANLDPFSELTNLAQKYIPRERDYEDPIEAMMKAKQESN-------EMSIPNYSNNSVITTIPQMIEKLKSTEFYASQIKH

SKREALFKSRLRTFIIEKEKAGLDPFSELTKLAQKYIPRERDYEDPIEAMMKAKQEIN-------ELSVPDESSNPVTATISDMIDKLKTTEFYASQIKH

SKRETLFKSRLKEFILEKEKAGLDPFVELTKLAQKYIPKERDYEDPIEAMMKAKQEG--------NENSLDHFSDAAVTTIPQMIAKLKGAEFYTSQIKH

SKREVLFESRLQEFILVNEKAGLDPFFELTKLAQKYIPKERDYEDPIEAMMKAKQEGA-------EIGIPDDSSDPAIATIPQMIEKLKHTEFYASQIKH

KKREAFFNERLSLFIEEASNEGIPTMKKLDELALKHMPKPKDYEDPITSMLKAKEEK--------EKQVVNEETGESRPLMTEMVSKLKKSEHYNGQIKT

SKRAKHFNEKLESFIKSQEKKSLDPFKELTALAEKLVPSERSYEDPIEEMMSAKSKN--------EVITVNEQAGMTRPTINTMIQRLKKMDSYYDQIKS

LKRSERFENNLQKFCSACESRGCDSFDELTKVAAKYVPEEKSYEDPIEALTKARANKNTDDDEQRDTVSVDEETGLERPSIKSMIEKFKKLDSYYDQIKD

SKRETFFKEKLSTFITKYRDKGADPYIELTRLAENYVPTMKSYEDPIEQMISSKSD------------LVVDEDGMGRPTIPRMIEKLKKIDTYYDQIKE

SKREDFFRINLDAFIDKALKEGFDPYKHLTALAEKVLPKEKSYEDPIEQMMKIKAEQN-------NENVLDEETGLTRPSIDNMIKKLMKLDWYTDQIKE

SNRKVRFEELLKTFLEKYE----NPIVELNHIANTLLPMKKDYIDPIEHMMKAHRNIGG------NGNSLDESETL---TIPNMIEDLKHMNFYNNQIKG

NKRELHFNNRLIDFINKCTEKNLNPENELTYLATSMLPQMKNYEDPIVAMEKAKLLRN-------NKLANSNNDEDGAITIPEMIQSLKNTTFYNSQIKE

MKRKEVFETKLEIFIDENLRKGLEPIAELHSIAKKLIPKEKEYEDPIISMLKAKEEKS-------SKPLVENVNGVLTPTIPGMIDILKSSEMYTSQIKQ

TKRKQNFEDALNTFVAQKQSEGMDPVQELETIAQKCIPREKDYEDPIEAMMKAKEKKN-------SMVVLDEANGMERPKIANMIEELEKSEMYTNQISN

SKRKAAFENTVDSFIENCKLQGLEPMKELTSMATALLPKKKDYEDPIEAMMNSKDKKNDS-----EKVIIDEETGLERPTIEGMLKDLQSSEMYNHQIKE

SRRKLSFESALNRFIFNCKLEGKTPMEELERLSAARVPKKKDFMDPIESMLQAKKNIE-------TEVV--NEAGDSRPTIPILLEKIKHSSIYNDQITN

TRRRDVFEERLAAFAASAEERGLDTWEELCRAADLELPRPKQYVDPVQAMIEAQEGR--------GTAGPDGQKDIDRPPMNVLLERLKHTKIYSGQIAA

LKRKQIFIEKLETFTSKNKAEGRDPWDELSRLSLEKLPQKTVYLDPVEAMMNAKNRK--------THIIVDEEANSSRPTIDVLIKKLESSEIHNNQISA

SKRKKTFDESLKSFIKYSNSSGLDPWEELTKKASERLPEKKKYDDPIEAMIKEKGSKN-------SEVLIDEETGMTRSTIPILIENLKRSDNYNSQIAS

YKRKRLFDTSLKAFLAKQKVTNRDPWSVLTAEASAVVPERKVFEDPIEAMINSKDSAH-------SRVVLDPENNMTRLSMSTLLKKLEMSELYNNQIVS

SQRRKIFERSLQKFISEQIHKGQNPWKVLSNEAEALIPEPKPFVDPIEAMMKSKEGRE-------SRVVLDAENGMSRLSMPTLIKKLQMSELYNNQIVS
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YDR305C (HNT2) 

  

             

             

YDR305C    : 

Smik_4.554 : 

Skud_4.567 : 

Suva_2.471 : 

CAGL0G0414 : 

KAFR0E0128 : 

KNAG0M0155 : 

NCAS0F0272 : 

NDAI0C0419 : 

TBLA0C0344 : 

TPHA0D0191 : 

Kpol_1005. : 

ZYRO0C1397 : 

TDEL0E0301 : 

KLLA0C1014 : 

AAL053C    : 

Ecym_3204  : 

SAKL0G0968 : 

KLTH0F0741 : 

Kwal_YGOB_ : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MILSKTKKPKSMN--KPIYFSKFLVTEQVFY--------KSKYTYALVNLKPIVPGHVLIVPLRTTVLNLSDLTMPESQDYFKTLQLIHRFIKWQYKADS

-----------MN--KPIYFSKFLVTEQVFY--------KSKYTYALVNLKPIVPGHILIVPLRTTVLTLSDLTVPESQDYFNTLQLIHRFIKWQYKADS

-----------MN--KPIYFSKFLVTEQVFY--------KSKYTYALVNLKPIVPGHILIVPLRTTVLNLSDLTMPESQDYFNTLQLIHRFIKWEYKADS

-----------MS--KPIYFSKFLVTEQVFY--------KSKHTYALVNLKPIVPGHILIVPLRTTVVNLSDLTMTESQDYFKTLQLIHRFIKWQYKADS

-----------MSGSTPIYFSKFLVTEQVFF--------RTRFSYALVNLKPITKGHVLVVPLRSQVVQLSQLTPQENADYFNTVQLIHQFMKWVYKAQA

-----------MT--KPIYFSRFVVSDQVFY--------RSKYSYALVNLRPIVPGHVLVVPYNTNVITLSQLSRDESIDYFQTIQLIQSFITWKYKSDA

-----------MS--NKIYFSKFLVTDQVFF--------KTKYNYALVNLKPILAGHVLVVPLKNTAISLSQLTPVETQDHFNTVQLVQQFIKWVYTADA

----------------------------------------------------------------------------------------------------

------MLLREMTA-KPIYFSKFLVTGQVFY--------KSKYSYALVNLRPIVPGHVLVVPLRTTAYELNDLTLEESQDYFRTVQLIHGFIKWHYKADS

-----------MS--TPVYFSKFIVTNQVFY--------KTKYTYALVNLKPIVPGHVLVVPLRPSAYTLSDLSFEESQDYFNTLQLIQRFISWFYKSDA

-----------MS--SPIYFSKFIVTDQVFY--------VSKFCYALVNLKPLVPGHVLIVPLRTSVQNLSQLSKEESSDFFNTVQLMQNFIYHTYQADA

-----------MT--KSIYFSKFVVTEQVFY--------RTKHSYALVNLKPLVPGHVLVVPLRKDVIGLSDLTFEESQDYFNTLQLIQNFIYWQYKADS

----------MMTS-NTVYFSRFIVTSQVFY--------KSRYTYALVNLKPLVPGHVLIVPLRTQVGQLSDLNKEETIDYFDTLQVVHQFIKWQYEADS

-----------MT--SPVYFSKYVVTPQVFF--------KSQYTYALVNLKPLVPGHVLIVPLRNEVIRLSDLTQEESVDYFKTLQLIQRFITWQFKADS

-----------MTA-GSIFFSKFVVTKQVFY--------KTKYSYALVNLKPLFPGHVLVVPLRTECLSLSDLTPEENKDYFATLQVVHQFISDEFHADS

-----------MS--QAVYFSHFLVTNQVFYRRLLIRLQRTRYSYALVNLKPLVPGHVLIAPLRPTCVRLRDLTPEEHSDYFQTLQVVHQFIQAEFKAAA

----------MMS--ASVFFSKYLVTDQIFY--------KTKHCYALVNLRPIVPGHILIVPLRTSCIHLKDLNAEELSDYFKTLQVVQQFIQEEYRADS

-----------MT--TQIYFSKFLVTSQVFY--------KSRYTFALVNLKPLVPGHVLIVPLRTSVVHLADLTPEESSDYFRTLQTVHQFIKHEFKADS

-----------MT--SAVYFSKFLVTKQVFY--------KSKHSYALVNLKPLVPGHVLVVPLKTSVVNLADLSREENEDFFNTVQLIHRFIKHHYKADS

-----------MT--TSIYFSKFLVTKQVFY--------VSKYSYALVNLKPLVPGHVLVVPLRTSAISLSDLSAEENEDFFRTVQSVSSFIKHHFKADA

           m       fs   v  q f               alvnl p  pgh l vpl      l  l   e  d f t q    f      ad 

      

      

 :  90

 :  79

 :  79

 :  79

 :  81

 :  79

 :  79

 :   -

 :  85

 :  79

 :  79

 :  79

 :  81

 :  79

 :  80

 :  87

 :  80

 :  79

 :  79

 :  79

      

             

             

YDR305C    : 

Smik_4.554 : 

Skud_4.567 : 

Suva_2.471 : 

CAGL0G0414 : 

KAFR0E0128 : 

KNAG0M0155 : 

NCAS0F0272 : 

NDAI0C0419 : 

TBLA0C0344 : 

TPHA0D0191 : 

Kpol_1005. : 

ZYRO0C1397 : 

TDEL0E0301 : 

KLLA0C1014 : 

AAL053C    : 

Ecym_3204  : 

SAKL0G0968 : 

KLTH0F0741 : 

Kwal_YGOB_ : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

INVAIQDGPEAGQSVPHLHTHIIPRYKINNVGDLIYDKLDHWDGNGTLTDWQGRRDEYLGVGGRQARKNNSTSATVDGDELSQGPN-VLKP--DSQRKVR

INVAIQDGPEAGQSVPHLHTHIIPRYKINNVGDLIYDKLDHWDGNGTLVDWQARRDDYLGVGGRQARKNKSALATADGDEPFQGPN-VLKP--DSQRKVR

VNVAIQDGPEAGQSVPHLHTHVIPRYKLNNVGDLIYDKLDHWDGNGALANWQARRDGYLGVGGRQARKSKSVQALPDGNEPLQGPN-VLKP--DSQRKER

VNVAIQDGPEAGQSVPHLHTHVIPRYKMNNVGDLIYDKLDRWDGNGALANWQARRDEYLGVGGRQARKDKAAHANCDETESPQGPK-ALKP--DSQREER

VNIAIQDGPEAGQSVPHLHTHIIPRYKENNIGDKVYERLDD---------WDLRRDEYMKARDMNEEG-----------------T-NLRPDQDDVRIAR

MNVAIQDGPEAGQSVPHLHTHLIPRFKQNNVGDKIYNMLND---------WDARRDEYLKEQ-----------------------I-VFKP--DDQRIER

MNIAIQDGPEAGQSVPHLHTHIIPRYRVNNIGDEIYERIDQWD-------WQEHRAEYLNNGGRAARKKSMEDGVPGTGQTQPHSERELKP--DNCRTAR

MNISIQDGPEAGQSVPHLHTHVIPRYKLNNVGDLIYQKIDT---------WDGRRDAYLSSNGRDGRKSRS--------------D-DLKP--DSEREDR

LNISIQDGPEAGQSVPHLHTHIIPRYRLNNCGDLIYEKIDDWTFDEI---WEKKRMEYLGLGGRNQRK-----------------Q-AMKP--DDQRVNQ

LNIAIQDGPEAGQSVPHLHAHIIPRYKFHNYGDQVYDKIETWGKENDINNWEKRRQEYLDIGGREGRK-----------------Q-LAKP--DAQRVER

MNIAIQDGPEAGQSVPHLHTHIIPRYRLNNIGDQIYNKLDSWDGSE----WEKRRETYLSANGRMGRK-----------------E-LAKP--EDQRVER

LNIAIQDGPEAGQSVAHLHTHIIPRFKMNNIGDQIYEKLDHWNFED----WNKRREEYLNGGGRDGRR-----------------A-LAKP--DDQRMAR

LNIAIQDGPEAGQTVPHLHTHVIPRYRANNKGDRIYEDLDQWRFQQ----WEQRRQEYLDMGGREGRK-----------------N-FAKP--DDQRFAR

LNIAIQDGPEAGQTIPHLHTHVIPRYRANNIGDKIYDRLDKWSFEG----WDERRKEYLKEGGREARK-------------------LAKP--DDQRFAR

VNVAIQDGPEAGQTVPHLHTHIIPRHKVNNIGDKVYDKLDAWTFEEQLAKWNERRSDYASADTSIIKR-----------------E-LIVP--DVQREPR

LNIAIQDGPEAGQTVPHLHTHLIPRYADNNIGDAIYDHLDRWSFEDQLADWQRRRAAY--CGDEAARR-----------------E-LAKP--DDVRKPR

LNIAIQDGPEAGQTVPHLHTHVIPRYKLNNIGDKIYQKMDNWTFDSDLHDWEKRRAAYISNEGREATR-----------------E-LAKP--DDQKAER

LNIAIQDGPEAGQTVPHLHTHVIPRYRVNNIGDKIYEKLDEWSFEEQLDDWQQRHKKYVSVGGRNGRK-----------------Q-LGKP--DVEREPR

LNIAIQDGPEAGQTVPHLHTHIIPRYRTNNVGDKIYEMIDNWSYES----WEERRREYLSSGGREGRK-----------------Q-LAKP--DDQRVES

LNIAIQDGPEAGQTVPHLHTHIIPRYRANNFGDKIYEMVDNWTFES----WEERRDAYLSAGGREGRR-----------------A-LAKP--DDQRVES

6N6aIQDGPEAGQ36pHLHtH6IPR   nN GD 6Y  6  w        W   r  Y    gr                          P  d  4  r

      

      

 : 187

 : 176

 : 176

 : 176

 : 154

 : 144

 : 170

 :  74
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 : 159

 : 155

 : 155

 : 157

 : 154

 : 160

 : 165

 : 160

 : 159

 : 155

 : 155

      

             

             

YDR305C    : 

Smik_4.554 : 

Skud_4.567 : 

Suva_2.471 : 

CAGL0G0414 : 

KAFR0E0128 : 

KNAG0M0155 : 

NCAS0F0272 : 

NDAI0C0419 : 

TBLA0C0344 : 

TPHA0D0191 : 

Kpol_1005. : 

ZYRO0C1397 : 

TDEL0E0301 : 

KLLA0C1014 : 

AAL053C    : 

Ecym_3204  : 

SAKL0G0968 : 

KLTH0F0741 : 

Kwal_YGOB_ : 

             

                                      

         *       220         *        

ALTEMKKEAEDLQAR-LEEFVSSDPGLT-QWL------

SLIEMKKEVQDLQSR-LEEFVASSPDLK-QWL------

VLGEMKKEVQDLQSA-LEEFVAANPDLK-QWL------

SLDEMKKEVQGLQTA-LEGFLAARPDLR-QWQ------

SMEEMKKEVDFLKAQ-LEEFLSNHCDVK-KWLPTDARQ

SMETMRNEAEELNKS-IGEFIKTFPELTSKWI------

TQEEMAVECKMLKDK-LKEYLEEFPHMR-QWILEAEK-

TNEVMYQEARDLNKSLLEEYMKVFPQEK-QWLC-----

TKQAMFEESKELRLA-FETYLEENPKWK-AWL------

TDEVMLEEAKELFEK-LREFIDQSQDNK-QWTL-----

TAEVMKKEAITLNEK-LQNYITQNPDMK-KWID-----

TEKQMFQEAIELNTQ-LSKYLQEFPEMK-KWVTKETSI

SEQEMKEEAQHLRSQ-LLKFFEEYPHLK-RDLSEI---

SADEMGKEALELQQK-LAQFSSSR--------------

SMDEMSAEAHALSQK-LNLFLEQNPKLK-EYY------

TADDMTAEARALSAG-LQSFLADHPALA-PK-------

TPADLKREALYLGEK-LQQFLSKNPHLA-P--------

SNEEMYQEAKALSEK-LKLFLQEYPHLK----------

SEERMEQEAVELSKE-LARFLENNPTLK----------

SAEKMEREARELSDS-FLKFRANNSTD-----------

    6  E   L       5    p             

      

      

 : 217

 : 206

 : 206

 : 206

 : 190

 : 175

 : 205

 : 106

 : 192

 : 190

 : 186

 : 191

 : 190

 : 177

 : 190

 : 194

 : 188

 : 186

 : 182

 : 181
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YDR324C (UTP4) 

  

             

             

YDR324C    : 

Smik_4.585 : 

Skud_4.592 : 

Suva_2.495 : 

CAGL0M0143 : 

KAFR0D0443 : 

KNAG0C0542 : 

NCAS0F0294 : 

NDAI0C0439 : 

TBLA0A0321 : 

TPHA0D0215 : 

Kpol_1055. : 

ZYRO0D1051 : 

TDEL0E0262 : 

KLLA0D1322 : 

AGR367C    : 

SAKL0G0849 : 

KLTH0E0387 : 

Kwal_55.20 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

----------MSSSLLSVLKEKSRSLKIRNKPVKMTSQ-ERMIVHRCRFVDFTPATITSLAFSHKSNI-----------------NKLTPSDLRLAIGRS

--------------------------------MKMTSQ-DRMIVHRCRFVDFNPATITSLAFSHKSNI-----------------NKLTPSDLRLAIGRS

----------------------------------MTSQ-QRMIVHRCRFVDFTPATITSLAFSHKSNI-----------------DKLTPSDLRLAIGRS

----------------------------------MTGQ-QQMIVHRCRFVDFTPATITSLAFSHKSNI-----------------NKLTPSDLRLAIGRS

----------------------------------MT-----MLVHRSRFVDFTPSNITALAFSHKSSA------------------ELTPSDLRLAVGRA

------------------------------MMADARDENASMLVHRSRFVDYTPSNITSVAFSHRSTT-----------------KNVTPSDLRLAIGRS

----------------------------------MTG--HGTVVHRARFCDFLPGNITSLAFSHRSTA-----------------SKLTPSDLRLAVGKS

----------------------------------MTSLQEQLLIHRSRFADLTPGNITALAFSHKSNI-----------------NKLTPSDLRLAVGRS

-----------MESNISVHTTTIMTEEETNHTT-MTNSHQELLVHRSRFVDLTPGNITALSFSHKSTT-----------------NKLTPSSLRLAVGRS

----------------------------------MTKP-DRLTIHRSRFVDFTPANITALSFSHKSNN-----------------DKLTPSDLRLAIGKS

----------------------------------MTSQ-ERLTIHRARFLDLATANITVLAFSHDSDVAGSEKRLDNLNNINNNKSKLTPSDLRLAVGRS

----------------------------------MTGE-TNTAVHRSRFVNFSTANITALAFSHKSDV-----------------NRKTPSDLRLAVGRG

-----------------------MPDKSRIRTIKMSGE-GSIALHRSRFINFETGNITAVSFSHKSNV-----------------GKLTPSDLRLAIGRS

----------------------------------MTAQ-DPMMVHRSRFVDMTSGNITALAFSHKSDT-----------------QKLTPSDLRLALGRS

----------------------------------MTDTGKKQVVHRSRFVQFTPGNITALAFSHKS-T-----------------DKAAPQELRLAIGRS

MVKIFHAHRIARARCLLMNVQRRHPIRSGRSLVVMTQQ--QVAIHRSRFVRYTPGNITALAFSHRS-T-----------------EKLTPSDLRLAVGRA

----------------------------------MIHENHATTVHRCRFIDYTPGNITALSFSHTSTT------------------KLTPSDLRLALGRS

----------------------------------MTQTAQNLLVHRARFVDYNGANITALSFSHGSRL-----------------DKRTPSDLRLALGRS

----------------------------------MTHSARQLLVHRARFVDYNGSNITALAFSHASKL-----------------EKRTPSDLRLALGRS

                                  m        6HR RF      nIT 6 FSH S                      tPsdLRLA6G4s

      

      

 :  72

 :  50

 :  48

 :  48

 :  43

 :  53

 :  47

 :  49

 :  71

 :  48

 :  65

 :  48

 :  59

 :  48

 :  48

 :  80

 :  48

 :  49

 :  49

      

             

             

YDR324C    : 

Smik_4.585 : 

Skud_4.592 : 

Suva_2.495 : 

CAGL0M0143 : 

KAFR0D0443 : 

KNAG0C0542 : 

NCAS0F0294 : 

NDAI0C0439 : 

TBLA0A0321 : 

TPHA0D0215 : 
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TDEL0E0262 : 
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SAKL0G0849 : 

KLTH0E0387 : 

Kwal_55.20 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

NGNIEIWNPRNNWFQEMVI--EGGKDRSIEGLCWSNVNGESLRLFSIGGSTVVTEWDLATGLPLRNYDCNSGVIWSISINDSQDKLSVGCDNGTVVLIDI

NGNIEIWNPRNNWFQEIVI--EGGKDRSIEGLCWSNVSGESLRLFSIGGSTVVTEWDLATGLPLRNYDCNSGVIWSISINDSQDKLCVGCDNGTVVLIDI

NGNIEIWNPRNNWFQEMMI--EGGKDRSIEGLCWSNVSGESLRLFSIGGSTVVTEWDLATGLPLRNYDCNAGVIWSISINDSQDKLSVGCDNGTVVLIDI

NGNIEIWNPRNNWFQEMVI--EGGKDRSIEGLCWSNISGEPLRLFSIGGSTVVTEWDLATGLPLRNYDCNAGVIWSIAINDSQDKLSVGCDNGTVVLIDI

DGNIEVWNPRHDWFQEMII--EGGQDRTIEGLCWCNVAGEPLRLFSIGGSTIITEWDLNTGLPMKNYDCNAGVIWSIAINAAGDKLAVGCDNGTVVIVNI

NGNIEIWNPRNDYIQERVL--FGGVNRSIEGLVWCNVSGEPLRLFSIGGSTVITEWDLASGLPLKNYDCNAGVIWSIAINESQDKLAVGCDNGTVVIVDI

DGTVDVWNPRNNWIQEFAIGSGGGEGRSIEGLVWCNVRGQPLRLFSIGGSTTITEWDLRDGSLLKNYDCNAGVIWSIGINRSQDKLAVGCDNGAVVIVDI

NGSIEIWNPRNDWVQELVI--QGGVGRSIEGLVWCNVPGEPLRLFSIGGSTVVTEWDLLTGLPIKNYDCNSGVIWSVAINEQMDKLAVGCDNGTVCVIDI

NGNIEIWNPRNDWFQELII--QGGKDRSIEGLCWYNVPGEPLRLFSIGGSTMVTEWNLATGLPLKNYDCNAGVIWSLAINESQDKLAVGCDNGTVVVIDI

NGNIEIWNPRNNWFNEMVI--QGGKDRSIEGLCWANIPGEPLRLFSIGGSTAVTEWDLATGLPLKNFDCNAGVIWSLAINESQTKLSVGCDNGAIVIIDI

NGNIEIWNPRNGWFQELVI--QGGKGRSIEGLVWRNVPGEPLRLFSIGGSTVVTEWNLATGLPLKNFDGNAGVIWSIAINSSKDKLALGCDNGTIVIVNI

NGDIEIWNPRNRWVQEFVI--QGGKDRSIEGLCWCNVSGEPLRLFSIGGSTVVTEWDLSTGLPLKNYDCNAGVIWSIAINQSQSKISLGCDNGTVVIIDV

NGTIEIWNPRNGWFQEMVI--RSGKDRSIEGLCWSNVAGEPLRLFSIGGSTVVTEWNLATGLPLKNYDCNAGVIWSISVNENQDRLAVGCDNGTVMIIDI

DGNIEIWNPRDDWFQELVI--QSGKNRSIEGLCWRNVPGEALRLFSIGGSTVVTEWNLATGLPLKNYDCNAGVIWSMAIDESQDRLAVGCDNGTVVVIDI

NGNIEIWNPRDDWVQEFVI--LGGEGRSIEGLSWCSIRGEPLRLFSIGGSTVVTEWDLTTGLPLVNYDCNSGVIWSIAMSNDMNKLAVGCDNGSVVLINI

DGSIEVWNPRDNWFQEMVV--QGGRERTIEGLCWSNTPGGPLRLFSIGGSTIVTEWDLASGLPLRNYDCNAGVIWSLCVNSSNTKLAVGCDNGTVVLIDI

NGDIEIWNPRDNWCQELVV--QGGKDRSIEGLVWCNIPGEPLRLFSIGGSTVVTEWDLTTGLPLKNYDCNSGVIWSLAINGSQDKLAVGCDNGSVVIIDI

NGDIEIWNPRNGWCQELVI--QGGEGRTIEGLVWSNISGEPLRLFSIGGSTVVTEWNLETGLPLKNYDCNAGVIWSMAMNESQNKLAVGCDNGCVVVIDI

NGDIEIWNPRSGWCQETLI--QGGTGRTIEGLVWSNNPGEPLRLFSIGGSTVVTEWDLKTRLPLKNHDCNAGVIWSVAINASQNKLAVGCDNGCVVIIDI

1G 6e6WNPR  5 qE  6   gG  R3IEGL W n  G pLRLFSIGGST 6TEW1L  glp6 N DcN GVIWS6 6  s  46 6GCDNG 6 6616

      

      

 : 170

 : 148

 : 146

 : 146

 : 141

 : 151

 : 147

 : 147

 : 169

 : 146

 : 163

 : 146

 : 157

 : 146

 : 146

 : 178

 : 146

 : 147

 : 147

      

             

             

YDR324C    : 

Smik_4.585 : 

Skud_4.592 : 

Suva_2.495 : 

CAGL0M0143 : 

KAFR0D0443 : 

KNAG0C0542 : 

NCAS0F0294 : 

NDAI0C0439 : 

TBLA0A0321 : 

TPHA0D0215 : 
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         *       220         *       240         *       260         *       280         *       300

SGGPGVLEHDTILMRQEARVLTLAWKK-DDFVIGGCSDGRIRIWSAQKNDE-------NMGRLLHTMKVDKA-KKESTLVWSVIYLPRTDQIASGDSTGS

SGGPGVLEHDTILMRQEARVLTLAWKK-DDFVIGGCSDGRIRIWSAQKGDE-------NRGRLLHTMKVDKA-KRESTLVWSVIYLPRTDQIASGDSTGS

SGGPGVLEHDTILMRQEARVLTLAWKK-NDFVIGGCSDGRIRIWSAQRGDE-------NMGRLLHTMKVDKA-KRESTLVWSVIYLPRTDQVVSGDSTGS

SGGPGVLEHDTILMRQEARVLTLAWKK-DDFVIGGCSDGRIRIWSAQKGEE-------NMGRLLHTMKVDKA-KRESTLVWSVIYLPNTDQIASGDSTGS

AGGPGIIEHDSILMRQEARVLSLAWNG-NDYVIGGCSDGRIRIWAAHEKDE-------SRGRIINTMRVDKS-KKESTLVWSVLYLPSKNTIVSGDSTGS

SGGKGFMEHDLILVRQEARILSLCWNH-DDFVIGGCSDGRVRVWSAKPKDL-------NRGRLLNTMKVDKS-KRESTLVWSVLYLPASNQIVSGDSTGS

SGGSGSLEHDTILARQESRILNIAWNG-DEFVIGGCSDGKIRVWSAAANES----QEAARGRLLHTMKVDKA-RGESTLVWSVLYLPNLNQIVSGDSTGS

SGGRGVLEHDLILTRQEARVLTLTWNG-DSFVIGGCSDGRIRVWSVQKDDV-------NRGRLLHTMKVDKA-KRESTLVWSVLYLAKTNQIVSGDSTGS

SGGPGSLEHDTILMRQEARVLSLAWNK-DDFVIGGCSDGRIRIWNVQKTTTTTTTATEHRGRLLHTMKVDKA-KRESTLVWCVIYLPHTNQIVSGDSTGS

VGGKGCLVHDSILVRQDARILALTWNK-DDFVIGGCSDGKIKIWCTQEKNK-------NKGRLINTMKVDKSKKKEPALVWSVLYIPQTNEIVSGDSTGC

SGGQGVLEYETILMRQDARILSLTWNK-DEFVIGGCSDGRIRIWSVN-----------NNGRITHTMKVDKA-KSESTLIWSVIYLPASNQIVSGDSTGS

SGGPGSLEYDCVLMRQEARVLSLAWNR-DDFVIGGCSDGRIRVWNLQKESE------EVRGRLLHTMKVDKA-KKESTLVWSVLYLPASNQIVSGDSTGS

SGGPASLDHDTILMRQEARILSLTWKE-NDFIIGGCSDGKVRIWHAKVDDP-------NRGRLSQTMKVDKS-KKESTLVWSVIYLPGRNQIVSGDSTGA

SGGPGCLEYDGSLMRQEARILTLTWKG-NANVIGGCSDGKLRVWSAQKKAE-------DRGRILHTMKVDKS-KKESTLVWSVLYLPNSNQIVSGDSTGS

SGGKGVLEHESILTRQESRVLSLTWTANDESLVAGCSDGRIRIWYTKEQDE-------NKGRLLHTMKVDKS-KKESTLVWSVLYLAKQNQIVSGDSTGS

SGGRGVMEHDSILTRQDARVLALTWVG-DDAVVGGCSDGRIRIWCVKEDDQ-------NRGRLLHTMKVDKS-KKESTLVWSLQYLPRTNQIVSGDSTGA

SGGKGVLEHEVILTRQESRVLTLTWNK-DDFVIGGCADGRIRVWCTRKDDE-------NRGRILHTMKVDKS-KKESTLVWCVLYLPETNQIVSGDSTGS

SGGSGVMEHEAVLQRQDSRILSVAWRM-DEHVIGGCADGRIRVWSALKGAE-------MRGRILQTMKVDKS-KKESTLVWCVTYLPKIDQIVSGDSTGS

SGGTGVMEHESVLQRQDSRVLSVTWKG-DENVIGGCADGRIRVWSALKNEE-------LRGRILQTMKVDKS-KKESTLVWCVIYLPKLNQIVSGDSTGS

sGG g 6eh   L RQ  R6L 6 W   1  66gGCsDG4646W                GR6  TM4VDK  4 EstL6Ws6 Y6p  1 6vSGDSTGs

      

      

 : 261

 : 239

 : 237
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 : 232

 : 242

 : 241

 : 238
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 : 238

 : 250

 : 238

 : 248

 : 237

 : 238

 : 269

 : 237

 : 238

 : 238
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YDR488C (PAC11) 

  

             

             

YDR488C    : 

Smik_4.765 : 

Skud_4.762 : 

Suva_2.664 : 

CAGL0G0456 : 

KAFR0G0128 : 

KNAG0K0214 : 

NCAS0I0249 : 

NDAI0A0707 : 

TBLA0B0822 : 

TPHA0A0066 : 

ZYRO0B0642 : 

TDEL0D0529 : 

KLLA0F1109 : 

AFR331C    : 

Ecym_3583  : 

SAKL0C0959 : 

KLTH0C0963 : 

Kwal_56.22 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-MERLKQLEEKRRQLKELRERRK----------------------------QASLFPGSETMGHHPTEVHAKATMVSVSVQTDMEE------------GS

-MERLKELEEKRRQLKELRERRK----------------------------QTSLFPAIEAMGNLPIGVQAKTTMVSVSVQTEKEE------------TS

-MERLKELEEKRRQLKELRERRK------------------------QASLLPGNEAMPNLGSRQLIGVQAAVTMVNVAVQTEMEE--DSR---------

----------------------------------------------------------------------------------------------------

MSESVKE---KWTYLEELRRRKQ---------------------------------VLLNGATETEPITFESKGDDETTAQIEPII--------------

-MDRLKELEAKRRQLDELRAKRKQYD--------------------------------LLGQNSPTSREPKTIEMINVSIQTDNIG--------------

-MDRLRELQLKRERLWELRDRGV------------------------------GLLQPQGKGHDEVEVEGEGEPLCDAAVQTDAVV--------------

-MEKLKELEEKRQRLKELREKRSKFPQT-------------PIRRYNGISSRTNSESRIPLRYNEVLHKNKAVETVSVAVQTDESFELTRH---------

MENKLKELEEKRKRLKELRQRKDRFINI--------VNANTKTNNPNDNGNEGRAQDGPLKQQVSSPDDKREIEMINVAVQTDQEHISESY----NNHID

---------------------------------------------------------------------------MSAYVSSTSTMNEST----------

-MDRLKELEKKRKQLQELRERRK-------------------------DAHNATLLNKLQEHKQTENTRSTAVEMVTISVQTESIDSSMES-------MT

-MDKLQELEEKKRQLRELRERRQ---------------------------------NHGGIISNLLQQSVQSPVMVSASVQTDEVG--------------

-MDKLKELELKKRQLKELRERRR------------------------ANPYESILDEILQKIRQNDDERKDINSMVSISVQTDIPV--DAS--------A

-MDKNERLQLMKQKIEALQLQRKKIDSK---------------HEEIADCTLPFISHITNSINNNESEVKKEVKTVEISVQTDDVN--EFE---------

MDDRLQHLDEMKRKLQQLRERRPLPSSGAAPTTPATAIGPKKSGNGFVSHLLRGIERVPTAGRLAQSSGSCRVDMASVAIQTDETV-----------EQT

MEDRLQHLDEMKKKLKQLRERRPLLASSFSPATSLGTGESKKIDNGFVSHLLKGIDKIP-KNQSHQGTGLEHGSSISVSVQTDEMI--EHE---------

-MDRLKELEEKKRKLQELRQRRKYGDTA-----------------AVPNNSDLVNHLLKTIDKDGRERNGEKGQMVSIAVQTEATGPQEHSMVPVTGTAT

-MDRLQQLEEKKRKLQELRERRRHVQVS--------------------NTACSSDDLVKHLLRTTTNAPQVNTETVSVGTQTEDAE--------------

-MDRLKQLEEKKRKLQELRDRRKHANNS--------------------ISTTTPDDLVNHLLRTTNSGPVFETEMVSTTTQTEDLD-------------E

       l         lr                                                             q                   

      

      

 :  59

 :  59

 :  64

 :   -

 :  50

 :  53

 :  55

 :  77

 :  88

 :  15

 :  67

 :  52

 :  65

 :  73

 :  89

 :  88

 :  82

 :  65

 :  66

      

             

             

YDR488C    : 

Smik_4.765 : 

Skud_4.762 : 

Suva_2.664 : 

CAGL0G0456 : 

KAFR0G0128 : 

KNAG0K0214 : 

NCAS0I0249 : 

NDAI0A0707 : 

TBLA0B0822 : 

TPHA0A0066 : 

ZYRO0B0642 : 

TDEL0D0529 : 

KLLA0F1109 : 

AFR331C    : 

Ecym_3583  : 

SAKL0C0959 : 

KLTH0C0963 : 

Kwal_56.22 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

KIQEPQSAYLRRKEVITYDKGIQTDQIEEEQLQENENHTTTDAVAIETTAADENNKDKAE---------NDQPRLELAKPFLVEEAAATL--SNASFARL

KTQEPEPTYPRRKEVVTYDKGIQTDRVEQELQQEDDISTAAAAATMVVENSNTKSE-------------DTQPRLELAKPFLIEEAAATL--NDASFAQL

-VPEPEPAYRRHKEVITYDKSIQTDQIEEDLHRENDSAKASNAVLAAAAAARAEEDNSKDE--------DAQPRLELAKPVLIEDVAATL--NDASFARL

----------------------------------------------------------------------------------------------------

-DENKQSFKMTTNSLVTEDVGVQTMAVEMIDEGFDARPLKGNDDDILVV---------------------SEQFVTVGQPILLSRFEHSK----------

-ADTNEAVAAPQKDVITYDKAIQTVDFESMAVSVPENDNEGEGQEDENIIEEEEKMIPDEES-------NQSASFKGLMPLTIEGEANSI--------LI

-------EGATATRTITYDRAVQTVALPQSPPQLPKELSPILTPTAVSPKS------------------EVASPRGPLTPLVVPRNGRLPSRERTFASEW

SNHLSEILHDDKPKIITYSKGIQTDNYESDKEEIQEPIRQEEKRVLEEEEEEEEDSNNKLEGKVVE---EDHPKIQFLEPLLITTEANTL-VTNKSFARE

DGESESHNIFVSHEIITYSKGIQTDEYFEDDENNGADANANESSNLKTNEQHTSSLQNQRKDEENGDI-ISKKDIKFLEPLLVTNQANSISTTGRSFSIT

--------------------------------------------------------------------------------VVIEGESNTV----------

VGHDSSQLSKEKGELITFDKSIQTDSYHEFEVKEPIDLTKNQIGESQEELMELDANVQNDIEKYDS---KSLKDIEYLYPMLMKTDYKQN-TDQLTFSII

--TIKSEPQTVHREVITYDKSIQVDLPQESAAEQDSIAINVPETIDESTQEDDKEADDQPKNES-----VLQPQLKYLEPLVVEDQSNTV--HDKSFSIF

VTLDKEEVHQVKKKAITYDKAIQTSALSIETPSLKVPTIVQETDEDDETSSI------------S----ESSQDLIPLTTLLVESQQNSV--CAKSFSLQ

-------LSAVKEAVITYDIGIQTDEYDGKHEIMEDGHLPSQDLIEQQASTSDITETKEDKE-------VVEKDVFDFGNVVSAEDYATL--KKETFSLQ

ELEGQLLGELQKVSAITYEKAVQTEAVDAAQEEFRPFEEEATQDGSSGESNLEEGDSSIAT--------TEEEEPVRLKPLIVTGQSVSL--ETMTFALL

VSEVLVDNEVQKIDVITYEKAVQTDMIDTDDEGDQKLKSEVSMIEESAESVGHSIGEVTSSIGS-----EYEELGTKLKPLIVTSQNISL--ETTTFALL

TAAAAVVAAAAVQEVITYDKAIQTDEIEDKLPATDLPDSREAVAEQEQEEEQEQGPVPADIAV------ETNDTPREVYPAIVRDQDLSL--ATQTFSLL

GAEAPERAPDAFPGLITYEKGIQTEPVEFKEEENPKESQDVSVADVQAEEASRSPHSPGSPDARLGEHAEAAAKPRVVTPYVVENQALTI--GTRSFSLL

DLKPTPITHDEFPNPITYEKAIQTEAVEFKDEQEAPIDSIEDGDESSDSSKTSAEPDK-----------SITGRKNGIIPYVMKDQALTL--GTRSFSLL

                t     qt                                                       p                    

      

      

 : 148

 : 144

 : 153

 :   -

 : 118

 : 137

 : 130

 : 173

 : 187

 :  25

 : 163

 : 143

 : 147

 : 157

 : 179

 : 181

 : 174

 : 163

 : 153

      

             

             

YDR488C    : 

Smik_4.765 : 

Skud_4.762 : 

Suva_2.664 : 

CAGL0G0456 : 

KAFR0G0128 : 

KNAG0K0214 : 

NCAS0I0249 : 

NDAI0A0707 : 

TBLA0B0822 : 

TPHA0A0066 : 

ZYRO0B0642 : 

TDEL0D0529 : 

KLLA0F1109 : 

AFR331C    : 

Ecym_3583  : 

SAKL0C0959 : 

KLTH0C0963 : 

Kwal_56.22 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

ETEVS------ASGQQAP---SNMQQDKDNLMQWNM---VSENLQSETDCDCIAQE-YDPGKGVLVVVYLR--------LPPADLQY------ASSEAAW

EAAVS------ATGDEAS---SEMQQDADGPMQWSM---VSKNVRSEADCHLIAQE-YDPQKGILVVVYVR--------LPPIDHQY------ASNEAAW

EALAP------APGERAS---ASMQQDGDGSMLWAM---VSENVQSESDCERIAQE-YDRGKGILVVVYVR--------LPPAGRQY------ASDEAAW

-------------------------------MQWAM---VSENVPADSDCECVAQE-HDPSKGILVVAYVR--------LPPADPGRGVRAVTAGDETAW

----------DEDDIKFD----LGQSGYKILTRWIF---DELIVSTGGKLVCVSTD-YFDG---KVIFVFQ--------QEVVDKN-------DIQLMLN

KPLNI------EKVHVSK---SNVSGSIRKLTK------IENDEISEVDAYCMTID-HNTTNNSSLLVYQI-------------RG-------NVRTVNK

YVLGG-----AGDTNAPQ---GDGPQKVRLLHSWA----PPQPSLESSNAWCVSLD-YDKNRE-VTMAAFQ----------------------SPRGSVV

KNYSN------IRPSLKG---QSKNTSCKLLDNWT----LDIEANENMKLFCVSID-YFQG---LILISYR--------RTPINPL-------DIKETNW

EMLQDLNMYDGKLSSSKTRLISNNSSALKHLKSWETRLPVQLHNSENYEPICMSIDFYYNE---LCIVLMKLSMKEGNNSTKSRKY-------QMNGLEW

-----------LPKNNFD---VNNVDEDNFQTIHE----TLINDKSIKKIRCVKIE-YDEVSEILACIYEI----------------------TNRDRIG

ELMDSMNNESVTNKINQNAIDIRNGDSLKFINKIE----SQIPKADSQILNSIAIDSYGPL---LAVLYVC---------KPMMNG-------SLSSITS

EILQESHGSHTFDGGSAQ---PNTGDPFEHVVEWD----STLTCPEGGRLICVSLD-HYKD---LIVALFR--------SEPVAKF-------NKMAATW

EVLRG---PLPSDKRSFN---SSSISKILFLGDWT----PNLELRPGAKLRCVSLD-YHEG---LVAATFQ--------SVPLDKC-------NVLLTPW

ETIEA----AALKSSSHQ---IAGDGKISMYLSIS----PKVAIDSTSEARVISSDVLDNL---LVTVIHL----------------------VTKYVKS

EALEN------KRSLVNT---YQLEDNEHFVYSHE----LVLDVVPNTIPMVVSLD-YHEG---FVLALVQ-----------LESK-------AHQYNSQ

EVLEN------KENLTNR---NQLQENEYFAYSHE----FNLEFVQDTSPICVSVD-YHQG---FILVLTQ-----------LESN-------IRQYNTL

EALGK------NQSLLKE---HAAYHNKQYQRSHE----LPMDMGPPGRPLCVSVD-YHNG---LVLAVVQ-----------TSLG-------STESFST

EALDQ------DRLSLTQ---KELDNMQQFHVTHS----LGPALSLAGGAKCVWID-YHAE---LTLAVLQ-----------HADE-------NAPQCTS

EALDK------SRLSLTE---NELKNLQHFQTSHV----LEPAALFAGDAKCVWID-HYSE---LVLSVVQ----------YRDNN-------SLEGSIN

                                                    6                                               

      

      

 : 221

 : 217

 : 226

 :  57

 : 182

 : 201

 : 194

 : 241

 : 277

 :  84

 : 240

 : 217

 : 218

 : 221

 : 244

 : 246

 : 239

 : 228

 : 219
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15 
 

YDR512C (EMI1) 

  

             

             

YDR512C    : 

Skud_4.787 : 

Suva_2.692 : 

CAGL0K0579 : 

KAFR0D0415 : 

KNAG0F0026 : 

NCAS0A0037 : 

NDAI0F0444 : 

TBLA0A0734 : 

TPHA0B0480 : 

Kpol_2000. : 

ZYRO0F1766 : 

TDEL0C0661 : 

KLLA0C0136 : 

AFR707C    : 

Ecym_1047  : 

SAKL0C0138 : 

KLTH0F0134 : 

Kwal_33.13 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MIITIKFESKEKLVSMKQYITVVGVSVNQEGTFSWRPGTFYMKIHEESAAGPFAKGAEISDLSNSSAIGCGISINQEGGDGSIRVKESSLRKKQERMSTK

--------------------------------------GLYIQVHEESAAGPFAKG--------------GRNIGSYSLSICYYHKASGEAKTPERMSAK

-----------------------------------------------------------------------------------MDGHSKGEKIPTEMSAK

---------------------------------------------------------------------------------------------MSQENVK

------------------------------------------------------------------------------------------MSKDDEVFSK

----------------------------------------------------------------MVPWVKGAQIPYLVRDTRQSERSVFDWGKNLLAMSK

----------------------------------------------------------------------------------------------MSASSE

------------------------------------------------------------------------------------------------MLSE

----------------------------------------------------------------------------------------------------

------------------------------------------------------------------------------------------------MS-K

------------------------------------------------------------------------------------------------MSTE

------------------------------------------------------------------------------------------------MSSQ

------------------------------------------------------------------------------------------------MSTK

------------------------------------------------------------------------------------------------MSSN

-------------------------------------------------------------------------------------MPDSAPVEPQQPAEQ

--------------------------------------------------------------------------------------------------MK

------------------------------------------------------------------------------------------------MSTK

------------------------------------------------------------------------------------------------MSTK

------------------------------------------------------------------------------------------------MATK

                                                                                                    

      

      

 : 100

 :  48

 :  17

 :   7

 :  10

 :  36

 :   6

 :   4

 :   -

 :   3

 :   4

 :   4

 :   4

 :   4

 :  15

 :   2

 :   4

 :   4

 :   4

      

             

             

YDR512C    : 

Skud_4.787 : 

Suva_2.692 : 

CAGL0K0579 : 

KAFR0D0415 : 

KNAG0F0026 : 

NCAS0A0037 : 

NDAI0F0444 : 

TBLA0A0734 : 

TPHA0B0480 : 

Kpol_2000. : 

ZYRO0F1766 : 

TDEL0C0661 : 

KLLA0C0136 : 

AFR707C    : 

Ecym_1047  : 

SAKL0C0138 : 

KLTH0F0134 : 

Kwal_33.13 : 

             

                                                                                           

         *       120         *       140         *       160         *       180         * 

YPTTMSCREAFDQLTSCYSIGGQFRSYYRYGDFTSCDKQVSKFKFCIIHGNDPVKVQEWYKDQVSNNKALENTSGVI-WQERETTANK---

YPTTMSCREAFDQLTSCYSIGGQFRNYYRHGDFTSCDKQVSKFKFCIVHSNDPVKVQEWYKEQASNNKMLQNSTGII-WQERETDPKK---

YPTTMSCREAFDQLTSCYSIGGQFRNYYRHGDFTSCDKQVSKFKFCIVHGSDPVKVQEWHKEQVSNNKTLQNSTGII-WQEKEPPMKKKKE

YPTTMSCREAFDQLTTCLSIGGQFRNYYRYGEFSACEKQVNKFKFCILNAKDPVKVQEWYHNQVEENKLRRGSSDIV-WKER---------

YPTTMSCMEAFDQLTICYSIGGQFRNYYRHGKFNSCDDQLKKFKFCLFNSKNPIKVQEWYKAKSEHRKSTNALTDDLIWNERS--------

YPTVMSCMEAFDELTSCYSIGGQFRSYYRYGEFNPCQKQLEKLNFCMLHGRNPVKVQEWYRARIEENNKLKGSSDAV-WKERG--------

YPCTMSCLDAFDQLTACYSLGGQFRNYYRYGEYNSCTKQLAKLKFCIVNSNDPVKVQQWYKEQAEFNSKFRGSSDDI-WEER---------

YPCTMSCMEAFDQLVACYSVGGQFRSYYRYGEFNPCQKQLSKFKFCLGNSKNPIKVQEWYKEQAEYNSKFRGSSNAI-WNEREPATNVE--

----MNCTQVFDELVGCLSTGGQFRHYYRTGEFDSCSRFFTKYQFCLSKGKDLKLVEEWHREQLEMNSQRGGSVDDI-WKERV--------

YPTTMSCREAFDQLTSCYSVGGQFRNYYRYGEYNPCSKQLAKFKFCIMNSKDPVKVQEWYKEQIEYNKEYRGSSDDI-WEER---------

YPDTMSCKEAFDQMTICLSLGGQFRNYYRYGKFNQCEVQLEKFKFCLFNGKDPVKVQEWYRKQMEYNKEHRGSSDDI-WEER---------

YPTTMSCMDAFDQLTGCYSVGGQFRTYYRYGEFNACQKQLAKLKFCMFHGKDPIAVQQWHKEQIEFNQTHRGSADDI-WQER---------

YPSTMKCMEAFDQLTVCYSVGGQFRNYYRYGEFNACQKPLAKLKFCLVNGKDPVKVQEWHKDQIEYNKAHRGTSDDV-WQER---------

YPTTMSCTDAFDQLTGCFSLGGQFRNYYRHGHMNECLKEFEKFKFCVIHSKDPVKVQEWHKEQWQKNQERKGTSDDI-WKERV--------

YPSQISCTEAFDRLTDCYSIGGLVRHYYRHGEFNGCSKEIERFKFCILHGSDPVRVQQWYREEWEMNKSTKGTSEDV-WSLRR--------

YPTQMSCMEAFDQLTECYSIGGLVRHYYRFGELNSCAKEMEKLKFCLMYGSDPIKVQKWYRDEVETNRRTKGTSDDI-WKVRS--------

YPTSMSCTEAFDQLTACYSLGGQFRHYYRYGDFNPCATQLAKFKFCILNGSDPVQVQQWYRSQLENNRLRRGSSDDV-WQERV--------

YPSTMSCTEAFDQLSACYSVGGQFRNYYRYGEFNACTRQLEKFKFCVLHGTDPVKIQQWYRDQAKFNAMHRGSSDEI-WEER---------

YPSTMSCTEAFDQLSACYSVGGQFRNYYRYGEFNACMKQLEKFKFCVLHGSDQVKIQKWYRDQAEYNARHRGSSDDI-WEERK--------

yp  6sC  aFD 6  C S GGqfR YYR G    C     4 kFC6    1p  62 W       n    g    6 W e4         

      

      

 : 187

 : 135

 : 107

 :  88

 :  93

 : 118

 :  87

 :  92

 :  78

 :  84

 :  85

 :  85

 :  85

 :  86

 :  97

 :  84

 :  86

 :  85

 :  86
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YER077C (MRX1) 

  

             

             

YER077C    : 

Smik_5.216 : 

Skud_5.196 : 

Suva_5.190 : 

CAGL0J0327 : 

KAFR0L0108 : 

KNAG0L0172 : 

NCAS0E0344 : 

NDAI0A0314 : 

TBLA0C0481 : 

TPHA0J0102 : 

Kpol_387.1 : 

ZYRO0C0877 : 

TDEL0H0178 : 

KLLA0C0768 : 

ACL026W    : 

Ecym_8029  : 

SAKL0F0928 : 

KLTH0A0490 : 

Kwal_23.59 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-----------------------------MGLKITKGQLRTKDLNQSSSKSSQSSRIGVDTCIFTRMLPRINTAINLTEHLLRRSFHSLTNLQK-TQVKE

------------------------------------------------------------------MLPQLNFSLNLTERLLRRSFHSLTNLYR-TQVKE

------------------------------------------------------------------MLLRVNIAFNFKEHVLRRSFHSLTNLQK-TQVKE

------------------------------------------------------------------MLLRIRATFYPKEESLRRTFYSITNLQK-SQVRE

---------------------------------------------------------------------MSMIAVKVSRVTV-RFYHGSLVNFGNTNLKE

-----------------------------------------------------------------------M-----LRLTLWRYFSTIGRNQA-SQLKE

-------------------------------------------------------------------MSESVRIRQ-FAYTV-RFLSTSRLLLG-SQLKL

-----------------------------------------------------------------------M-LRS-LCC-R-RSLHTYT-PHS-SQLRE

-----------------------------------------------------------------------M-LKSRIQCQS-RKFHVLS-IVN-SQIKT

-----------------------------------------------------------------------MKIF-RVRPLL-RSFHTTP-IQS-SEVKL

-----------------------------------------------------------------------MLNFRRFSVLVKRDIHHSSVRAG-NQLKE

-----------------------------------------------------------------------MS--LCYRLFV-RQFHVSNRSNA-SQVKE

-----------------------------------------------------------------------MLG-IRYQI-LSRNFQLYSRVQG-SSLKE

-----------------------------------------------------------------------MLK-TNWRC-CYRYFHTFRKLEE-SQVKE

MSRVMQLTLFLVLVQIWLFCILCQFFQYDSVVGKILITVESLSTTSSQTPQEQFRQDSQSASIRICMSIGRTVIHVPCAQRFVRAFHATRVPYG-SPLKV

-----------------------------------------------------------------------MFL----RIQ-LRTFMSMPVLRK-TGLKS

-----------------------------------------------------------------------MLSI-----LGTRQFHLGSFIYR-SNLKF

-----------------------------------------------------------------------MYKT---TITLVRQLHTSIINRG-SHVKA

---------------------------------------------------------------------MVRKATIVNLTTFLRGLHVQVPNCA-SQLRD

----------------------------------------------------------------------------------------------------

                                                                                   r                

      

      

 :  70

 :  33

 :  33

 :  33

 :  30

 :  23

 :  30

 :  23

 :  25

 :  25

 :  28

 :  25

 :  26

 :  26

 :  99

 :  23

 :  23

 :  25

 :  30

 :   -

      

             

             

YER077C    : 

Smik_5.216 : 

Skud_5.196 : 

Suva_5.190 : 

CAGL0J0327 : 

KAFR0L0108 : 

KNAG0L0172 : 

NCAS0E0344 : 

NDAI0A0314 : 

TBLA0C0481 : 

TPHA0J0102 : 

Kpol_387.1 : 

ZYRO0C0877 : 

TDEL0H0178 : 

KLLA0C0768 : 

ACL026W    : 

Ecym_8029  : 

SAKL0F0928 : 

KLTH0A0490 : 

Kwal_23.59 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

RLHELERHGFILNKTSKQLERINSKKRRQLKKLQKTAYPKDQAFHILRKFH-KINNEA-LADTKLGPTSQSDLKFLSLTKDKRLFYTILGVNGEQLRDSK

RLHALENHGYIAHKTSKQLERLSAKKRRQLKKLQKTAYPKDQALHVLRKFH-NIKDET-LADTKLGPTSQSDLKFLSLTKDKRLFYTILGVNGQQLRDAK

RLQELERHDFILNKTSKQLESLKSKKRRHLKKLQKSAYPKDQALHILRKIH-NVNNET-LADAKLGPTSQADLKFLALTKDKRLFYTILGVNGEQLRDAK

RLHQLEYNDFVLKKTSKDLDRLNSKKRRQIKKLQKTAYPKDQALHVLRKFH-NVNNEA-LADTKLGPTSRTDLKFLSVTKDKRLLYTILGVNGQQLRDAK

KLHVLKKKSTVIRKSSKELQRLAEKQKIKRNKAQKASYHKDRAVHILKSKY-GISDIS---RDQLGPTSENDIKFLSKIKDNRLLYTILGVNGFQLRDAI

KLYNFEKYNTIMRKSPKALNRLKEKRKTKLQELNRHPYSRSRALDVIKRRY-KEDGEK----IEIGPTTNADLKYLKHTKDKRLIYSTLGITQNQLRDSR

KLDKLNRYNLIINKTPKELKRVEEKKRIKLKKLQKKAYPKYKAEQVLRNLRETEFSEQDTGKIEFGPTTNKDLKYLSQTSDKRLLYAILGITGEQLRDSK

KLSHFEKFNVLPNKSKKQLEHLTERKRLKWKKLNKTAYSKDQALHIIRKSYPQSPPPQ---NLQLGPTSESDLEFLAKSKDKRLIYTILGINGEQLRDAR

KLRRFEEHGTLKRKTGRELLNYEQKKRNKLKKLQKTAYPKDQALHILRKNY-SLSKVKNLEPFRIGPTSQSDLKFLSLTKDKRLLYTILGVNGEQLRDAH

KLNKFQKTNEVLLKTSKDQEKYLKKKQIQKHKLEKTAYTKQQAFHVLKKNH-GEAINN---LSDMGPTSKSDLQYMSLTRDKRLIYTMLGTSGEQLRDAV

KLHYFKTHNVVLRKTAKQLVKLQEQKNRDIKKLHKTPYSKQHALHILNKKYLNSSPDADPIKIDIGPASNEDVQYMTMTKDKRMMYTILGISGEQLRDAK

KLNILKSKGIVINKTKSQVSRLNDKKKLKFKNVQKSAYSKQHALHLLQKNY-HASNND-LKPSDIGPNSTMDVKFLTKTTDKRMIYTILGVTGEQLRDSV

KLNNLQQRQTVLNKSSKELKRLDAKKRLEIKKTQKRAYPRQKAITLLQKQN-KNLDQE-LKAAAIGPTSDSDLKYLLKTRDKRLIYTILGITGEQLRDSV

KLKSFEKRDILMNKSSKELARLNERKLAKLKKLRKTAYTKQQAVHLLKEKH-GVANEG-IQEIEIGPTSQSDLKFINITKDRRMLYTILGVNGEQLRDSK

KLDLLQKTQTLVKRTEKENGKQRDIARREARKARKYGYSIKKANEILKGRH-KITNLD--KSIKVGPTSDDDTSILSVANDKRLMYTILGISRPQLKNSI

KLSAIQAGKTTVPMTKKELRERQAKYQLMVKRLQKTPYTKQQAIHILEKQY-GFRDAA--KTLEIGPLSEKDTELLQRTTDKRLIYAILGVSGEQLRDSK

KLEELQKSQRLVRKTKQELEKVKEKKRVKLKSLQKTGYSSQQAAHVLKKHY-GTNIDD-LGSFKIGPTAKSDFKFLEMTKDKRLIYTVLGITGEQLRDSK

KISQLEKHRVIMRKTPSERARQLMNKRVKQKSLQKKAYPKQQAFHILKSEH-GVTEDS-LKSTELGPTSQSDLKFLTISKDRRLLYTILGVNGEQLRDSK

RITHFERNHEVLRKSRSQLKRIEERRRLDLKNLNKTPYSQQHARHVLKRKY-EVPSED-LDSTKLGPTSESDLRFLKLTHDKRLLYTILGVTGEQLRDSK

----------------------------------------------------------------------------------------------------

                                     y    a                      gpt   d        d r  y  lg  g ql    

      

      

 : 168

 : 131

 : 131

 : 131

 : 126

 : 118

 : 130

 : 120

 : 124

 : 121

 : 128

 : 123

 : 124

 : 124

 : 196

 : 120

 : 121

 : 123

 : 128

 :   -

      

             

             

YER077C    : 

Smik_5.216 : 

Skud_5.196 : 

Suva_5.190 : 

CAGL0J0327 : 

KAFR0L0108 : 

KNAG0L0172 : 

NCAS0E0344 : 

NDAI0A0314 : 

TBLA0C0481 : 

TPHA0J0102 : 

Kpol_387.1 : 

ZYRO0C0877 : 

TDEL0H0178 : 

KLLA0C0768 : 

ACL026W    : 

Ecym_8029  : 

SAKL0F0928 : 

KLTH0A0490 : 

Kwal_23.59 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

LIANDVQKFLKRGQLEKAVFLARLAKKKGVVGMNLIMKYYIEVVQSQQSAVDIFNWRKKWGVPIDQHSITILFNGLSKQENL-VSKKYGELVLKTIDSLC

LIASDVQKFLKRGQLEKAVFLARLAKKKGVVGMNLIMKHYFEVIKSQQSAVDIFNWRKKWGVPIDQHSITILFSGLSKQDNL-VSKKYGELVLKIIDSLS

LIAKDVQKFLKRGQLEKAVFLARLAKKKGVVGMNLIMKHYFEIVKSQQNAVDIFNWRKKWGIPIDEHSITILFSGFSRQDNL-VSKKYGELVLKIVDGLN

LIASDVQKFLKRGQLEKAVFLARLAKKKGVVGMNLIMRYYFEVLKSQQSAVDIFNWRKKWGVPIDEHSITILFNGLSKQDNL-VSRKFGELVLKTIDSLS

LVTKDVEKFLKRGQVEKAVMLVKLAKAKGSSGANLIMDYYLNELHSPKSAVDMYNWRKKNGIPINEYTDVTLFDGLAKQPEP-ISTKYGEMVLKILDSKG

LVSDDVAKLLKRGQVEKALYMIRLAKTNGTAGLNRILEYYLYHLKSPQSAVSLYNWSKKIGVSVNEYTNSILFNGISKQEHL-VSAKIGNFVYNTTMRMK

LVYNDVKKFLQRDQIEKALFLTKLAKGKGLAAMNLIMEHYLKKMHSPNSALELYNWRKKSKVPVNEYTHTILFDGIAKQPDL-VSAKVGFKVSKIAERLM

LIARDVQKFLKRGQVEKAVFLTRLAKKKGAAAMNSIMEYYFNELNQPQSAVDMYNWRKKWDIPINEYSNTILFKGLAEQKSSFVSNNTAEMILNIVTRRI

LINNDVKKFLQRGQIEKAIFLTRIAKHRGSAGMNTIMEYYLHTLKQAQTAWELYNWRKKWGIPLNEYSNTILFKGLAEQENR-ISSKTGNSILKIIEQKR

LVTRDVNKFLKRNQVEKAVYLTRLAGSRGSAGLNSILSYYLNN-QSPNSAIDMYNWSRKWNIPIDDYTYTILFDGISKQLLP-VSNKIGEKILSMVDNLI

LVNDVVTRFLRRSQVEKAIWVVRLAKQRGASGLNSIIKYYIKDMNQPLSAIKLYNWSKKWGIPTNEYTYTILFSELSQVPQP-LSKKIIDSISNIVERKI

LIAKTVEKFLNRHQVDKAIYLCKLSKSRGSGALNNIIKYYLNE-NQPKSAIDLFNWAKKWNIPLNEYTHTILFSGLAQQKEP-ISKKNCETVMKIVNALI

LIDKDVKKFLKRGLIEKAVILTRLAKNRGSAGMNSIMKYFFHESQAPQSAVDMYNWRKKWGIPPNEFTNTILFDGLARQKNP-IKKANASLVLKAVDRLI

LIAEDVKKFLKRGQVEKAVFLARLAKTKGAAAMNSIMEYYFYELKYPQSAIKMFNWRKKWGVPSNEYTNTILFKGLAQQEQH-ASKAAASLVMKIIDGLI

LVERDVAKFCKRGQLQKALFLIKLAGPNGAAGMNTLMTHYLEVEKDSHSAVDLYSWRKKWQIPPNEYTETNLFKGLARLPEP-ISVKVAERVVKIVLKLV

LVADDVLKFCKRGMLNKALLLIRLAKKNGVVGMNILMRHYCEVEQSASSAILLYQYRLKWGIPPNEHTPTILFSGIAHIKKP-LSKHHAAKIVTIVQALI

LVNHDVQKFCNRGQLEKALFLIKLAKSKGRVGMNTLMKHYCTEMQDATSSLELYTCRKKWGIHPNEYTHTILFSGLEKLEKP-LSEKNAKQVLKIVESLS

LVTQDVEKFLKRSQLEKAIFLIRLARNKGIVGMNKMMEHYCNELQDANSAIDMYSWRKKWGISPNEFTHTILFDGLARLKNP-LTERQGRRLVRIVSSLI

LIAADVSKFLSRNQLEKAVFLARLAKSRGVVGMNKVIEHFCQVKQDAGSAIDMYNWRKKWDIPPNEFTHTILFDGLANVKQP-LSEKQSQRVLKIAKLLL

----------------------------------------------------------------------------------------------------

l   dv  fl r q  ka      a   g    n               a        kw  p       ilf g                         

      

      

 : 267

 : 230

 : 230

 : 230

 : 225

 : 217

 : 229

 : 220

 : 223

 : 219

 : 227

 : 221

 : 223

 : 223

 : 295

 : 219

 : 220

 : 222

 : 227

 :   -
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YGL212W (VAM7) 

  

             

             

YGL212W    : 

Smik_7.51  : 

Skud_7.56  : 

Suva_7.49  : 

CAGL0I0709 : 

KAFR0F0418 : 

KNAG0B0056 : 

NCAS0E0052 : 

NDAI0I0293 : 

TBLA0I0329 : 

TPHA0A0584 : 

Kpol_1050. : 

ZYRO0E0858 : 

TDEL0D0593 : 

KLLA0A0167 : 

AER438C    : 

Ecym_1203  : 

SAKL0F0182 : 

KLTH0G0167 : 

Kwal_47.19 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MAANSVGKMSEKLRIKVDD-VK-INPKYVLYGVSTP------------------------NKRLYKRYSEFWKLKTRLERDVGST-IPYDFPEK------

--------MSDKIRIQVDN-VE-IKPKYVLYGISTP------------------------NKHLYKRYSEFWKLKTQLEKQVGST-IPYDFPEK------

--------MSDKLRIHVDG-VD-IKPKYVLYRISTP------------------------TKLFYKRYSEFWRLKTQLEKQIGSS-IPYDFPEK------

--------MSDKLTIHVGD-VE-IKPKYVLYGISTP------------------------TKRIYKRYSEFWKLKTQLEKQIGST-MPYDFPEK------

MASKGYARMRVRYRVHVDE-VQ-VRGGVAKYGLVVSVWDQDGQ----------EE---LRETTVWRRYSEFLALKKELESSCGCD-IPYEFPPR------

--------MNLQTQVLVPE-TQVVANSYTVYTFEMITKNSEGS--------------TIFQKQVKKRYSDFVKLEKNLRNELSEEELPYSLPPR------

--MGSNSIRRMHVQVVIER-AELVQRSYMEYSVCIRII---------------DNGLVLWNALLKKRFSDFVTLVKQLLRETGSDTVPYELPER------

------MRKRLMAQVNIDD-VNIVNNSYANYGIHLKVVVDDRDQDPMN-----DDNQVLEDRHIYKRFSEFLELKRRLEKEFNSE-LPYELPSR------

------MMKPIEVEVEVEDEVKIINNVYATYTFHLRMLQQQQERQGIRNNDTFNNNMILQESHITKRYSEFWTLKTQLEKNLGME-LPYELPGKTASRMM

----------MSLQVRIID-IDNTSQDYTQYVIQVKINSRAPD----------SKGT---LHLIRRRYNDFLNLDTQLNDHYDN--YTKQLKKN------

-----MEEKKVRADVFFGD-AKIVNKTYALYPFSIKVTKGDDS----------SA-HTIEIGPLLKRYSDFYTLKKNLEKEFAME-LPYELPKR------

-----MRSNMVKVEVNIED-VKIVNSKYASYGILIILKSVDGS----------IQ---YYDKKVYRRYSEFFKLKKNLEREFGVE-IPYEFPDR------

-----MRPQRIEVAVVIDD-IRIVKESYALYGVLVKVIRSNDE----------SANEQSYEHRVYRRFSEFWDLKMKLEKEFGTE-LPYELPQR------

-----MRNQNVRVEVVVDE-VRIMKESYALYGVLLRIVRGKDS----------QGSEQTYEQHVFRRFSEFWELKKKLEKEFNAE-LPYELPTR------

------MDRGMRCEVSIND-VTIVEKRYALYHIIVNVIRSKED----------YS-----EYKSERRFKDFLQLKKQLEYECSGE-LPYELPGR------

------MVKKLNVHVTISD-ASVVNKSYVQYTTRVRVQHGSES----------AV-----EYKCRRRFSEFLQLKLDLEREFDAE-IPYDFPAR------

------MVISSQVNVVVGD-AKVVDNSYVVYTTKVRVLGSSGS----------VA-----EYKSQRRFSEFLQLKQDLEREFQTE-IPYEFPSR------

-----MLEHPVRVEVNISD-TTPVKNSYTLYRIELRIIRGNGQ----------EQ-----RFTVSRRFSEFVSLKKQLEQEFNAE-LPYELPPR------

----MLGDKSVHVEVHVSK-GQIVKKSYTLYLINLKITKDGGL----------ES-----SFHSLRRFSEFVQLKKDLEQEVGCE-LPYELPPR------

----MLEGRSVHVEVELSN-VQIVKKSYALYRIDLKITRSDGG----------TS-----LYHSFRRFSDFVKLKKDLEQEVGSE-LPYELPPR------

              6            y  Y                                  4R5s F  Lk  Le        py  p        

      

      

 :  67

 :  59

 :  59

 :  59

 :  78

 :  71

 :  76

 :  81

 :  93

 :  68

 :  76

 :  74

 :  77

 :  77

 :  71

 :  71

 :  71

 :  72

 :  73

 :  73

      

             

             

YGL212W    : 

Smik_7.51  : 

Skud_7.56  : 

Suva_7.49  : 

CAGL0I0709 : 

KAFR0F0418 : 

KNAG0B0056 : 

NCAS0E0052 : 

NDAI0I0293 : 

TBLA0I0329 : 

TPHA0A0584 : 

Kpol_1050. : 

ZYRO0E0858 : 

TDEL0D0593 : 

KLLA0A0167 : 

AER438C    : 

Ecym_1203  : 

SAKL0F0182 : 

KLTH0G0167 : 

Kwal_47.19 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

-------PGVLDRRWQR-----RYDDPEMIDERRIGLERFLNEL-----YNDRFDSRWRDTKIAQDFLQL-----------SKPN--------VSQEK--

-------PSVLDRMWQR-----RYDDPEMIDERRIGLERFLNEL-----YNDRFDSRWRDTKIAQDFLQL-----------STPK--------VSQEK--

-------PSVLDKMWKR-----RYDDPEMIDERRVGLERFLNEL-----YNDRFDSRWRDTKIAQNFLQL-----------SKAK--------ASQEE--

-------PSGLDRMWQR-----SYDDPAMIDERRIGLERFLNEL-----YNDRFDSRWRNTKAAQDFLQL-----------SKLE--------VSQEK--

--------T----LWFGGGSKTGGTDKKVIEERKVKLADFMSEL-----LNDSFDVKWKRHKSVSNFLGM---DI------AQME--------NVKST--

-----------TSIFQR----NASLDSTVTKQRKIELARFLYDL-----LNDSFDTKWRNSESVKSFLSL---PTNWNV--ILQS--------DNGGA--

--------RFS--LWTG---RRSVISEAVVQERKVKLAKFLYDM-----LNDSFDVKWKSCKALVPFLGI---PAPWPE--FVAN--------LVSSS--

----HHGPIFN--VWTR---STTSIDPVITEERRIQLAKFVSDM-----LNDSFDTKWKNSELVRVFLQL---PLNWND--YRLR--------DHQES--

TTMMNSSSIFS--IISG--TKRNGIDSDVINERKVKLREFLYEL-----LNDSFDTKWKKSTLVEDFVHLKFQPSLLSK--FTKK--------DDVET--

-------------WWED------GKNVNVITQRKLLLNVFLEDLIIKYSIQDGTTPTSRLPLELQEFLNLK--PMNNQPIDIISD--------NSRGNLG

--------TINNLFWSS----QSSLDSDVIKERKYKLRNFLFDL-----LNDSFDTRWRNSSYVTDFLEM---EEDWQS--IVRQLSMTDKGSNNSGV--

--------LFV--IWVG-----SNIDPDVIESRRKKLSKFLYDL-----LNDSFDSKWKNSDYVSEFLDL---RNDWDS--YYTS--------NGSNV--

--------QFG--LWKQ-----SSLDPDVIEERKITLANFLQDL-----LNDSFDTKWKNSPQVCKFLKL---SSNWNS--YEPK--------NSDLP--

--------KFG--LWKR-----SAVDLAVIEERKVQLAKFLRDM-----LNDSFDTKWKNSSHVTKFLKL---PVNWSS--GNNR--------DTSDN--

--------RL---LWSR---TANSCDPDVVEERRVKLRQFLSDL-----LNDSFETKWRNSSLVAQFLNL---PEGWY---IKSS--------TKSGN--

--------KFN--LWNM---KSRSCDPAVVDERRERLTSFLTDL-----LNDSFDVRWKTSPTLCAFLNM---PDDW----WQQS--------EQRGS--

--------EFS--VWKF---RSSSCDPDVIKARKEKLGIFLGDL-----LNDSFDVRWKRSAYLCKFLNM---PNNWYN--ASRN--------HMSGA--

--------HYG--FWNK---SSHSCDPQVIQERKSKLSTFLLDL-----LNDSFDTRWKKSPFLCHFLQL---PGNWDTQDVLPS--------HTRQS--

--------RFI--GWLR---PASSCDPDVIEERVRELTTFLQDL-----LNDSFDTRWRKARSLCQFLRI---PDDWDN--SGAD--------GKHGN--

--------RFN--KWMR---PSGSCDPDVIEERVKELSTFLHDL-----LNDSFDTRWKKSPYVCHFLQI---PSDWDE--VKTK--------NGALG--

                            6   R   L  F6  6      nD fd  w4       F6 6                              

      

      

 : 129

 : 121

 : 121

 : 121

 : 142

 : 136

 : 143

 : 152

 : 172

 : 139

 : 152

 : 139

 : 142

 : 142

 : 136

 : 136

 : 138

 : 141

 : 140

 : 140

      

             

             

YGL212W    : 

Smik_7.51  : 

Skud_7.56  : 

Suva_7.49  : 

CAGL0I0709 : 

KAFR0F0418 : 

KNAG0B0056 : 

NCAS0E0052 : 

NDAI0I0293 : 

TBLA0I0329 : 

TPHA0A0584 : 

Kpol_1050. : 

ZYRO0E0858 : 

TDEL0D0593 : 

KLLA0A0167 : 

AER438C    : 

Ecym_1203  : 

SAKL0F0182 : 

KLTH0G0167 : 

Kwal_47.19 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

-------------------------SQQHLETADEVGWDEMIRDIKLDLDKESDG----TPSVRGALRARTKLHKLRER----------------LEQDV

-------------------------SEQRQSIDDEVEWGEMIRDVKLDLDEESDG----TPSVHGALRARTKLHKLRER----------------LERDA

-------------------------PKQRQEADDEIRWDELIRDVKLDLDEESDD----TPSVRRVLRARTKLHKLRER----------------LERDV

-------------------------SQQQQEADVEVGWDEMVRDVKLDLEEESDG----TASVRGALRARTKLHRLRER----------------LERDV

-----------------------------KSKPPQNGWMDMFHEYKMEFEDCKKQ--EGVQRSRNAMYIRLKLNELEQI----------------LNT--

--------------------------------ASGDHWMSKFRDCKNALEQCKSS-----HDTAALMHLRLDIKALDEE----------------ISA--

----------------------------RGGHQATMSWLEQFRNCKTSLEQLRHS--V-DSKPAAQMQLRLQIAALEKS----------------LK---

---------------------------PAKQLNSLKSWLEKFRDCKNIFEEIKKS-QNGKDRNMKSMKLRLSLTDLENW----------------LTKFP

-------------------LPSEIRKEPSEALGNHDVWLREFRDCKNVLEELVKVTMSMKELNTKAMGLRLRLNNLEKG----------------LVTMV

VAPVSTKKLEHDNTQNGSVRNSNKNNGSSLERDFNKSWEAKFKEIQIDLISAKNN--------MDLLKIRSKLMSLEQSSKSKGYQDNNSHHNMLLSGLH

------------NYNSFNVNIFDDNFDSNIDLSISKNWDLLFKECKSQLLQCKKS-QDDKNNNKVLMKLRLILNKLEST----------------LP---

------------EQKLTGKNNSVAAAVESLDLKDSMNWEIFYRNCKDELQMCKRNKNKGINITKDLMQLRLKLIELENP----------------LDTYD

--------------------------SSQGNINDPTQWLTTFRDSKHLLESCKRG--MASSVTRDLMQLRLVLHDLENA----------------LKR--

-----------------------VEQEQELDLMDPTQWMISFKDSKTFLEQSKQS--GSAHSSKVLMQLRLALYNMEVA----------------LKQAH

----------------SFTKETIKDGTNPDDALDPSKWLVVLRESKSEFYNGAHD-------TRTVMKQRLVLDNLEQG----------------LKVIE

-------------------SAAESEADSVEQLQDVSKWLESIRDAKSQFEDANRN-----GNNITMMRIRLKLQKLEEA----------------LAVIQ

---------------------GDREEDCVVQLQDVSKWLESLRDSKSQFEEAKRN-----GNNITMMRIRLKLQQLEDA----------------LKIIE

-----------------------FTHTSDEDACDVQRWLEIMRDCKSQLEEATRS----GASSKLPLQIRFKTQSLEKG----------------LRKIQ

----------------RSRDFHSSKDPQEEDLADAQKWLEELRNCKILYEEAIQN---TSSFAKASVQLRLRIHNLEKG----------------LKKIE

--------------------SASGASVPPNDLANPQKWLEELRNCKLLLEESAQG---HTSVTRTGMQVRLRIQNLKIG----------------LERIQ

                                     W       k                    6  R     6                   6    

      

      

 : 184

 : 176

 : 176

 : 176

 : 193

 : 181

 : 193

 : 208

 : 237

 : 231

 : 220

 : 211

 : 196

 : 201

 : 197

 : 196

 : 196

 : 198

 : 205

 : 201
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YGR079W 

  

             

             

YGR079W    : 

Smik_6.161 : 

Skud_7.375 : 

Suva_7.361 : 

CAGL0K0115 : 

KAFR0K0140 : 

KNAG0B0123 : 

NCAS0I0199 : 

TBLA0C0248 : 

TPHA0M0167 : 

Kpol_526.1 : 

ZYRO0C1738 : 

TDEL0C0540 : 

KLLA0C1574 : 

ABR106C    : 

Ecym_5443  : 

SAKL0B0893 : 

KLTH0F1108 : 

Kwal_23.37 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MSSAANEGCVYLFIVVLRLSSFSCVNSFIHSFTRSRTRSSYSLDERSLVSYSIVYVAMNKSSKAFQVPNKVITKEDITPLSRSHTKKAD-----------

---------------------------------------------------------MNKSSRAFQVPSKVITKEDITPLLRSHTKKID-----------

-------MSSVAKGGVTFAIISCVYLFPPADPLTHAYAGLHSLNERSLVSYSIVYVAMNRSSRAFQVPNRIITKEDITPLSRSHAKKTD-----------

-------MSSVAEENSIDREFLRCVCLHLPIHTHIRAHAGSIHDERLLVSYSIVYVAMNRSSRAFQVPNKVITKEDITPLSRSHVKKSD-----------

--------------------------------------------------------------MSKQFKLGVITAQDISPLCKNKLPHPT-----------

-------------------MKKGPLTKSKVSKSTNGNSSDNIKTNLKIKSDNNTANANSNSSKASQFLNNIIVKEDITPLSKSKVNGTA-----------

--------------------------------------------------MDPSTATKKF--KSSQFLNKIITKDDITPLSRGKTGISS-----------

-------------------MMSKENTTPLPNTSKKGSVQKSKSLKAKSSARKGGKGRNYQAAKSFQLVNGIITKDDIVPLCKSKTVQKT-----------

-----------------------------MSGLEDAGDNTTQMKKSPLRSKGTVSKP-KHNSKAFKISNSIITKQDIQPITIKITPSLP-----------

--------------------------------------------------MSAAS-------GTFNILNNIITCDDIIPIKNNISNEVL-----------

--------------------------------------------------MNSVKVNTSS--KSFKAINSVFTKDDIIPIQKFISSNKSKKADNNDKTTT

--------------------------------------------------MKESRGPRDAAGKPFQLLNSIITGDDITPLPRGGNNNSN-----------

----------------MFYLNSLIVESVIYLMSGTMGIKKQSRGSKKSPSMPSSGIT-----KQFQLLNGVITKEDITPLSKSQRTQVS-----------

--------------------------------------------------M-AATANKKHD-SQFRVATRIITEATITPLAANTSKSSG-----------

-----------------------MLQQGATASRRAGRRYTNEYVETVGSGMTAMRGSKRRT-QQFQITNHIITTDVISPLVADNGGDEV-----------

--------------------------------------------------MPL---SQQDERSTSRVREDLISSEHGAENCKERLTSGR-----------

----------------MLPTRKSHRIRKVSEKLKDSLTDTPLISKSNASTNTLSEQHGKKKSLQFQVSNHIIATDVIVPIEDKANVPST-----------

---------------------------------------------------------------MSSIMTELASSVAGTPFRGRAAQDVA-----------

---------------------------------------------------------------MSTMISETGFGMTGFPVQHDRMAQGV-----------

                                                                       i    i p                     

      

      

 :  89

 :  32

 :  82

 :  82

 :  27

 :  70

 :  37

 :  70

 :  59

 :  32

 :  48

 :  39

 :  68

 :  37

 :  65

 :  36

 :  73

 :  26

 :  26

      

             

             

YGR079W    : 

Smik_6.161 : 

Skud_7.375 : 

Suva_7.361 : 

CAGL0K0115 : 

KAFR0K0140 : 

KNAG0B0123 : 

NCAS0I0199 : 

TBLA0C0248 : 

TPHA0M0167 : 

Kpol_526.1 : 

ZYRO0C1738 : 

TDEL0C0540 : 

KLLA0C1574 : 

ABR106C    : 

Ecym_5443  : 

SAKL0B0893 : 

KLTH0F1108 : 

Kwal_23.37 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

--------------------TRGTADGKNTTASAVEA-TPIIITTARSIDTAGSLSENATEDDGTQNGDL------------HDDDDDDDLESTLGYSSE

--------------------TRGTADGNNTIVNGVAT-TPIIITTARSIDTAGSLSEDATDDDEEDDDGD------------DDDDDDGDLESTLGYSSE

--------------------SPGTAATGDSTGASAVDAAPIIITTARSIDTAGSLSEDTTDDDNVEVGLS-----QNA---DDDGDDDDNLESTLGYSSE

---------------------PREGADGDKGLASAVETTPIIITTARSIDTAGSLSKNTTGDEDAQETGVGQDNDNGNGGDGDDDDDDDDLESTLGYSSE

-----------------------------------------------------------VMANESLVSQV------------------------------

--------------------SSTIVDSIPKNKKIV---KAIEEAEQTGSENDSSSSVEYLSDSDALFSPL---STSNH---IDSIGEEDMYDFPS-----

--------------------KENNGAEGSVRHNV----IVDSIPTSESSHVSDTETVDSAAESDSLFSPL---SSSLQ---VNDFQEEDMYENFG-----

------------------------------------------DEKSSEVPYEIIDSINASIACNIRYNKD-----------EKNVEDTSVMDYAR-----

--------------------PSPV--------------NSTSPEENNGAPSTTTILDTKTIEQDMLFTPI------------TDQEDDDDIDDIL-----

--------------------DAG-----------------KESHPAAPEAGEGSALTSSSEDADLLFSPL-GDLTSDN---TDGEDEEDEYCHGL-----

TTIDSDQSAGPKDIITHFDADTGNNNKNKTTTATDDDNENKNENEEDEEKKNYDSPVCSDNEADILFSPL-----FDT---NDDNEDEDEFDKGL-----

--------------------NNDDQNQIQE--------EGSLNRRDSSSSSETDAGGETTPDPDLLFSPL-----NAG---FDDGDEEDEYDHDF-----

--------------------SDE----------------------------------ESVDSADLLFSPI----GTGA---VDEEEEEDEYDHGL-----

--------------------SVT---------------DESDIDGGDALFSPFASDVGSGDDQDIERELL-----------GDVTDDDDALDFEW-----

--------------------APGEGAT-----------EASQQPAFRAEAASAAGSEHEDSDLDELFSPL---HEPFS---SFSEGDEDEFEFLN-----

-------------------------------------------GSISSIGSSKAAGQHEDSDLDELFSPLHNQFSSFS---ECDDENDEDFEFLN-----

--------------------PET-----------------------------------ADSEPDTLFSPL----NSTE---YHEEEEDEELEFSF-----

-------------------------------------------------------------------GLE-----------LWGEDEELTF---------

----------------------------------------------------------IGAEPHIDSNGE-----------VWAEDEELTF---------

                                                                                                    

      

      

 : 156

 :  99

 : 154

 : 161

 :  38

 : 136

 : 102

 : 112

 : 108

 :  86

 : 135

 :  98

 : 102

 :  86

 : 123

 :  85

 : 106

 :  39

 :  48

      

             

             

YGR079W    : 

Smik_6.161 : 

Skud_7.375 : 

Suva_7.361 : 

CAGL0K0115 : 

KAFR0K0140 : 

KNAG0B0123 : 

NCAS0I0199 : 

TBLA0C0248 : 

TPHA0M0167 : 

Kpol_526.1 : 

ZYRO0C1738 : 

TDEL0C0540 : 

KLLA0C1574 : 

ABR106C    : 

Ecym_5443  : 

SAKL0B0893 : 

KLTH0F1108 : 

Kwal_23.37 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

PDPLFSPCHQP-SFTNSTFSY------------------------SADNELPMEENHNKNNFH---------DSSESSIFLPQIQQSFFFGDNSKSDAN-

PDPLFSPCHQP-SFTNNTFGY------------------------AADNELSMEENHYEKDFH---------DSSENSIFLPQLQQ-----SFFFGDAN-

PDPLFSPCHQP-SFTNNTFIY------------------------GADNEFPVEENQNKKGFH---------TDSEGSLFLPQLQQSFLFGDSGKSDAS-

PDPLFSPCHQP-SFTNNTFAY------------------------GADNEPPLEEDEHRKGFH---------ADSESSLFLPQLQQ------SFFFGTG-

-------DELPEEFHLDY------------------------------------------------------TPHHEYNEYVDLGD-------LPVDSS-

----SFDDKTLRRFQNFTMTH------------------------ETDYSGNNFAPSLPLNST---------GLNIIDSEQYGLDD-----LNSPLAES-

-----SFANGLEKFPNYDLGC------------------------LENNTGSKINNFGSLNAG---------LVFENTEVGLPLDS--------NEMLN-

------SNSNDTLFSSME---------------------------DNISITSFYDDVEKISFF---------QSTSDFPTYYNTTR-------KPIDEK-

---------SPIHAQLPV--F------------------------TKPSNLPTINTPASTT-----------LNSNYLAHGTATDD-------TDFLLS-

LSPVYFHAEYPKRFHHNN--P------------------------MNSDAGSVVQNT---------------HSITNNIQNSETDT--------------

LSPIYFSCQYPKRFHHHHNSSTTASSKLLNGVTPVNTLNQDAAVTSNDDKSQNVEMVSKSNAGSNTVVTSTTINNNKSISASQIENANNGVFTLFGEENT

LSPVYFGAPYPKRFHRRS---------------------------SLTHVQPDRRNSL--------------LSSSSSLSYHPLGE-------FLINAK-

LSPIYFGAMYPRRFHHHS--I------------------------AEEKHLV--------------------DSRRNSVSAYALRD-------LVENTG-

----LMGASKPKRFMLKPV-T------------------------SEDHTGNAREIRHADISF---------SHALQGIIQPDTTD-------DVELPI-

-------MSYPKRFTRQINWD------------------------ASDECGASAVAGGEETYM---------DRASSWGPMFDSDD--------IIVSD-

-------TSYPKRFNRQVYWD------------------------DETLMGDSRKTSNNNGGSAESQLYT--VSESTWEPIFNVDD--------MVVSE-

-------PSYPKRFHRHH--R------------------------SQPNAKPTIEDSSLHLET---------DDASSAIHIETLLH------TDEGLTN-

-------PSFPKRFQAQA---------------------------GEAGPAPAAEKP---------------DDETSIEQLLHKDE---------ALST-

-------PSFPKRFHSQP---------------------------NDEDSVDETEAGSESVSS---------FVGSDIEHLLGKDE---------SVTT-

          p  f                                                                                      

      

      

 : 221

 : 159

 : 219

 : 220

 :  69

 : 193

 : 155

 : 162

 : 154

 : 131

 : 235

 : 149

 : 148

 : 140

 : 174

 : 143

 : 157

 :  80

 :  95
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YGR174C (CBP4) 

  

             

             

YGR174C    : 

Smik_6.288 : 

Skud_7.503 : 

Suva_7.468 : 

CAGL0D0596 : 

KAFR0D0171 : 

KNAG0H0267 : 

NCAS0A0694 : 

NDAI0D0200 : 

TBLA0C0599 : 

TPHA0E0315 : 

Kpol_2002. : 

ZYRO0B1089 : 

TDEL0E0443 : 

KLLA0F1524 : 

AAL142C    : 

Ecym_6017  : 

SAKL0G1324 : 

KLTH0B0376 : 

Kwal_33.15 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MQCAITPREAVIAKQRQYKHYLGMERPLWVRWLKVYAIGGAIIGSGFLLFKYTTPTDQQLISQLSPELRLQYEREKKLRQSEQQALMKIVKETSQSDDPI

-----------------------MERPLWVRWLKVYAIGGAIIGSGFLLFKYTTPTDEQLISQLSPELRLQYEREKKLRQSEQQALMKIVKETSQSNDPI

-----------------------MERPLWVRWLKVYAIGGAIIGSGFLLFKYTTPTDEQLISQLSPELRLQYEREKKLRLSEQQALMKIVKETSQSDDPI

----AINPVRAVTAKRQHKICLVMERPLWVRWLKVYAIGGAVIGGGALLFKYTTPTDEQLISKLSPELRLQYEREKNLRQAEQRALMKIVQETSQSDDPI

-----------------------MDTPVWRRWLKIYIYGGSIILGGVLLFKYTTPTDEKLIASLSPELRLQYEKERKLRQEEQRELMRIVQETAKSNEPI

-----------------------MERPLWVRWLKVYAYGGAIILGGVLLFKYTTPTDEELINSFSPEVRAQYEKDKEIRRQEQAELMNIVKKTASSNDPI

-----------------------MEGPVWRRWLRVYVWGGAIIGSGVLLFKYSTPSDEKLIESFSPEVRRRYEEGRQLRQEEQRQLMKIVRETANSSDPI

-----------------------MERPLWFRWLKVYALGGVIIGSGVLLFKYTTPSDEQLIKSLSPELRLQYEKERNLRQAEQEELMKIVRNTAESKDPI

-----------------------MERPLWVRWLKVYAVGGVIIGTGLLLFKYTTPSDQQLIDSLSPQLRLQYEQEKKLRQAEQQELMKVVQKTAASNDPI

-----------------------MQRSVLMRWMKVYAYGGAVIATGVLLFKYTTPTDQQLLDSFSPENRALYEKNKKLRHLEQQELIDMARTSTQRNDPI

-----------------------MDTPLWLRWAKVYAAGGVIIGTGLLLFKYVTPTDEQLLNSFSPEVRLEYEQQKKLREAEQQELMKVVQQTSTSNDPI

-----------------------MESPLWVRWLKVYAVGGVIIGSGALLFKYTTPTDEQLIASLSPELRLQYETERKLRQAEQQELMKIVQTTAESDQPI

-----------------------METPLWIRWLKVWGYGGAIIAGGCLLFKYTTPTDEEIINSLSPELRMQYEREKSLRQAEQQELMKIVKQTALSDDPI

-----------------------MERPLWVRWLRVWAVGGAIIGAGALLFKYTTPTDEQLINSLSPELRLQYERERNLRQAEQKELMKIVKETSQSDRPI

-----------------------MESSGFLRWGKVFAAGGSIILTGVLLFKYTTPTDEQLLQALSPELRLQYERERNLRQAEQQELMKVVQQTMKSKDPI

-----------------------MERPVWFRWLRVYAIGFGIIGAGVLLFKYTTPTDEELIAALSPELRQQYERERKLRQAEQQELMRIVKQTAASETPV

-----------------------MGAPLWLRWLKVYAYGGCIIGTGVLLFNYTTPTDEDIINALSPELRLQYERERGLRRAEQQNLMQIAKETSASSNPI

-----------------------MEKPLWLRWLRVYAVGGAIIGTGLILFKYTTPTDEELVNSLSPELRLQYERERKLRQAEQQELMKIVQETADSADPI

-----------------------MDKPLWLRWLRVYIAGGAIIGVGAVLFKYTTPTDEELINSLSPELRLQYERERQLRQAEQKELMNIVRETAKSDDPI

-----------------------MDRPLWFRWLRIYVMGGAIVGLGAVLFKYTTPTDEELINSLSPELRLQYERERQLRQAEQRELMKIVRETAKSDDPI

                       M  p   RW 465  Gg 66  G 6LFkY TP3D2 66  lSP2 R  YE  4 6R  EQ  L6 6v  3  s  P6

      

      

 : 100

 :  77

 :  77

 :  96

 :  77

 :  77

 :  77

 :  77

 :  77

 :  77

 :  77

 :  77

 :  77

 :  77

 :  77

 :  77

 :  77

 :  77

 :  77

 :  77

      

             

             

YGR174C    : 

Smik_6.288 : 

Skud_7.503 : 

Suva_7.468 : 

CAGL0D0596 : 

KAFR0D0171 : 

KNAG0H0267 : 

NCAS0A0694 : 

NDAI0D0200 : 

TBLA0C0599 : 

TPHA0E0315 : 

Kpol_2002. : 

ZYRO0B1089 : 

TDEL0E0443 : 

KLLA0F1524 : 

AAL142C    : 

Ecym_6017  : 

SAKL0G1324 : 

KLTH0B0376 : 

Kwal_33.15 : 
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WKTGPLQSPWERNGD-NVQS-------RDHF----AKVRAEEVQKEELARIRNELSQLRSETEEKTKEIVQDKQVKSWWRFW

WKTGPIQSPWERSGD-NVQS-------RDHF----AKIRAEEVQKEELARIRDELSQLRSDTEKKTKEIVQDKQGKSWWRFW

WKTGPLQSPWERNGN-NVQS-------RDHF----AKVRAEEVQKEELARIRNELSQLKSETEEKTKEIVQDKKGKSWWRIW

WKTGPLQSPWERNGD-NVQS-------RDHF----AKVRAEEVQKEELSRIRNELSQLRSETEENTKKIVENKHG-SWWKFW

WKTGPIDSPWEKKKGGEVVK-------NENFFDKIQKTRAEEAQKDELQRIREELDSLRAQSMKKTSDIVNERKSKDWWKIW

WKTGPLRTPWESDSK-NQDP-------FDQF----QKLKAEKKQKAELLRVQEELQKIQQQKRAQQKQQGSN----SWWGS-

WKTGPIQSPFERRNNNNNTAGS--QDIFDEF----HRRQGEDDKRGDLERMQNSLLEIRRQNAADQPKK-------HWWKPW

WKTGPIQSPWERNPAGTSENGNGIQNIDDHF----QRLNAEKAQREELDRIRQKMDTLKQDSQRKTESIINGRTK-SWWKFW

WKTGPIQSPWETKTS-SLSI-------DDKF----QKANAEEAQRNELARIKKELNDLQVQSQMKTKEIVDEKTK-NWWKFW

WKTGAIPSPLERNRN-EPLN-------NDVF--NIQARLETENQQKIIKNAKDELQQIRKLEEQKNNN--------SWWKFW

WKTGSIVSPWERADEGKNDP-------NQRY--AFQKLKSSEVQKDELKKIRDELQQLRVQSEAKTNQIVQEKMK-NWWKFW

WKTGPIKSPWEKDTE-TVQQ-------KEMF----QKARADVAQREELQRIRKELAEIRQKSEQKTQEIVNTK---SWWKFW

WKTGSIQSPWETSESPQAKN-------RQQF----EKLKADQVQKEELKRINEELAKIRQESTDQTQKIMDHSNK-SWWKFW

WDTGAIQSPWEKNVDPQSKG-------RQNF----EQLKAEQVQKEELDRIRNELAQIREQTSSKTGEIVQGKNK-SWWKLW

WKTGTVDSPWERNG--TQAT-------KDQF----QRLKADQVQKEELERIRQELDKIRMESLDQTDMIVSKK---SWWSLW

WNTGPIKSPWERKGV-SAES-------REQF----QQVKAEQVQREELQRIREELETIRQQSANETQEIASKK---SWW-PW

WQTGAIQSPWEKNPS-AVKS-------SDHF----EKLKADQVQKEELDRIRKQLAEIREKSEQKTKQFVNDR---SWWKLW

WKTGPIQSPWDRSTD-GART-------REQF----QRVKADQVQKEELQRIRRELEQIRHDSQNKTKEAAENQ---SWWKRW

WKTGAINSPWEKNS--SEQS-------REQF----QRVKAEEIQKEELQRIRQELQQIRADSVAKTQEEVKKS---AGWKFW

WKTGSIDSPWGRSS--SEQS-------REQF----QRLKAEEIQREELKRITQELQQIRQDSTAKTQEQVSKS---SSWKFW

WkTG 6 3P e                   5        a   q  e6      6  6       t           wW  w
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YGR238C (KEL2) 

  

             

             

YGR238C    : 

Smik_16.68 : 

Skud_7.572 : 

Suva_7.530 : 

YHR158C    : 

Smik_8.242 : 
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SAKL0H0261 : 
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MVPF-KLTNKV--PTDTG---------------------------------------------------------PSLISAQSVPRP-------------

MVPF-KLTKKK--PTDTG---------------------------------------------------------PSLMSVQTVPRA-------------

MVPF-KLTKKV--SSDTG---------------------------------------------------------PSLSQIQIASRT-------------

MVPF-KLTKKA--STDTD---------------------------------------------------------CSAISAQSLPRA-------------

MAGF-SFAKKF--THKKH-GKTPSDASISDQSREASLSTPPNE--------------------------KFFTKQETPQKGRQFSQGYHSNVNKT-----

MAGF-SFAKKF--THKKH-GKTPSDASISDQSREASLSTPPNE--------------------------KYFTKQETPQKGRQFSQGYHTSVSKT-----

MAGF-SFAKKF--THKKH-GKTPSDASISDQSREASLSTPPNE--------------------------KFFTKQETPQKGRQFSQGYRPNGNKT-----

MAGF-SFAKKF--AHKKH-GKTPSDASNSDQSREASLSTPPSE--------------------------KFFTKQETPQKGRQFSQGNHPNTNKT-----

MAGF-KFSMKQLGHHGKKNKNSAPESVPNPGGFNSSYNNDAGVNSQRDVGPVPGPFRSVSGN-------SMGSGHSVPNQQSFARNVSGSHMDNVGAGVQ

MTSF-LFRRLT--RRKKNKDPKEKNKEKSNRGNLRISKVPPPAEKYPTPPRAKNQYVIPTITDDPAVLNSPSTSVRIPRAPMFADIDYDNITERKAKRLS

MAPF-KFAKKL--TKDRN-KSSPKEKDSSSSHSPSKFINLHLTN-------------------------SHNDNSSASRQASTSEHTLPSNGQKS-----

MAGF-NF-KKL--TRDKNKSSKNKGTGGNASKESSNAVKSASSFMH-------------------FNLGHHDNSDEDLNSSPQQSQGSSSASRQASYGPD

MGPF-KFGKKS--SRDKNQQKKQIHLHNDDLNERPVTSTPP--------------------------------KQTPPKSPNQIANIFHRFENSK-----

MAPF-KFGKKSNKDKNKREFSNESNGTLNHSPGSKQVSTPPKTRLPMASAFHPFQKQHPQQ--------QQQQQQQQTQAPVSPPRDQLPSEHNTQQQPF

MNRG-KFSYPN--QTSRS----------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

MAPFNKFAKKL--HLDKK--SSNSSTDNTNSNKSYDLNTTPNTSMSSNGKFANASATSSSFVNNSFSNNSFNPEIPNKQYKPVFQPKSQQLSKNS---FN

MAPF-KFGKKL--NLDKIGPKSLQNNNNNNNNNNNNAGTQGNNISPSDGVQATNTFKSQYGGQQ-----QHLQQKQLSNQNFQQQQQYKQPMNNANGHYQ

MSRI-RQANST--TTKNN----------------------------------------------------------------------------------

MAPF-KFAKKL--TKDKKPNNSNPTSNHVQGTPPKAPRASQSSQNDGSTGSQSTHNGSSGSHDQNQ---HQFHMQNSPNMKGQLNNPLPPPPPQNQQHGL

MAPF-NFKKKK--EKKEAHSESPTSTSTPSKGATSTAAFQ-----------------------------SYFQQQRQAQAGQQRPHSEPRQ---------

MAPF-KFGKKQKNRKDASASPNTTPNSNSTIGNT-----------------------------------SFQQELRSPGSSSTPTKQNYPKPAAD-----

MAPF-KFGKKN--GKDKS----------------------------------------------------------------------------------

MAPF-KFGKKN--AKEKIMASQVSNQKMVSTNVGKDSGERQKIATNLSNKFNGGKNGTVVGNGNGVGIVRNGQAAVGGRYVIPNAQEGPTQEYQGSNVHY

MAPF-KFGKKH--SKEKH---------------------------------------------------RQSPTQTVAQSSPAVIPPPPPSSHPR-----

MAPF-KFAKKI--SKDKAKHEPAPAPKAA----------------------------------------------PQPQPQPQIAKRFTHSAIPE-----

MAPF-KFSKKG--SKEKSKPESAASVK------------------------------------------------TTPQPQAQNPKRFPQGSAPE-----

m  f     k                                                                                          
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-----IVFMDNRN--NTRIVTPTLPPNQHRGISGASTALPWSPESK---------NTGK-----------------------------------------

-----MPLMDKQ--NSTRIVTPTLPPNQHRNISGASTNLPSPLERK---------NSRR-----------------------------------------

-----MPLMDNS----TRIVTPALPPNQQRSISGASTTLPSPIERE---------NAKK-----------------------------------------

-----MPFIDNQ--NGTRIVTPTAPPNQQRNISGASTALPSPMERQ---------DAGK-----------------------------------------

--SSPPMFARKQ--VSESRIQPSAVPPQQRNVSGPSTTLHKQLSKQ-----------RE-----------------------------------------

--TSSPMFSRKQ--QSEPRIQPSAVPPQQRNVSGPSTTLHKQLSKQ-----------RE-----------------------------------------

--SSPPTFAKKQ--QAESRIQPSAVPPQQRNVSGPSTTLHKQPSKQ-----------RG-----------------------------------------

--SSPPMFARKK--LGESRIQPTAAPPQQRNISGPSTTLHKQPSMQ-----------KE-----------------------------------------

QAARQNIGNSMHITGFSASSTSNPHEMKQRNVSNLQQSNPHTRRILPSEPD-------------------------------------------------

RTDRSVRYSHRHSSRRISMLISKLEEDKKKTVSLDSSDINVRYSFRDSALSRLQEVLDEAN---------------------------------------

------PVQYMP--NQIPRIYPTPVPIDQRNVSGATTQLFSAEQQRAVRENDSPMLVQQ-----------------------------------------

TTFSSGQQRQRQYISAQPRIYPTPVPADQRSVSGATQLMQFQQQEREQQAREHQERQQQQERQRQLESEHRLREQQLQSVQHEQQLPNVQQEQTIRTPVP

--------QATNQNPPSSRIYPTPAPIEQRNVSSTSSTMPALHPQTRPTEQHQQPPTVYPSYPQITTDPS------------------------------

ISHNIHPQQQEQQPQQHSRIFMTPTPAGQRNVSAASSTMPMAYSQTLGNNLPSYNEPTD-----------------------------------------

---------------VQVLVSPSRPSTGQRNLSSVSQTIHGVSTNP--------NNLNE-----------------------------------------

------------------------MKTEQKIASSLNHSIEED----------------------------------------------------------

TDDHRGIASAKIPLPQQTRIFPTPQPVQQRNVSGAVTTLHHNQKE-------------------------------------------------------

AQQNYNNYSLSS--QQQGRLQPTPAPSQQRNVSGAATTLMPRQKE-------------------------------------------------------

-------------------------HSNQRNISGAATNLSQNE---------------------------------------------------------

QQSHQQQQPLHHMSNPQSRVFPS--PAQQRNVSGASTSLPQHQKE-------------------------------------------------------

--------------QQQFRVYPTPPSSQQRNVSGASTSLVQPQRE-------------------------------------------------------

----------SGLLAAQQRVMVS--PVEQRSTSTQSTLQQQV----------------------------------------------------------

-----------V--VGRATTGPEPVGAAGGPTGGSSRAAGRDARRP------------------------------------------------------

KETQRQPQQQLP--QQQQQQQPAVGVISSAVNNANYQPVQQGQMQKQPFVAIAGNEEKD-----------------------------------------

--------------PPVSRVYPTPPPQAQRNVSGSSTLQPAV----------------------------------------------------------

--------------PAAARIFPTPVPVQQRNVSSASALQQTE----------------------------------------------------------

--------------HGAVRIFPTPVPTQQRNVSSNSALQHSE----------------------------------------------------------
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-----YI--------------WNRVKLKNSPFPRYRHSSSFIVTNDNRIFVTGGLHDQSVYGDVWQI-----------------AANA---DG--TS--F

-----YI--------------WNRIKLKDSPFPRYRHSSSFITTNDNRIFVTGGLYDQSVYGDVWEI-----------------TANA---NG--TS--F

-----YV--------------WNRIKLKDSPFPRYRHSSSPIVSSENRIFVTGGLYNQSVYGDVWQI-----------------TANA---DG--TS--F

-----YV--------------WNRIKLKNSPFPRYRHSASPIVTNDNRIFVTGGLHDHLVYGDTWQI-----------------TGNL---DG--TS--F

-----YTV-------------WNRIKLQNSPFPRYRHVASAYVTDKNQIYVIGGLHDQSVYGDTWIL-----------------TAFD---NA--TR--F

-----YTV-------------WNRIKLQDSPFPRYRHVSSAYVTDKNQIYVIGGLHDQSVYGDTWIL-----------------TAFD---NA--TK--F

-----YTV-------------WNRIKLQNSPFPRYRHVASAYVTDKNQIYVIGGLHDQSVYGDTWIL-----------------TALD---NA--TK--F

-----YTV-------------WNRIKLQNSPFPRYRHVASAYATDKNQIYVIGGLHDQSVYGDTWIL-----------------SAFD---DA--TK--F

-----YTP-------------WGRIRLSNSPFPRYRHVSSSHITDQGKIYVIGGLHDQSVYGDTWIL-----------------TASDIDKTGAINS--F

-----ESP-------------WGRTRLMSSPLPRYRHIASTYATPDNRIFVMGGLHGELVYGDTWML-----------------TANS---DS--TN--F

-----HTPTTQEPFVKRDQTVWNRIKLANSPFPRYRHVASAYATEDDKIYVIGGLHDQSVYGDTWIL-----------------TSEN---NA--SR--F

PEPNVFSP--SPELVPKGNVVWNRIKLKDSPFPRYRHVTSSYATEDDRVFVIGGLHDQSVFGDVWII-----------------KSLE---NG--TK--F

-----YTE--------NSKTIWNRIKLQNSPFPRYRHVASSVISDTNQVYVIGGLHDQSVYGDTWVL-----------------TCED---PQTSTM--F

-----YHK-------LHPTTIWNRIKLQNSPFPRYRHVASSYVSDDGKIYVIGGLHDQSVYGDTWIL-----------------SYEN---NGLSTT--I

-----YTP-------------WCRYKLHNSPFPRYRHVASSVVSSDNKVFVIGGLHDQSVYGDTWIISENTININSPATMHTPTSTTS---TTSNIS--F

-----YSP-------------WSKINVKGTPFPRYRHITSSYIYPSNDLYINGGLFESDVYGDTWKL-----------------NIKENYNENDLERWHY

-----YTP-------------WNRIKLTNSPFPRYRHVASSYESVDNEIFVIGGLHDQSVYGDTWSI-----------------TSTN---NG--TQ--F

-----YTP-------------WNRIKLQNSPFPRYRHVSSAYATASNNIYILGGLHDQSVYGDTWII-----------------SCNP---DA--TQ--F

-----YTP-------------WNRFKLNPSPFPRYRHVASSHASKDDTLFIIGGLREQSVYGDVWSI-----------------NHKD---D---KS--F

-----YTP-------------WNRVKLQNSPFPRYRHVASSNCSEDNSLYVIGGLHDQSVYGDTWII-----------------STND---NG--TQ--F

-----YTP-------------WNRVKLQDSPFPRYRHVASSYVSDDNRIYVIGGLHDESVYGDTWII-----------------NVDD---SG--TQ--F

-----FTP-------------WNRIRLKQSPFPRYRHVASSYATDSGELFVIGGLHDQSVYGDTWII-----------------KSLD---NA--TS--F

-----ETP-------------WDRVKLVQTPFPRYRHVASAYASDTNEVIVIGGLHDQSVYGDTWIL-----------------RAQD---NG--KQ--F

-----ETP-------------WNRVKLLQSPFPRYRHVASSYASDSNEVFVIGGLHDQSVYGDTWII-----------------KSHE---NG--NK--F

-----YSP-------------WNRIKLGSSPFPRYRHVASAYASEQNQVFVIGGLHDQSVYGDTWIL-----------------TAHA---NN--TR--F

-----YTP-------------WSRVKLANSPFPRYRHVASAYASEQNQVYVIGGLHDQSVYGDTWII-----------------SAHD---NG--SK--F

-----YTP-------------WRRIKLANSPFPRYRHVASAYASEQNQVYVIGGLHDQSVYGDTWIV-----------------TSHE---NG--AR--F
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YJL023C (PET130) 
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----MKIFSTLLSQKPKGKLVIRPSTTIHSSDPF-SKFIVTKNTEPLSLGDLRKSDSGNSAVCL---NA----ENTILSTLTDLQKEEERNWDPVKFVAG

----MRVYSTLLSQNLRTKLVVRPSTAVHTNDPF-AKFIVTKDTEPLSLCDFQKNDSVNLKLDL---CV----RSSTLSTFNSLQKKQEMNWDPVKYAAS

----MRVHSMLLSQSVKSRLVVRPSTAIHRSDLF-SNFMVTKDTMPISLNNLPRRDSVNSAKDL---CV----RNTTLSRFSNLQRKQEMKWDPVKYAAS

----MRLCSSLLSQNVKSRLIVRPSTTIHRSDPF-SNFMVTRDTEPLSLDKLQRSDSINHAVVF---SF----KNTALSKVIDLQKKQDLKWDPVKYVAG

----MQVGK--FSNRLNEKFLIKRICNKKTLDAFNAFHIVDEYTEPVRIEPN-KDGGYEVLDWK---LA----GNNTFLE-QDIPK-SSIDRMPIRIAAS

-----------------MKLTLKKVGEKALCPGIDSVHLITSIDQ-------------------------------------------------------

-----------------MKLRLQFLDNIKHLAG--TPLPVTASSS------------------------------------------------ASCPPGQ

----------MKVTSRLSTFTLQFLRDPKKYYD--KTLPVTKDSPPVSNLV-DKPKPDPIYKCK----------NTFIK-----------NISKPLKEHS

----------MNSSRPLLHLELKFLDIGKHEV---QILPVTDFTRAVSPR--RAQRVGALHKIG----------NTFIQPFGNV------DLASSLKPHS

---------------MYDRLYLIVVR---------AKIPIAKRFQ-------------------------------------------------------

-----MRCLSLIFSRSLGNLAIDYSYLKQVHGV--YCNVVTPKTPAISIEE-SDNKLTNEYSLE----------LPLEYRT-NIYKTKNLNYNPINAAAA

-------MIKSKVSSAGKKLYLNEASLIKNIYDH-TSQIVKLDTKPISIEDLSKCEAIESDELA----------LPLEYQVLSVYKKKLKGNNPIKEAVA

MRSSVRALRWISEDAKPSRLVVMSRDGSNPYNV--TTTPVTETSKPISSSS-NIPFNYDLVSVD---------PDGSIAGNTFLSGFGKYGTRSQDNLAS

----MSRYLNRSGATNGSKLSLEKNGSLRLHDN--AAYPVSAVTKSITLVPEAISKEVRSVRPKYNLQS----CGNTFVTGIKLQKFP--PRSQVTTAAG

----------------MSKLIVRPVENASN-----FAKALVESKKPLVADHGQLARDLNYGKYG--------------TTMIKPNP----YKRVISPEHH

---------------MSCKLLLERVARWAGPE---AAGPVGQLTPPVTSGGASFLRVGAAATQT-----------------------------DPEPSTT

---------------MPPKLALKQLSGMEHVAAR-ICGPVCDSTLSV-VHKV---CLGNDGDVKLQYNF----DTNLIRENLLLHDKKK-NHYDIDEGLM

---------------MTGKLVVKQLKNSNRYA---SSQLVSAQTNPISQCSIKQRLRSNHEALAFTFSETLIHRNNFIKKNKKLASYNK-GKQSLLIARS

---------------MTSRLVLKELKAGFKAT---NKFPVTEKTSPVSKAT-APKLMGDVMTLG-SISA----TNNFCKPNKRLEKPPR-GERALVEVRS

---------------MSGKLILKELKAGFNAL---NKYPVSLKTKPVSKVT-KTKDEAGIASIG-DLHE----LNSFCKPNKLLKNQTK-SKYLTLEARS

                   l 6                 6                                                            
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KLRGVISPIQAYVTIGKKFSPNSLVYTSRFFQLHYFPEDHFMSCFRKSKPAITVK-SNKK--FYLNGKVFNKD-------KEYFNETRISKANEVELSKI

KLRGVISPIQAYVTIGKKFCPHSLVYDSRFFQLHYFPQDHFMSCFRKSKPAITVK-SNKK--YYLNGKIFNKD-------QKYFNESRISKLDEAELSKI

KLRGVISPIQAYITIGKKFSPHSLVYDSRFFQLYYFPEDHFMSCFRKSRPAVTVK-SNKK--FFLNGKILNKD-------QKYFNESRISKIDEVELSKI

KLRGIISPIQAYITISKKFSSHSLVYDSRFFQLHYFPEDHFISCFRKSKPSITVK-ATKK--FYLNGKILNKN-------QKHFNESRILKTDEAELTKI

KLKGVVSPVAKYHSNTRLLSGESNMYKCDYFRLQYYPPDHFLSSFRKSRPAITCK-PVTD--LFINGKLQQSN--------------SKTSINETQMKQL

KPKGVCGPVLRYVSSNRLYSKESSIYKSSYFQLRYYPPNHFISIFRKSKPAVNIRFQHGV--SFLSGS--------------------------------

LPKGLHGIVLRVANQWNLHSRESLVYQGKYMYMRFFPTWHFLSLFRKTRPAVSVK-FNKEM-TFLN--------------------------------EC

QLKGVLKD---LQNLYSKPPKEAMVHSCEYFTMFYYPPDHILSLFRKSRPAVSIT-PLRSPVGILNGGVAEAN---------------------------

QLKGLVKEI-E-NSFVR-GSKSYTYYKCKYFTLNYYPPSHFLSLFRKSKPAVSVT-PTKKPPAIFNGKLLQNN----------------------IKQED

ELKGIPQIGLEVQARHRLFHPKSLTYRDTVLIANYYPQSHFLGMLQKTIPSLTVKTPMCEN-AVSRGKLRAAI-----KRKFFEEYSKRKSILENEEKIS

KLRGIPSLIHRIRYQEKLFAKEANVYSCDYFSLTYFPPNHFLSLFRKSKPSICVL-PLMK--QPFNGEIVPKD------------ITNDKTLTDEFYKNF

QLRGIHSPVQKFRTIYRVFNKESMLYKCKYFRLTYFPTDHFLCLYRKSRPAINVM-TSNP--LIFNGNFPRKD-------------DDNSVPLENAQSEL

KIRGSSGVVQKYQNAYRVFSPEALVYQCKYFKLNYYPPEHFLGLFRKTKPAVNVR-ESGE--AQFNNNFQLEN---------------------------

QIKGSSRVAQRYQNVYKIYSRESYVYHCDFFRLMYFPPDHFLSLFRKSKPAINVR-TVGR--VFLNGNMGASD----SEMSIFTRNSQKNGFVKTE--NT

KLRGVLGSVRMYQIINKLESPYAKVYKCPYFSLHFYPPGHFMGLARKSSPAVHIH-YRQN--YLLNGNLPGGK----------SLEDNLKFLRSKSFGRI

CLKGVLAPVQQYYMTRCRTWAPQV-YQCDYFALRFFPAEHFLGMARKSKPGLLLT-YTGD--HLLNANVGDQS---------AGVQQRVELARSAEMEKR

NLKGILYSVTGYHFENKNSNSNARVFDCPYFSLLYYPPTHFLALARKSKPAIHIT-YPSE--YLLNANVTSAT---------ASIHERLGVFKSNEMKAR

QVKGTNSAAQVYQNSLRLYSPQSKVYHCDFFRLLYFPPDHFLSIFRKSKPGLNVR-TVGE--VFLNGNISGDGLKQAENVRVFEENSKIDKYRKKKDVSK

MLRGTNSVAQVYQNTFRIFSGQSKVYHCDFFRLLYFPPEHFLSVFRKSKPAVNVR-IVGE--VFLNGNVSKSQGRSVANTAVYARGSRIEGYGKSQDVSN

KLRGTSSIAQVYQNSFRIFSAQSKVYHCDFFRLLYFPPDHFLSVFRKSKPAVNVR-IVGE--VFLNGNVTGTDGQRVANTDAFVKGSRMDGYGRSQDMSN
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 : 178

 : 178

 : 178

 : 178

 : 167

 :  94

 :  99

 : 135

 : 143

 : 115

 : 166

 : 166

 : 158

 : 179

 : 148

 : 140

 : 163

 : 178

 : 172

 : 172

      

             

             

YJL023C    : 

Smik_10.25 : 

Skud_10.19 : 

Suva_12.59 : 

CAGL0G0682 : 

KAFR0J0059 : 

KNAG0B0501 : 

NCAS0D0196 : 

NDAI0C0282 : 

TBLA0C0646 : 

TPHA0A0461 : 

Kpol_1060. : 

ZYRO0C1370 : 

TDEL0E0457 : 

KLLA0F1490 : 

AAL129C    : 

Ecym_4736  : 

SAKL0G1366 : 

KLTH0B0239 : 

Kwal_33.15 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

QTAMTRLTNRHRNSIPSEFAYLRRDLK---LKVKTTFIKEWCKLNGDKAIREYVNLNR-SPNINPASMKGKPKK--------------------SFLDNL

HAAMMRLTTKHRNNIPSEFAYLRRDLK---LKVKMMFIKEWCRLNGDKATREHSHFEK-NSHNSTIIEDKSKK---------------------RLIDNF

QTTVSRLTSRHRNNIPSEFAYLRRDLK---TKVKMTFIKEWCRLNGDKAIWEYNGLKKFLSGTSPTVKGKSEK---------------------GLLDKS

QATMARLASRHRNNIPSEFAYLRRDLK---LKVKIPFIKEWCRLNGDKVIRERNRSES-KIATTTTVESEAEK---------------------SLLDKF

SSKFQNVIMNTKSKIARDYAVRRNHLR---LDIKQWFIHCWCNLHGPEAIDEQIKVAK-NGQENVTNL--------------------------QYIDDH

SRYLQELYAQRKSIVPSSFAVWRRTLT---VKIKDIFVDEWYKLGGTKSVDEANKLGE-E----------------------------------AFMKQD

GTYLQTEYAKRKSVIPADYAVWRRKIT---MYVKSEFIRQWRSLNTTT----------------------------------------------GSFDAS

-PLVDRIYQGRKVEHPRNYAFQRRNSR---VFIRDSFQRIWCQLNGDTAIFESLQMLP-FNGGEA-----------------------------KWLDSM

LALISRIYSDSRKQYPRNYSFWRRNSR---RILRDEFQMEWCALYGHIAVDEQIAMKR-ALTSEKTVELKDY----------------------KWLDDK

SNYLDGYYHIKVLSENVKIANISTCLEETFAKVTNLYQREMIELHQNEELAKNTGINR-KISWVDFV---------------------------NYKVPI

EKQYQAILKKYPSIIPKDYAFIRRNIQ---VMTKRTFIEQWSKLSGDKAISELIEYGSESSKEKSIF---------------------------TYIDGD

TKKFRTILRRYPSIDPRDYAYIRTMAR---NSIRIQFIKTWCNLNGDKAVEEAIEYGL-NKSKKTSASLESFKDEKKKY---------------SFIDSD

--KHKTIFRNNLSSLPKHYAVYRRLNR---MFMKRHMVEEWCRLHGDKAVEETIGCKTSKTGA-------------------------------QYLDKL

YSPWNRLFENNPSNIPKNYAFLRRQLR---LAVRKTFIREWCRLKGHEATSQSNSN--------------------------------------HCLDVL

SNNWNKVLGNSNSLIPRQWAYFRVAVR---KLLRPVFYESWNQYNAP-----------------------------------------------------

LRQISNLIQARGSLRPRDWSYLRVGAR---KTIRAQFLQAWCKYHGPEAVLARLEGAMDS----------------------------------PFLDKH

LLEVGGLLQSRGSLVPKDWSYLRVKIR---KELRRSFLSEWCNLRGPEAVMAKIYLPK-GIEVVPDISSLVIS---------------------DILDSK

LTDLQSFFKNNGSNTPKNYAYLRRYLR---MFVHKRFIKEWQKLNGDKAVFEQIEHSK-ILDQLAGAGLQPRNLVHNNTSTLGKDVIRNFLSSCEHLDAK

LKQLQNVFANDGSNVPRNYAYLRRSLR---ASLNKWFIQHWMALQGPQAVEEQIRRQG-EAGSSAQW---------------------------QYLDAQ

LKRLQSLFASDGSNVPRNYAYLRRSLR---TFLGKCFIEQWIKLGGPEAVNQQIAQSN-STCSTKGS---------------------------NLLDAQ

               p   a  r                 w  l g                                                   d  

      

      

 : 254

 : 253

 : 254

 : 253

 : 237

 : 156

 : 150

 : 201

 : 217

 : 187

 : 236

 : 247

 : 222

 : 238

 : 192

 : 203

 : 238

 : 274

 : 241

 : 241
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YJL060W (BNA3) 

  

             

             

YJL060W    : 

Smik_10.18 : 

Skud_10.15 : 

Suva_6.136 : 

CAGL0J0512 : 

KAFR0A0171 : 

KNAG0B0532 : 

NCAS0A0920 : 

NDAI0G0576 : 

TPHA0O0145 : 

Kpol_1035. : 

ZYRO0G2063 : 

TDEL0D0190 : 

KLLA0F0161 : 

AEL170C    : 

Ecym_6292  : 

SAKL0D0688 : 

KLTH0H1064 : 

Kwal_14.25 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

----------------MKQRFI--RQFTN-LMST---SRPKVVANKYFTSNTAKDVWSLTNEAAAKAA-------NNSKNQGRELINLGQGFFSYSPPQF

----------------MKQRFI--RQFAN-IMST---SKPKFVANKYFTSNTAKDVWSLTNEAAAQAA-------NNSKNQGRELINLGQGFFSYSPPQF

MIHYDWVCNTFVLEFSMKQRFI--RQFIS-KMST---SRPKVVANKYFTSNTAKDVWSLTNETAAQAA-------NSSKNQGRELINLGQGFFSYSPPQF

----------------MKQRFI--RQLIS-KMST---GKPKIVANKYFTSNTAKDVWSLTNEAAAQAA-------NNSNNQGRELINLGQGFFSYSPPQF

-------------------------------MKRTLNRMTKITPNKYFQKNTSKDVWTLTNEFAASAV---------GKSEGRELINLGQGFFSYSPPQF

-------------------------------MKKVSTIVPKVTPNKYFTKNAAKDVWSLTNESAAIAA-------KNSRNVGREMINLGQGFFSYAPPQF

-------------------------------MTNQ--SLGKVIPNKYFSQNNAKDVWSLTNEAAAAAA-------KNSKNSGREMINMGQGFFSYSPPHF

----------------MTTRLLS-RSLKT--MAGT--KKFNFTPNKYFTENTAKDVWSLTNEAAALAA-------TNPHNKGRELINLGQGFFSYSPPQF

---------------MNINKLISKRSLKT--MAGTG-KKFEFTPNKYFTSNTSKDVWSLTNEAAAQAA-------QTSRNKDRELINLGQGFFSYSPPQF

----------------MSLRFA--RSLKT--MTTS---KLNFTPNNYFTQNNFKDVWSLTNETAALAS-------TNSKNKDRGLVNLGQGFFSYSPPKF

----------------MSNKFL--RNIRT--MSNSA--KPSFTPNKYFTLNNSKDVWSLTNETAAKAA-------TNAQNKDRELINLGQGFFSYSPPAF

-------MFNRLTALKNTNSF---RHYTK--MAVN---RPQITPNKYFTSNNAKDVWSLTNEAAATAA-------NNEQNKGRDLINLGQGFFSYSPPQF

----------------MSKNAV--RGLRS--MTVA---RPHIVPNKYFTANVAKDVWSLTNEAAAAAA-------GNAQNKGRELINLGQGFFSYSPPKF

-----------------MRRF-GIRSVSN--MTQQG--KTGIRANKYFMGNVPKDVWTLTNEAAQAAS-------KNEKNQGRSILNLGQGFFSYSPPKF

--------MNISEAGRLLGHSRL-RHIPG-RRYNSM---GKIRGNNYFAE-TTRDVWTIINEAAAKAAAESVANGGSGAGKGMKVLNLGQGFFSYSPPDF

---------------------------------------MSSAPATYLSGPFQKDVWSLTNDALLEVS-------RDEKRKFSDVYHMGMGYFNYSPPEF

-----------------MSLRFV-RSLHRTTMTANS-AAPKIIANTYFSSNTNKDVWSLTNEAAALAA-------KNEKNQGRELINLGQGFFSYSPPQF

-----------------MIKHLS-RKLS---MSVGK--QRQIVPNLALTQNLTKDVWSLTNEAAAAAA-------HNAQNKGRDLINLGQGFFSYSPPAF

-----------------MLKFIG-RNFS---MASRK--PNSIVPNLALTQNVAKDVWSLTNEAAAVAS-------SNAQNKGRELINLGQGFFSYSPPPF

                        r      m            n yf  n  4DVW36tNe aa a            n gr 6 n6GqG5FsYsPP F

      

      

 :  71

 :  71

 :  87

 :  71

 :  60

 :  62

 :  60

 :  72

 :  75

 :  70

 :  71

 :  78

 :  70

 :  71

 :  86

 :  54

 :  74

 :  70

 :  70

      

             

             

YJL060W    : 

Smik_10.18 : 

Skud_10.15 : 

Suva_6.136 : 

CAGL0J0512 : 

KAFR0A0171 : 

KNAG0B0532 : 

NCAS0A0920 : 

NDAI0G0576 : 

TPHA0O0145 : 

Kpol_1035. : 

ZYRO0G2063 : 

TDEL0D0190 : 

KLLA0F0161 : 

AEL170C    : 

Ecym_6292  : 

SAKL0D0688 : 

KLTH0H1064 : 

Kwal_14.25 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

AIKEAQKALDIPMVNQYSPTRGRPSLINSLIKLYSPIYNTELKAENVTVTTGANEGILSCLMGLLNAGDEVIVFEPFFDQYIPNIELCGGKVVYVPINPP

AIKECQKALEIPLVNQYSPTRGRPSLINSLIKLYSPIYNKDLTTENVTVTTGANEGILSCLMGLLNAGDEVIVFEPFFDQYISNIELCGGKVVYVPINPP

AIKEAQKALEIPLVNQYSPTRGRPSLINSLIKLYSPIYDTDLRAENVTVTTGANEGILSCLMGLLNSGDEVIVFEPFFDQYIPNIELCGGKVVYVPINPP

AIKEAQKALEIPLVNQYSPTRGRPSLINSLIDLYTPIYNKELKAENVVVTTGANEGILSCLMGLLNSGDEVIVFEPFFDQYIPNIELCGGKVVYVPINPP

AINAAKSALDVPLVNQYSPTRGRPSLIKSLVELYKPVFGDFIDNQNVLVTTGANEGILSCLMGILNAGDEVIVFEPFFDQYIPNIELCGGVVRYVPIHPP

AIKEAQRALEIPLVNQYSPTRGRLSLIDSLVKFYTPFYNTKLEAANFSVFTGANEAIFSILIGLLNPGDEVIVFEPFFDQYIPNIELSGGKVVYVPITPP

AISDVQQALEIPLANQYSPTRGRPNLIKALADLYTPLYGQQLSADNITVHTGANEAIFSCLMGLLNKGDEVIVFEPFFDQYISNIELAGGVVRYVPINPP

AIKEAQKALDIPLVNQYSPTRGRVSLLNALIKQYTPIYGSELKQENVTITTGANEGILSCLMGLLNAGDEVIVFEPFFDQYISNIELMGGKIVYVPINPP

AIKEAQKALEIPLVNQYSPTRGRASLLNSLIKLYSPFYGKELKQENITITTGANEGILSCLMGLLNAGDEVIVFEPFFDQYISNIELMGGKVVYVPINPP

AIEALQKAVEEPLVNQYSPTRGRPTLIKSLTDLYSPLYKLTLKPENVLVTTGANEGILACLMGILNQNDEVIVFEPFFDQYIPNIELCGGKVVYVPINPP

AIKEIQKAVEIPLVNQYSPTRGRPRLINSLIDLYSPFYKKQLTPENVLVTTGANEGILSCLMGIINPGDEVIVFEPFFDQYIPNIELCGGKVVYVPINPP

AIHEAQKALEIPLVNQYSPTKGRPSVINSLKKLYSPLYGQELKDENVTITTGANEGILSSLMGILNPGDEVIVFEPFFDQYIPNIELLGGKVVYVPINPP

AITEAKKAVDIPLVNQYSPTRGRVSLLESLIKLYSPLYNAELKAENVTVTTGANEGILSCLMGILNPGDEVIVFEPFFDQYIPNIELLGGKVVYVPINPP

AIEQAVSALNVPLNNQYSPTRGRPSLLKSLTDFYSPIYNETLNESNVTITTGANEGILASLVGLLNPGDEVIVFEPFFDQYISNIEIPGGKVRYVPLVAP

AIAGAQRALENAMNNQYAPTRGRPALVEALLKLYRPMYG-DLAAENVQVTTGANEGIFACLAGLVNPGDEVIVFEPFFDQYIPNIELLGGVVRYVPIRPP

IIEEAQKGLMVPENNQYSPQGGEPILVDSLIKLYSPVFETQLTNENILVTTGAIQALLESLMALIKPGDEVIVIEPFFDPYIHLIKIAGGVVKYVPLTNP

AVREAQKALEVALNNQYSPTKGRPSLINELIKLYSPFYKTRLGPSNVQVTTGANEAILSCLVGLLNQGDEVIVFEPFFDQYISNIEIPGGKVTYVPLHPP

VVEEAQKALDDAMVNQYSPTKGRMSLINSLIKQYSPLYNTQLQANNIQVTTGANEGILACLVGLLNPGDEVIVFEPFFDQYISNIQIPGGKVTYVPLHPP

AIHEAQAALSSPMVNQYAPTKGRVSLINSLVKLYSPLYNTQLDASNVQVTTGANEGILSCLVGLLNPGDEVIVFEPFFDQYISNIQIPGGKVTYVPMHPP

a6  aq a6  p  NQYsPt Gr  66 sL  lY P 5   6   N  6tTGAn2g6l cL g66n gDEVIVfEPFFDqYI nI 6 GGk6 YVP6 pP

      

      

 : 171

 : 171

 : 187

 : 171

 : 160

 : 162

 : 160

 : 172

 : 175

 : 170

 : 171

 : 178

 : 170

 : 171

 : 185

 : 154

 : 174

 : 170

 : 170

      

             

             

YJL060W    : 

Smik_10.18 : 

Skud_10.15 : 

Suva_6.136 : 

CAGL0J0512 : 

KAFR0A0171 : 

KNAG0B0532 : 

NCAS0A0920 : 

NDAI0G0576 : 

TPHA0O0145 : 

Kpol_1035. : 

ZYRO0G2063 : 

TDEL0D0190 : 

KLLA0F0161 : 

AEL170C    : 

Ecym_6292  : 

SAKL0D0688 : 

KLTH0H1064 : 

Kwal_14.25 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

KELDQRNTRGEEWTIDFEQFEKAITSKTKAVIINTPHNPIGKVFTREELTTLGNICVKHNVVIISDEVYEHLYFTDS-FTRIATLSPEIGQLTLTVGSAG

KELDLRNTRGEEWTIDFEQFEKAITPKTKAVIINTPHNPIGKVFTREELTTLGNICVKHNVIIISDEVYEHLYFTDS-FTRIATISPEIGQLTLTVGSAG

KELDQRNTKGEEWTIDFEQFENAITSKTKAVIINTPHNPIGKVFTREELTTLGNICVKHNVVIISDEVYEHLFFTDS-FTRIATLSPEIGQLTLTVGSAG

KELDQRNTRGEEWTIDFEQFEKAITSKTKAVIINTPNNPIGKVFTHDELTTLGNICVKHNVVIISDEVYEHLYFTDS-FTRVATLSPEIGQLTLTVGSAG

KEMKTRNTTGDEWQIDWDALEKTFNNKTKAVIINTPHNPIGKVFTEQELTKLAQLCVEHNTVVISDEVYEHLYFTES-FPRIANINEDIANLTLTVGSAG

KNLDTRVTKGEEWQIDWDSLQAAMNSKTKAIIINTPHNPIGKVFTEPELRRLGDICVKNNVVIISDEVYEHLYFKDS-FTRIATLSPEIGQLTLTVGSAG

RELDDRVTRGTEWEIDWDILEKTINSRTKCVIINTPHNPIGKVFTREELLRLGKICVDNNIVIISDEVYEHLYFSDE-FPRIATLSPEIGQLTFAVGSAG

KELDQRVTEGTEWTVDMEQFKNAITSKTKAVIINTPHNPIGKVFTREELLQIGNICVEKNVIIISDEVYEHLYFTDE-FTRIATLSPEIGQLTLTVGSAG

KDLDQRITEGTEWTIDFEQFRNAITPKTKAVIVNSPHNPIGKVFTKEELTKLGEICVENNVIIISDEVYEFLYFNDS-FTRIATLSPEIGQLTLTVGSAG

KDLDKRVTKGTEWTLDFEQFENVITNKTKAIIINTPHNPIGKVFTREELKRIGDICVKHNVIIISDEVYDNLYFVDE-FTRIATLSPEIGQLTLSVGSAG

KELDNRVTKGTEWTVDFDEFTRAITPKTKAVIINTPHNPIGKVFTREELTKLGNICVENNVIIIADEVYEHLYFVDE-FPRIATLSEEIGQLTLSVGSAG

KDMDQRIVEGKDWTIDYEELAKAFTSKTKALILNTPHNPIGKVFTKEELTKIGNLCVENNVVIISDEVYEFLYFTDS-YTRIATLSPEIGQLTLTVGSAG

KDMDQRVVKGTEWTVDYEQFANAITDKTKAVIINTPHNPIGKVFTREELTRIGEICVKKNVVIISDEVYEHLYFTDS-FTRIATLSPEIGQLTLSVGSAG

KELSERVTIGAEWKIDFDILNKTINERTKCIILNTPHNPIGKVFTREELTQLGDICVKNNIYIISDEVYEHLYFGDE-FTRIATISKEIGDLTLSVGSAG

AELSKRVTEGTEWVIDYDMLRQTINEKTKAVIINSPHNPIGKVFTREELLKLGNICVEKGIYIISDEVYEHLYFTDE-FTRIATLSEEISQHTLTVGSAG

NQGKKRILEANDWILDRETLRAAFTDKTKLMIINNPNNPLGKVFNRDELLEMATLCVNNGAYIIADEVYEFLQFTPNPLSRISNLSEAIAQKTITIGSAG

KELENRVTHGTEWTVDYDELRAAITPKTKALILNTPHNPIGKVFTREELLEIGNICVENNVVIISDEVYEHLYFTSE-FTRIATLSPEIGNLTLSVGSAG

KEMSVRPTEGTEWTVDYDELRAAITPKTKALILNTPHNPVGKVFTREELLQIGQICVENNVVIISDEVYEHLYFTPE-FTRVATLSPEIGQITLTIGSAG

KEMNVRNTKGTEWTVNYDELEAAITPKTKALILNTPHNPVGKVFTREELLRIGEICVKHNVVIISDEVYEHLYFTPE-FTRIATLSPEIGQITLTVGSAG

     R t g eW 61          4TKa6I6N PhNP6GKVFt  EL  6g 6CV  n  6IsDEVYehL F      R6at6s eIgq T  6GSAG

      

      

 : 270
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 : 286
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 : 274

 : 269

 : 270
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 : 269

 : 270

 : 284

 : 254

 : 273

 : 269

 : 269
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YJL093C (TOK1) 

  

             

             

YJL093C    : 

Smik_10.14 : 

Skud_10.12 : 

Suva_6.167 : 

CAGL0L0347 : 

KAFR0A0144 : 

KNAG0B0180 : 

NCAS0A0945 : 

NDAI0G0549 : 

TBLA0C0291 : 

TPHA0I0094 : 

Kpol_463.6 : 

ZYRO0G1524 : 

TDEL0A0017 : 

KLLA0F1421 : 

SAKL0D0556 : 

KLTH0D0347 : 

Kwal_26.73 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

----------------------------------------MTRFMNSFAKQTLGYGNMATVEQESSAQAV-----DSHSNNTPKQAKGVLAEELKDALRF

---------------------------------------------------------MGRADQESPAQAG-----RPHANSTVKETKRVLAEELKDALRF

------------------------------------------MLMDSFVIKRQEYGSMERVSQENSARAV-----KPHPKPKVKGTGDAVADELKDALRF

---------------------------------------------------------MERPDQGSQAQVV-----EPHPDAAIRKAKRIGVEELKESLKF

---------------------------------------------------------MARHGIEREDSVT---SELARLERIFSHHRINHDTVLKDALQF

---------------------------------------------------------MSEANGYNEEVPN-------------------RQAALKVALRF

---------------------------------------------------------MAKNLEHQNSQV---------------------MRALRASLKF

---------------------------------------------------MRRFIPRTVSNIIHFRGVPRRRSIEDLNRSLAEHINKVQDIALRESLTF

MGFLISWLIGTLLHMRKIEDPESGPDSSSLPFEATATTATISDYVHNISPDDTISYPVANKHARKNLKKNKKNTHHKENDILEAHINKIQDTALRESLSF

---------------------------------------------------------MTLVSDDEIPELKPI---VTAASAPSALKPDIEDLKWMQVLQF

---------------------------------------------------------MDHNDTEKYKFDY-----------------RSVDPSLKEALEF

---------------------------------------------------------MAKSNQQGLRYDK----------------KRMMDPALNTALRF

---------------------------------------------------------MKN-RTKEKIWQN-----------------DTDNFALEEFLGY

---------------------------------------------------------MGYASKGNGFVWD---------------------VALKESLSL

---------------------------------------------------------MHIPRSRNASARN------------FSTNFELSTRALTESVGF

---------------------------------------------------------MNNATDPGPSVHS--------------------EDALHESLKF

---------------------------------------------------------MVRKNSSDAEREY--------------------KRLLDESLSF

----------------------------------------------------------------------------------------------------

                                                                                             l      

      

      

 :  55

 :  38

 :  53

 :  38

 :  40

 :  24

 :  22

 :  49

 : 100

 :  40

 :  26

 :  27

 :  25

 :  22

 :  31

 :  23

 :  23

 :   -

      

             

             

YJL093C    : 

Smik_10.14 : 

Skud_10.12 : 

Suva_6.167 : 

CAGL0L0347 : 

KAFR0A0144 : 

KNAG0B0180 : 

NCAS0A0945 : 

NDAI0G0549 : 

TBLA0C0291 : 

TPHA0I0094 : 

Kpol_463.6 : 

ZYRO0G1524 : 

TDEL0A0017 : 

KLLA0F1421 : 

SAKL0D0556 : 

KLTH0D0347 : 

Kwal_26.73 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

RDERVSIINAEPSSTLFVFWFVVSCYFPVITACLGPVANTISIACVVEKWRSLKNNSVVTNPRSNDTDVLMNQVKTVFDPPGIFAVNIISLVLGFTSNII

RDERVSIINAEPSSTLFVFWFVVSCYFPVITACLGPIANTISIACVVEKWRSVRNNSIVTNPQSSDTDILMNQVKTVFDPPGVFAVNIVSLILGFTSNIV

RDERVSIINAEPSSSLFVFWFVVSCYFPVITACLGPVANTISIACVVEKWRSVRNNSVVMNPHSNDTDALMNQVKTVFDPPGVFAVNIVSLILGFTSNIV

RNERVSIINADPSSSFFVFWFVVSCYFPVIVACLGPVANTISIACVVEKWRSVRSNSVVINPQSSDTDTVMNQAKMVFDPPGVFAVNILSLIFGVTSNIV

SNERVTIINANPASKEFGFWFIVSCYFPVITACLGPVANTISIACAVDKWRVNYFY------VEGGGDKVFTHID---DPRGVFAVNIISLVIGCCSNAV

KNERISIINADPSSKPFLFWFIISCYFPVITACLGPIANTISIACVVDSWRIEEVV-------ESDGTVSVHNIK---DPRSLFVVNVMSLVFGFVSNIV

RNNRVSIINSDPSSRAFVFWFMISCYFPLIAACLGPIANTISIACVVDKWREWGVS------RNKNGDITANQVR---DPTDVFVLNIISLVIGFVSNVV

HNERIAILNADPKSRFFLLWFTISCYFPVITACLGPIANTISIACVVEKWRYVGIR------RTEDEGANHYRVS---DSPGIFAVNILSLVFGFISNII

HNKRIAILNSDPASRTFLVWFFISCYFPVITACLGPIANTISIACVVEKWRAIAEV------DPTDGNVMGHRLN---DRKGIFAVNILSLIFGFISNII

SNKRASIINADPASPMFTVWFSISCYFPVITACLAPVANTLSIACAVEKWKDTRVV-------KSDGTITHHYYN---DPPVFFVFNILSLAFGVLSNFV

RSERVDIINANPDSKTFVLWFIISCYFPVITACMGPIANALSVACAVEKWREKWEI--------VDGSYVSYELD---DPAVIFTLNIISFVIGICSNGV

NTERVTIINQDPNSRMFITWFVISCYFPVITACLGPIANTLSIACVVEKWRADVYY--------VDNERFERIIK---DPKGIFALNILSLVIGFSSNVV

NNERVGLINENLGSKAFIWWFVVSCYFPIITACMGPIANTISVACLVEKWRYYGPD--------------LDRID--YGPPAVFVVNILSLIVGFLSNFV

NHERVSIIRCNAGSKYFITWFHISCYFPVFTACLGPIANTISIACVVERWRLTRIF-------ENGIQTGVHSFK---DPVGIFAFNVISLVLGFMSNLV

KAERLEILSIDPSSKWFIVWFAVSCYFPVVTACLGPLSNMISVACAVDHWRIDPHT--------------GHQVS---DPPGIRVLNIISLVSGVIANFV

SRERVIILNTDPAGSAFIVWFVISCYFPVITACLGPIANTISIAGVADKWRSNSSG----------------LVP---DPKGIFIVNVISLVIGCTSNFA

NRDKVIILNAEPSSRSFVIWFIISSYFPVITACLGPISNTIAVAGIVGKWRADAAG---------------KTHP---DPKGVYAVNVVSLALGCVSNFV

----------------------------------------------------------------------------------------------------

        n  p s  f  wf  scyfp  tac gp ant s ac v  w                            dp      n  sl  g  sn  

      

      

 : 155

 : 138

 : 153

 : 138

 : 131

 : 114

 : 113

 : 140

 : 191

 : 130

 : 115

 : 116

 : 109

 : 112

 : 114

 : 104

 : 105

 :   -

      

             

             

YJL093C    : 

Smik_10.14 : 

Skud_10.12 : 

Suva_6.167 : 

CAGL0L0347 : 

KAFR0A0144 : 

KNAG0B0180 : 

NCAS0A0945 : 

NDAI0G0549 : 

TBLA0C0291 : 

TPHA0I0094 : 

Kpol_463.6 : 

ZYRO0G1524 : 

TDEL0A0017 : 

KLLA0F1421 : 

SAKL0D0556 : 

KLTH0D0347 : 

Kwal_26.73 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

LMLHFSKKLTYLKSQLINITGWTIAGGMLLVDVIVCSLND-MPSIYS-KTIGFWFACISSGLYLVCTIILTIHFIGYKLGKYPPTFNLLPNERSIMAYTV

LMLHFSKKLTYLKSQLINITGWTLAGGMLLVDVIVCSLND-MPNIYS-KTIGFWFACISSGLYLVCTIILTIHFIGYKLQKYPPTFNLLPNERSIMAFTV

LMLHFSKKLTYLKSQLINITGWTLAGGMLLVDVVVCSLVD-MPNSYS-KTIGFWFACISSGLYLVCTIILTTHFIGYKLQKYPPTFNLLPNERSIMAFTV

LMLHFSRKLTYLKSQMINITGWTLAGGMLMVDVIVCSSHD-MPNYYM-KTIGFWFACYSSGLYLLCTIILAIHFIGYKLKKYPPTFNLLPNERSIMAFTV

LFLHFARKLSYLKSQIINIVGWTLAGGMLMIDVIVLSTHN-IDETYQEKTIGFWYAAITSGLYLCCTLTLSIHFVGHKLQKYPAQFNLLPNERSIMVFTV

LILHYFKKLSYLKSQIINIVGWTIAGGILLIDVVICSAHF-MKAGEH-RSIGFWYACITSGLYLGCTLTLTLHFIGYKLKKYPPTFNLLPNERNIMIFTV

LLFHFARKLSYLKSQLINITGWTAAGVLLLVDVIVCGTRD-VKPRYQ-KTIGFWYACFTSGLYLGCALVLSIHYIGYVLKKYPATFNLLPNERSIMVFTV

LVLHFAKKLNYFTAQILNLFGWTTAGLLLMIDVIVSASTD-FPENYH-KSIGFWYACITSGLYLGCTLTLSIHFIGYALGRYPATFNLLPRERSIMMFTV

LVCHFAKKISYLKAQVLNLIGWTTAGLLLLIDIIICTNID-FQGANK-RTIGFWYACFTTGLYLGCTLTLTIHFIGYSLKKYPATFNLLPRERSIMGYTV

LLLHFTKKVRYVKSQILNIVGWTIASGILLVDVIVFARTE-IKDHHE-KSIGFWCAAYTSALYFGCTCTLTIHFIGYKLKKYPPQFNLIPNERVVMVFTV

LILHFAQKVSYQTSQIINITGWTVSGLLLLVDVVVSSIRYTYRYDYH-LNIGFWFAVITCALYFCCALVLSLHYVGYKLRKYPARFNLVKNERAVMVFTV

LLLHFAQKLSYLKSQLINITGWTMAGTILMVDVIVCAKAD-VSSTQS-KTIGFWIAVITTALYFGCTFTLTVHFIGYRLNKYPARFNLITNERAVMVFTV

LVLHFIGRLSYKKSQIINIFGWSIAATMLLVDVCVFAARD-TGNGRH-KTIGFWYAVATTVLYYGCTFTLLVHFIGFCLGKYPPKFNLMKNERTLMLFTL

LLLHFSERLSYLKAQCICILGWTTASFMLLIDVIVCGTRY-FDENHE-KSIGFWYAVITSGLYFGCTITLTTHFIGYFLGVYPPRFNLIKNERSLMVFTV

LLLNFTGKLAYVKAQIICISGWIIAQLTLTIALLISTLIY-FEDGYQ-RSIGYWYAVITACLYLLCLILQSIHVSGYYKKKYPATFNLLDNERLLMKFTF

LLLHFAKKLNYVKAQIITITGWSIAGGMLLIVVITCAEKD-YPKGYN-KTIGFWYAVITVFLYLSCALTLSIHFWGYKRDKYPPMFNLAENERNVMIFTF

LLLHFSKRVGYIRAQLTNIVGWTLAGGLLLADVIVCSQRD-FPPNLQ-RTVGFWYASFTVLLYFGSTVLLSIHYCGYKAGKYPAKFNLTDSERNVMIFTF

----------------------------------------------------------------------------------------------------

l lh      y   q  n  gw  a   l  d                   g w a     ly  c   l  h  g  l  yp  fnl  ner  m  t 

      

      

 : 253

 : 236

 : 251

 : 236

 : 230

 : 212

 : 211

 : 238

 : 289

 : 228

 : 214

 : 214

 : 207

 : 210

 : 212

 : 202

 : 203

 :   -
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YJL118W 

  

             

             

YJL118W    : 

Smik_10.11 : 

Skud_10.96 : 

Suva_6.199 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

---------------------------------------------------------------------------------------------MASCFSV

MFVYLTQASVVGSCCYVSDKRVC--------------------------------------------YAKKKTLQRHLFIYSKNMKKTV----MASFSSI

---------------------------------------------------------------------------------------------MASCFSV

-MRYTERTNEPHRCTSALDTNLEPQRPCKHTLSRSLYLPVLLWIYLFIYVLHRPLAVVVMSKIGAFDMRKKKTLQRLLFIYRKTKKKTVMVSSGEVCFPV

                                                                                             mascfs6

      

      

 :   7

 :  52

 :   7

 :  99

      

             

             

YJL118W    : 

Smik_10.11 : 

Skud_10.96 : 

Suva_6.199 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

SLLARVAVVEPIRVQLWLNVVNCMIESSMHQCPPRDRHFFSSSRPILLIRRSVSTVYRFVASRTTQVLRAAKTVVKWFIIVDPLINSILINYLIDRLCTL

ELLAQVEVVEPIRVQLWLNVVNCMSESSMYQCPPRDHRFFSSSRPILLIRRSISTVYRLVASRTTQVLRAAKTVVKWFIIVDPLINSILINYLIDRLFAL

ALLAQVAVVEPIRVQLWLDVVNCMSESFMYQCPPRDHRFFSSSRPILLIRRSVSTVYRWVASRTTQVFRAAKTVVKWFIIVDPLINSILINYLVDRLCIF

AFLAQVAVVEPIIVQRWLNVVNCMSESSMYQCPPGHHRFFSSSRPVLLIRRSVSTVYTWVASRTTQVVRAAKTVVKWFIIVDPLINSILINYLVDRLCSF

 lLAqVaVVEPIrVQlWL1VVNCMsESsMyQCPPrdhrFFSSSRP6LLIRRS6STVYr VASRTTQV RAAKTVVKWFIIVDPLINSILINYL6DRLc  

      

      

 : 107

 : 152

 : 107

 : 199

      

             

             

YJL118W    : 

Smik_10.11 : 

Skud_10.96 : 

Suva_6.199 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

GHAVLRVKKRKTEERQPCSPIIQHTHVKRRKRPRLRIVAIKRKRRRR-------RPHRIERPLSNMYPIMEIQMVAVPLALPSPTALVHYQQQQQQLPQH

GHAVLRVKKRKTKERHFCSPTTQYIHVRRHKRPRLKIVAIKRKRRRR-------RQHHIERPPANMYPMMEIQTLAVPLPLPNPTALIRYQQQQQQ---Y

GRAVLRTKERKTKEREPCPPIIQHIHVRGRKRPRLRIVAIKRKRRRR-------GQHRVERPPTNMYPMMEIQMVAVPLALPSAIALARYQQGQQQQQHH

GRAVLHIEEHKTEERYLCPPAAQHIYSRRRKRPRLRIVAIKRKRRRRQQQQQQQQQHRIEHPFTNTYP-MEVKMIAVPLVFPSTVALARYQQQQ-----N

G AVLr k rKT ER  C P  Qhihv4rrKRPRL4IVAIKRKRRRR        qHr6ErP  NmYP ME6qm6AVPL lPs  AL rYQQqQqq    

      

      

 : 200

 : 242

 : 200

 : 293
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YJR012C 

  

             

             

YJR012C    : 

Smik_10.29 : 

Skud_10.23 : 

Suva_12.97 : 

CAGL0B0389 : 

KAFR0E0190 : 

KNAG0M0137 : 

NCAS0D0180 : 

NDAI0C0299 : 

TPHA0A0020 : 

Kpol_1010. : 

ZYRO0G1185 : 

TDEL0E0482 : 

KLLA0D0966 : 

ACR033C    : 

Ecym_8268  : 

Sklu_YGOB_ : 

KLTH0B0178 : 

Kwal_33.15 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

---MTVQSSPILRQSSFNFITFYLACQLLTFLCIYIVFFFVKFLPTIKVSFIIIGACKRAPHVSVYLLKIDCEHNESSMAAGGELSYEELLDHILNNKPI

----TPQSSPSLRQPSFNLATFYFNRLLCTALRI--VFFSANFKQLLKFLSLLSKLTKELHMFRFTFPNVGGDHKYSSMVEGGELSYEELLDHILNNKPI

---MTLQSNPSIYQPSFSLTTSYLDRQSLALLCICKVLFFS--LTSTNYSF----PCY---YRRFYKEDFKTSNKSSSMVGGGNLSYEELLDHIINNKPV

DNTIKPQSSPTISQSRH-------LRQLLAF-CLYVLFLIFSLILTKLFTFHLWFYYY---RKHISKTKSGCKREYSSVMAGDELSYEELLDHILNNKPI

--------------------------------------------------------------------------------MSQPLSYEEVIDHILHNKEV

--------------------------------------------------------------------------------MSEDLSYEELVDHIVNDKPV

------------------------------------------------------------------MSSGSGGSSSTSSGTTEVLSYEEIAECISSGSKP

--------------------------------------------------------------------------------MSEELSYDDLVEHIVLNKPI

--------------------------------------------------------------------------------MSEELTLNELVEHITKNKPV

--------------------------------------------------------------------------------MSNGLTYDELVDHIMNDKSI

---------------------------------------------------------------------------MEEDKVGVQLSYDELVDHIVNNKPV

--------------------------------------------------------------------------------MAEGLCYEELIDHIIANKPI

-----------------------------------------------------------------------------MMDEGPSLSYEEIVHHIVSDTPV

---------------------------------------------------------------------------MENKEEATELSYDELMDIIVNNKPV

--------------------------------------------------------------------MSASDGSNEQPDEPQELSYDQLVDIIVNGKPV

----------------------------------------------------MLALCDCKNWAGLRRMCIDNSNTDSHLGAANNLSYDDLVDIIMNDKPV

-----------------------------------------------------------------------------MDNMNRQLSYEELVDHIVNNKPV

--------------------------------------------------------------------------------MSGPLTYEELVDHIVNEKPI

-------------------------------------------------------------------------------MAGQQLTYEELVDHIINDKPV

                                                                                    L y  6 dhI   kp 

      

      

 :  97

 :  94

 :  88

 :  89

 :  20

 :  20

 :  34

 :  20

 :  20

 :  20

 :  25

 :  20

 :  23

 :  25

 :  32

 :  48

 :  23

 :  20

 :  21

      

             

             

YJR012C    : 

Smik_10.29 : 

Skud_10.23 : 

Suva_12.97 : 

CAGL0B0389 : 

KAFR0E0190 : 

KNAG0M0137 : 

NCAS0D0180 : 

NDAI0C0299 : 

TPHA0A0020 : 

Kpol_1010. : 

ZYRO0G1185 : 

TDEL0E0482 : 

KLLA0D0966 : 

ACR033C    : 

Ecym_8268  : 

Sklu_YGOB_ : 

KLTH0B0178 : 

Kwal_33.15 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

PNIVEVPNVTLDEGLASTPSLRPRPRPWEGQLQHQSHQGSLDK--------PNISLDIDQESLEGMTSLTRLSECYDIQSKLQINDSDNDNDDNNNDNNK

PNIVEVANTTLDENLATSSSLKPRVRPWEGHQQHQPHQQLQDP-------RADISLSIDQESLEGINSLSKLSEYYDIQSKLQMNDGGYNSNDDNNDGNN

PNIVEVPNVTLDESLGSTSSLKPRARPWEGQQQHQSQQQLQIS-------EENISLDINQESLEDMTSLSKLSECYDIQSKMQMNDASNNDDDDDDSSNE

PNIVEVPDVTLDEGLSSSPSLKPRTRPWERQQQHRSDNDVRQQ-----SQESETNVPLDIDQESLEKMTSKLAECYDIQSKLDMNVDDDDGGDYDDDDNS

PGVEDVPDVVLEEPIDQQSS-APRLKPWQVSGHNTESQGSGAD----------------------------------VKTDMEKELKKAQEQGLNMDIE-

PNVVNIPNVVHSEAMRTESTLTPRLKPWEIAQHETNEQEKESK-----------------------------------QQQ-------------------

RNIVAVPNVVLDATLASKSALPRRPKPWEHKQVQE-----------------------------------------------------------------

PNVVQVPDTVLDSKLGSQPRLTQRIKPWEQVEVAGEETPTNDN----------FGLVNLSTNSDLSKDMDNLSKLYALEADYIATLQKKEPIDNETGDVN

PNIVHVDDIVLGEELTTISIMAPRAKPWETACTHSPKNIQPDD--------NNGGSTTLDAVTYNAEDFEDLTRYYDLESRYVASLQKETDAELPDRTKK

PNVTAVEDIVLDEKERSANELKPRSKPWETRSKIAEANNHETN--SDLLLIKDSEESTGSTEGTEPSKGTMIHFTYEANDEYYKMEEDMAKKN-------

PNVKVIPNITHDESEISKSELKPRGKPWDTTESKTQVRASDKS----SVEIEGSDGKQEIKVTEGSEDIENYEEYFKLEEDLATSGNGIKR---------

PNVVQVPEVTYDESERTHSELKPRPKPWEMQEKVEEAPLVNEPLQDPSQLPSNIRLSEELRALTRSQSIESLSNYYAREAELDAALENDNR---------

PNVVEVPDVTLSESMMTVSEMAPRPKPWEVAIEDQKMLKTKGR----------------------------PSRWGDPI---------------------

PNVVDVPDIILDQSLATEHHLKPRLKPWEQAKDVPVMGGLVRQ------KEETKGLAENVELVKKSNSLEKLTNYYALEVEFQKQLKGYESSTGLKGRGR

PNLVEVADQVHDESQCSESKLCPRKKPWESTDVRAPITEQPVP----------------FTTRPAREPLPADREFYYSN---------------------

PNAVEVEEVILDESCRTKSQLQPRPKPWEAIQPSGKDIEVYET-----------------GKVENSKDESSPTVGNHAS---------------------

PNVVSVPNITLDSSMRTESLLKPRLKPWERKAQGATVEEPQEL------IQKAKEITEHVESVNKTQSFESLSRYYAIEAEFEKQLQHFMDGSGKDATA-

PNILSVPNVTLDPSLVTKSNMKPRPKPWERNNAATSELAGEPP-------HQQTAVAEGPEICTRSRSSESLSKYYAIEAEFEQQLQSFLGGNEESEKLQ

PNILAVPNITQDPSLITKSSLRPRAKPWEQKKEVTVTIEGASD--------EAQAIDREAGAVSHSHSTESLSTYYAMETEFEQQMQSYLGGNEESRRSV

pn   6     d          pR 4PW                                                                        

      

      

 : 189

 : 187

 : 181

 : 184

 :  84

 :  66

 :  69

 : 110

 : 112

 : 111

 : 112

 : 111

 :  74

 : 119

 :  95

 : 110

 : 116

 : 113

 : 113

      

             

             

YJR012C    : 

Smik_10.29 : 

Skud_10.23 : 

Suva_12.97 : 

CAGL0B0389 : 

KAFR0E0190 : 

KNAG0M0137 : 

NCAS0D0180 : 

NDAI0C0299 : 

TPHA0A0020 : 

Kpol_1010. : 

ZYRO0G1185 : 

TDEL0E0482 : 

KLLA0D0966 : 

ACR033C    : 

Ecym_8268  : 

Sklu_YGOB_ : 

KLTH0B0178 : 

Kwal_33.15 : 

             

                                       

         *       220         *         

GDGNDDDNNTVTANPTAR---------------------

SDNDT----------------------------------

K--------------------------------------

NDK------------------------------------

---------------------------------------

---------------------------------------

---------------------------------------

NDQDAS---------------------------------

RMRIKLNVGNFFLNNFKVHIMMYNSPVPSRTMYQVTIDH

---------------------------------------

---------------------------------------

---------------------------------------

---------------------------------------

SSAALSDQSSNHTDKV-----------------------

---------------------------------------

---------------------------------------

---------------------------------------

---------------------------------------

---------------------------------------

                                       

      

      

 : 207

 : 192

 : 182

 : 187

 :   -

 :   -

 :   -

 : 116

 : 151

 :   -

 :   -

 :   -

 :   -

 : 135

 :   -

 :   -

 :   -

 :   -

 :   -
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YJR078W (BNA2) 

 

  

             

             

YJR078W    : 

Smik_10.36 : 

Skud_10.30 : 

Suva_12.16 : 

TPHA0B0150 : 

Kpol_520.1 : 

ZYRO0F1337 : 

TDEL0C0308 : 

ACR188C    : 

Ecym_4655  : 

SAKL0F1368 : 

KLTH0C0541 : 

Kwal_27.10 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MNNTSITGPQVLHRTKMRPLPVLEKYCISPHHGFLDDRLPLTRLSSKKYMKWEEIVADLPSLLQEDNKVRSVID-GLDVLDLDETILGDVRELRRAYSIL

----------------MRPLPVLKEYRISSDHGFLDDRLPLARLSSNKYMKWEEIVAKLPSLLQEGSKVRTVID-ELEVLDLDDSILGEVRELRRAYSIL

MNNTYTSEPQMPHRTKMRPLPVLEEYCISPHHGFLDGLLPLTRLSSKKYKKWEEIVAELPSLLQEGSKVRTAID-ELDVLDLDDTILGDVRELRRAYSIL

MDNTSTTEPQMPHRTKMRALPVLEEYCISPDHGFLDGRLPLTRLTSKKYTRWEEIVAQLPSLLQDGSQVRTAID-ELEVLALDETILGDVRELRRAYSVL

-----MTGILNYIRGVRNDDITLEKYAISAKYGFLSTKQPVQFINIEYYKPWEDIIENLPDLLKEG-NLREEIDTNLPILEVSDELLNNVFYLRRAYSIL

-------------MPSLNSIPRLEDYGVSERYGFLPRELPVQRLKDDYYESWEDVISKLPDLLVNR-ELRSEID-KLPELKVKQSLLDDIGQLRRSYCVL

-------------MSEEIPLPTLAEYGFSENTGFLPKDLPATSLSDAYYGKWEAIANNLPSLILTR-KIRNVVD-RLPILDVKPSLLSNIRELRRAYSVL

-------------MSNNIDLPTLEEYGLC-QNGFLPKEMPVTKLLDEYYRQWEAVANNLPSLLLSK-KIRSVVD-RLPVLKVKQELLEDEGQLRRAYSVL

-------------MSTELPLPVLEDYFVSAANAFLPDEFPVKELQDEYYRPWETIVSNLPALLLAR-QLRDVVD-QLKVLEVKKELFEDMRQLRRAYSVL

-------------MTLELPLPKLEDFGISKISGFLPQDFPATRLADVYYSCWEDVVGNLPSLIVSR-RLRVVVD-RIPKLKVKPELVADIRQLRRAYTVL

-------------MSQEVPLPILEDYGLSANNGFLPSEFPVTQLSDPYYKQWETIVANLPSLLLSK-RIRQIVD-KLPVLKVKDTLLANTPELRRAYSVL

-------------MSQEIPIPRLEEYGIGASNGFLPTEFPVTKLSDPYYKSWESVVEKLPSLLLSK-KIRCVVD-RLPILDVKESLLSDVRELRRAYSVL

-------------MSKEIPIPRLEDYGISASCGFLPAELPVTKLSDPYYKSWENVVDKLPSLLLSK-RIRDVVE-RLPNLEVRPSLLENIGELRRAYSVL

                    p Le 5  s   gFL    P   6    Y  WE 6   LPsL6     6R  6d  6  L 6   6      LRRaY 6L

      

      

 :  99

 :  83

 :  99

 :  99

 :  94

 :  85

 :  85

 :  84

 :  85

 :  85

 :  85

 :  85

 :  85

      

             

             

YJR078W    : 

Smik_10.36 : 

Skud_10.30 : 

Suva_12.16 : 

TPHA0B0150 : 

Kpol_520.1 : 

ZYRO0F1337 : 

TDEL0C0308 : 

ACR188C    : 

Ecym_4655  : 

SAKL0F1368 : 

KLTH0C0541 : 

Kwal_27.10 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

GFMAHAYIWA----SGTPRDVLPECIARPLLETAHILGVPPLATYSSLVLWNFK--VTDECKKTE------TGCLDLENITTINTFTGTVDESWFYLVSV

GFMAHAYIWA----SGTPQDVLPECIARPLLETANILGLPPLATYSSLVLWNFK--MADECKKTE------AGCLDLENITTINTFTGTVDESWFYLVSV

GFMAHAYIWA----TGTPRDVLPECIARPLLETADILGVPPLATYSSLVLWNFK--VADKCKKTE------PGYLDLENITTINTFTGTVDESWFYLVSV

GFMAHAYVWA----TGTPRDVLPECVAGPLLHAADILGVPPLATYSSLVLWNFK--VADECLQTE------SRCLDLENITTINTFTGTVDESWFYLVSV

TFLTNAYVWGNKFNGETPIEILSDNIAKPLLKIANILGLPPLSTYAGLILWNFK-TVSANNLCCE---------TDPIQIEILNTFTDLDDERWFYIISV

CFLANAYVWG----GDKPAQVLPDNIANPLLITSDKLGLPPLSTYASLILWNFK--LNDGEAAFDIISTQQSHEINPDVVTTINTFTGLIDESWFYIISM

CFIANAYVWG----IGETCDTIPDAIAQPLLRISEELEIAPLATYASLVLWNFKPVINDTDLVDD--------ILDLSNLTTINTFTGGLDESWFYLVSV

CFITNAYIWG----FDEPCDTLPDCIAKPLLIISEKLGLPPLATYASLVLWNYKPIVEDPELVDN--------IMDLSNLTTINTFTGGMDETWFYIVSV

GFIANAYVWG----YDDACDTIPESVAAPLLKVSEALGLPPLATYAGLVLWNFCPIFEDEALAGG-------SVWDLSNLRTINTFTGSMDESWFYLISV

CFIVNAYVWG----ADEVVDTLPDNIADPILVVSDELGLPPLATYSSLVLWNFRPIFTNTDLLED------GELMSVSNLTSINTFTGGFDETWFYLVSV

CFITNAYIWG----YDESCDTLPDCVAKPLLLISDKLGLPPLSTYASLILWNFKPIIEDPALTDD--------LMDLQNLTTINTFTGGMDESWFYLVSV

CFITNAYVWG----YDEPSDVLPDCVAQPLLKISEKLGLPPLATYASLVLWNFQPIVDDLDLAGD--------AMDLQNLTTINTFTGGIDESWFYLVSV

CFITNAYVWG----YDEPSEVLPDGVAKPLLVVSEKLGLPPLATYASLVLWNYQPIIDDAETAG-------CELMDLQNLTTINTFTGGIDESWFYLVSV

 F6  AY6W          d 6p  6A P6L     Lg6pPLaTY sL6LWN5                         n6t 6NTFTg  DE WFY66S6

      

      

 : 187

 : 171

 : 187

 : 187

 : 184

 : 179

 : 173

 : 172

 : 174

 : 175

 : 173

 : 173

 : 174

      

             

             

YJR078W    : 

Smik_10.36 : 

Skud_10.30 : 

Suva_12.16 : 

TPHA0B0150 : 

Kpol_520.1 : 

ZYRO0F1337 : 

TDEL0C0308 : 

ACR188C    : 

Ecym_4655  : 

SAKL0F1368 : 

KLTH0C0541 : 

Kwal_27.10 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

RFEKIGSACLNHGLQILRAIRSGDKGDANVIDGLEGLAATIERLSKALMEMELKCEPNVFYFKIRPFLAGWTNMSHMGLPQGVRYGAEGQYRIFSGGSNA

RFEKIGSACLNHGLEVLSAIRNGDKEDAAVVNGLEKLAATIERLSKALMEMEVKCDPNVFYFKIRPFLAGWTNMSHMGLPQGVKYGTEGKYQIFSGGSNA

RFEKIGSSCLNHGLDILRAIRDGDK-DGAVINGLENLAAAIERLSKALMEMETKCEPNVFYFKIRPFLAGWTNMSHMGLPQGVRYGAEGQYQIFSGGSNA

RFEKIGSSCLNHGLQILRAIRDGGD-DRAVADGLQNLAAAIQKLSRALMEMETKCEPSVFYFKIRPFLAGWTNMSHLGLPQGVKYGTEGQYKIFSGGSNA

FYEKIGGSVLECGVEILNAIKNEDI--RLLKSRLNLISSYTYILGDLFTRMNEHTNPDIFYNVLRPFLTGWENSKDLGLPNGVKYGRHGKYKKFAGGSNA

FYEKIGGVCLNAGLNLIRAARDDSK--AVFIEQINIIAEKVKILGDLFSRMDEKTNPDIFYNVLRPFLSGWKGMENEGLPNGVKYGKNGKFYKYAGGSNA

VFEREGSSCLVSGLKAIQAVRDNDS--GTLIEQLEIIAQTIDKLGDILMKMNEMCDPHIFYHRIRPFLAGWKNMEEVGLPHGVRYGSNGDYKVFAGGSNA

MTEKIGSSCVTSGLQAIKAARNNDI--DAVVSELKSIAEAIDNLGSVLMKMEAMCDPHIFYFRIRPYLAGWKNMAEVGLPKGVRYGSEGEYKIFAGGSNA

FFEKRGAQSMNDGLNAIRAVRSGDR--AGVVAHLQALAEGIDSLGALLGRMEEMCDPYVFYYRIRPYLAGWKNMADLGLPNGVRYGDRGEYRTYVGGSNA

LFEKLGSKCVTCGLDILQGIRNNDL--PRITSSLESLAQLIENLGSLLGRMDEMCDPHIFYYRIRPYLAGWRGMKTAGLPNGLRYGSKGEYKIFAGGSNA

FFEKIGAQSITSGLRAIQAVRNNSA--NVVISELEELAQAIDNLGSVLMRMEEVCDPHIFYYRIRPFLAGWKNMSDVGLPNGVKYGSEGCYKIFAGGSNA

FFEKVGGKCLSAGLEAIEAVREKNE--KTLLKSLEEIAQGIDQLGSLLMRMEEMCDPHVFYYRIRPYLAGWRNMADAGLPKGVKYGLDGQYQQYAGGSNA

FFEKIGGRCIDSGLQAIRAVREEND--KTLLTNLEDIAQGVDQLGSLLMRMEEMCDPHVFYYRIRPYLAGWRNMADAGLPNGVKYGKNGPFQQYAGGSNA

  E4 G  c6  G6  6 a 4            6  6a     L   l  M   c P 6FY  6RP5LaGW nm   GLP G64YG  G 5  5 GGSNA

      

      

 : 287

 : 271

 : 286

 : 286

 : 282

 : 277

 : 271

 : 270

 : 272

 : 273

 : 271

 : 271

 : 272
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YJR126C (VPS70) 

  

             

             

YJR126C    : 

Smik_10.41 : 

Skud_10.35 : 

Suva_12.21 : 

CAGL0M0061 : 

KAFR0E0426 : 

KNAG0B0684 : 

NCAS0J0213 : 

NDAI0J0284 : 

TBLA0B0620 : 

TPHA0K0056 : 

Kpol_1023. : 

ZYRO0B1482 : 

TDEL0D0070 : 

KLLA0B0454 : 

AER157C    : 

Ecym_1131  : 

SAKL0G1799 : 

KLTH0D1812 : 

Kwal_47.16 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

----------------------------------------------MRMIQRERKREKEEGQLKERTVVNMADPDDNEAEATGLQ-QYSGETTR------

----------------------------------------------------------------------MADPDDNEAEATGLQ-HYSGETTR------

----------------------------------------------------------------------MTDPDDNEAEATGLQ-QYSGETIL------

----------------------------------------------------------------------MVEPDDNEAEATGLQ-QYSGDSTR------

--------------------------------------------------------------------MSAIDDSQSDLR------PFPVDSND------

----------------------------------------------------------MTHEEETTPLLNEVENQSNGGDAISQRVPFDVPDEF------

-------------------------------------------------------------------MSDYSDRAATERE------PLVGDRSH--SPTQ

---------------------------------------------------------------MSQNSNYGSNSIDEDLETLP---PFLGLDNL------

-----------------------------------------MPRNNLYGTFSNDQDTPATTHSPRNRESSFSAPITEEQT------PLDNDMIR------

MDNNNTNIISNGRDKNNDDQPISDYSNQVTRVNDLLNDINANGGTLTPIQDEFLNPTPFENAPLANIDTNLEDDFDADADADEFR-PFLQQNNASTSTPA

------------------------------------------------------MDLSRNTTSDSNPNLYLSEPEDGD--------QLLWEIPT------

-------------------------------------------------------------------MTADECITDDESQ------PLLWENGE------

-----------------------------------------------------MSGNAGDDNMESSVHLAVPIPFGGEEQ------PLLMDGRS------

------------------------------------------------------------------MSQGANGESNRESE------PLLNGYSS----FG

----------------------------------------------------------------------MSIPYDEETQ------PLVPRGVT------

--------------------------------------------------------------------MATNENLVDETN------PLLPRPNTFAERQV

--------------------------------------------------------------------MNLRVDEHDPTQ------PLLSNHVNDEGLEE

----------------------------------------------------------------------MTSIQDQELQ------PLLQESRQ------

----------------------------------------------------------------------MEAHAESESQ------PLLHPTRT------

----------------------------------------------MVFRGEHDDIIKQLLCVLSLKQKTMESPNDEEVQ------PLLGPQRT------

                                                                                                    

      

      

 :  47

 :  23

 :  23

 :  23

 :  20

 :  36

 :  25

 :  28

 :  47

 :  99

 :  32

 :  21

 :  35

 :  24

 :  18

 :  26

 :  26

 :  18

 :  18

 :  42

      

             

             

YJR126C    : 

Smik_10.41 : 

Skud_10.35 : 

Suva_12.21 : 

CAGL0M0061 : 

KAFR0E0426 : 

KNAG0B0684 : 

NCAS0J0213 : 

NDAI0J0284 : 

TBLA0B0620 : 

TPHA0K0056 : 

Kpol_1023. : 

ZYRO0B1482 : 

TDEL0D0070 : 

KLLA0B0454 : 

AER157C    : 

Ecym_1131  : 

SAKL0G1799 : 

KLTH0D1812 : 

Kwal_47.16 : 
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-DDNEESM-----------NDSFT-----LTSRNRGRSNTISSIVS-GYEIMKEHMDKEKFMYLILASLLLYMGFVAAFAPRTSLSRDFRRFHSSRLTNA

-DSNEENM-----------NDSFT-----LTSRHRGRSDTISSIVS-GYEIMKEHMDKEKFIYLILASLLLYVGFVSAFAPRTSLSRDFRRFHSSRLTNA

-DEDEENM-----------NASFT-----STSRHRGRSNTISSIFS-GYEIVREHMDKKKFMYLILASLLLYLGFVAAFAPRTSLSRDFRRFHSSKLTNA

-DGDEENT-----------NDSFT-----LTSRHRGRSNTISSIFS-GYEMVKEHMDKRRFVYLILASLFLYLGFVAAFAPRTSLSRDFRRFHSSKLTNA

----GSSQ-----------PDGYGSIEQDERAFRRPRSDTMSTIRS-GIEIVRENMDRWKFLYLILASLFIYLSFIAAFAPRTSLARDLRRFHSARMTQS

-ENNGSNR-----------NSNFSGIV--TPVVRRMRSTTMSSIMSTSIQAVKGHMDKKRFVFLILSSFCIYLGFVAAFAPRTSLSRDFKRWHNSKLTTA

YVPGDDSI-----------ENGY------PMPRLRRRGSTISSIAS-GYNAIREHMDKRKFVSLVITSIVIYLGFVALFAPRTSLSRDFRRWHSSKLTTA

DNDGSDLF-----------DNDT------EQIRTRHRSNTISSIVS-VYELVKEHLDKKRFAYLVLASLFLYLGFVMAFAPRTSLSRDFRRAHSSKLTTA

----NDIR-----------DSPP------QQPSFRHRSSTITSIVSDGYHIVKEHMDKEKFIYLILTSIMIYFSFIVVFAPRTSLSRDFRRFHSTKLTTA

NTADEQSFFPVEDDFAVSGTDDVSETDNTTRVRRRGRSNTMFSIRS-GIDIVREQLDKDKFVLLILASTFLYIGFMAAFAPRTSLTRTFGWLHGSTFTKA

YVSDRVRR-------VNTGANSI------MSVLRRGRSNTVTSIRS-GIISMKEHVDKEKFFYLLFTSLFIYSGFMAVFAPVTSLASDFRLLHGSQLTEF

VLEEQNSI-----------HESI------VESIRRQRTNTITSIRS-GYQLVKEHVDKEKFIYLICLSLFLYLSFMAVFAPRSSLSMDFRWLHGSRLTEA

-----------------------------AGGVSRHRSNTISSIMS-GYEVVKEYFDKKKFVYLLLASLTVYCAFLAAFAPRTSLVRDIRRINSSKITEA

SEYLDSRR-----------PSSG------LPSIARLRSGTITSIRS-TYETVKEHMDKKKFAYLVLASLFLYLGFVGAFAPRTSLARDLRRIHASRLTDA

-----RRR-----------DNSV------ASFLARGRSNTINSLKS-GFETVKKHK--NEFWLLIIGSLVLYLGFTLAFLPRTSLSRDFRRLHFSKLTKS

LAAGARPR-----------TNSV------ASLLARGRSNTIDSLRT-TYAVVRRHR--TGFAFILFVTFLVYCAFVLAFLPSTSISRDFRRLHFAKVTKD

QSTTRVRR-----------KNSV------ASQFVRARSTTINSLRS-TYETVKVHK--TQFVLILLSGVLVYTGFLLAFMPSTSISRDFRRFHFSKLTKE

-------R-----------ENSV------ASFLGRSRSSTINSLKS-GYYTVRRHRHFKKFVYLLLASFLLYFGFTLAFLPRTSLSRDFRRFHFSRLTKA

-------R-----------ENSV------ASLFARGRSNTINGLKT-GYDTVKRHR--IQFLYFSFASLVLYLTFTLAFLPRTSLSRDFRRLHFSKFTKA

-------R-----------GDSV------TSFIARGRSNTIKSFKA-GINTVQKHR--AGFLTLFVASIMLYMGFTLVFLPRTSLSRDFRRLNFTRMTKA
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EVYRIYLNSLQ--QENRAKEHVYKYAGYM---SNGASDSSTFKYTLDEFLDMGYKPKVEKYYPWIGEPVDTNVAPLENGKVVYEASMIEDRV-----KG-

EVYRIYLNSLQ--QENKAKEHVYRYAGCM---SNGLSDSSAFKYTLNEFLDMGYKPKVEEYYPWTGELVDTDVSLLKNSEVVYRASMIEDKI-----KG-

EVYRIYLNSLQ--QENRAKEHVYRYAGHM---SDGLSDSSALKYTLNEFLDMGYKPKVEKYYPWVGKLVDTNVALLENDEVVYQARMIEDKI-----TG-

EVYRIYLNSLQ--QENRAKKHVYKYAGHM---RSELGDSSALKYTLDEFLNMEYKPKIEKYYPWVGKLVDTNVALLEDNKVVYQASMVEDWI-----KD-

EVYRIFLDTLL--YENKAEQHHDAISKTN-----------GTSYIKNYLIDLGFEIKNDSYYAWVNTPVKQQVRVIQDDEVIYQAKLKEDLT--------

EVYRIYLDTLQ--NSNHVMQHVKNYSERF--ESQEASAEWSLEYTVSQLRALGFQPKLEKYYPWVSKLVDTQVELLEDGLPIFKATLLEDCLH-------

EVFRIYLNALQ--DENRIKKHVHSLTE---------GNTNSLDYMLQQFHELGYRPKLENIYPWITQHVDTQLKLISGGETIWDAPLIEDCN--------

EVYRIYLSSLQ--VENHAETHLKNLSENG---RDDNRDGLNLQYLEDQFHDLGFHPKLTKYYPWISRPLDVDVQLLRDGKSIFKATMEEDDV--------

EIYRIYLDTFQSGRPHLIADHLETLNELN---NRDDRESQILEFMVKQFKDLEFIPKIENYYPWVTEPILTSVSLLDGENTIFNAAMMEDCLLEKKGDN-

ETYRIFLTALQ--EENKAKYHVHNYATANKNGVHETGDLNTLHYTIDQFTELGFTTKQESYFPWLNINGETQVSLFHGNQMIFNASMIEDCLP----SE-

EAYRIYLDELS--VQNLAKKHVSQYSNSI----INPGDSDALRYTVNELEKLGFDPRELKYYPWVNTPIDTKVELIQNGDLIFEPTLKEDIL-----QG-

EVYRLFINKLD--EVNLIKTHIGKLSDGS----KRPGDQSELTYVTEQLEKLGFNPKLEKYYPWMSTPNDTKLQLYYNDNIKYNFGLIEDCL-----EDY

EVYRIFLDTMH--EHNGAQDHLRNYTHQG----HNIGDQNSLEYTVNQFKQMGFEPKLEKYYPWINKPVHTGVTLYRKEEIAFEATMMEDCV-----QD-

EVYRIYLNALY--SENHAGEHLKNYTSQL----HGTGDAHVLDYTVSELRKLGFDPKLERYYPWVSEPVDTQVALYVDDTITFNATLKEECV-----AE-

EAFRIYVETLM--KENKCQDHLSNYTSHI----HWAGDAHALEYTINELSMLGFTPKLEEYHTWLNEPVKTEVTLWDQNHLLYNASMTEDYI-----SE-

EAYRLFVTSLL--WENYAKGHMRHIASKN----HPAGDSRALKYTMRELRAYGLNPVCETYYPYFNTPIRTEVSIWTNGLEAEKLSTWEDVL--------

EAYRIYVSSLL--SSNNAKSHLRNYTAHR----HWAGDMRALHYTVEQLQLLGFKPKLESYYPWLNTPINTSVSLWIDGELDYSASMIEDFL-----ND-

ETYRIYLESLQ--RQNNAQKHSRAYTKHR----HLSGDQRVLQYTVDELKSYGFLPRLEKYYPWLNTPVDTGVSLWIDDKMVFNATMFEEEL-----RE-

ETYRIYLESLL--RENQIERHLDAYTAER----HLAGDQNALDYTVNELKALGFSPKIEKYYPWLNTPIDSGMSLWINGTLEFKSGMAEDAL-----EE-

ETFRLYSQTLQ--RENLAKEHLRNYTSQE----HLTGAKSALDYTVNQLENLGFSPKLEKYYPWLNTPVDAGMSLHISGKTTFESSMIEDAL-----EE-
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YJR136C    : 

Smik_10.43 : 

Skud_10.36 : 

Suva_12.22 : 

CAGL0M0039 : 
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KNAG0B0681 : 
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----------------------MTAVTDI-IDELNDSSLSSTRLRELCLQLRKKTDT-GCAITVSDEVNLIESLSYHSISP---GVDIQINTDVLQTIDY

----------------------MTPIDDI-ISELNELKISSARLSELCLQLREKVDT-TCAITVADEIKLIESLSYHSISS---RLDIQINNDVLKTIDR

MKTMKEMKTRRRAKNQKGTKKRMAKISDI-IDELVDTKLSPARLSELCFQLRENVDD-VYATTMADEIKLIESLSYLSLSP---GTEIQINNDVIKTIDK

----------------------MTTISDI-TDELNDPGLSFTRLSELCTQLQDGIDS-RCGLTVKDEIKIIESLSYHSIHE---GVDLQINKHVLKTIDC

--------------------MKCGNLII----VADGVIDDKDIINLACDEVLDTDDD-LIHNDALDWRNIILNLSFRCYSV--NDEDYLLAEKSNLVISR

------------------MTGLYERFVAK-CNTIEVPQADSELKEDIETLSVILKEDASRHNLKYIRYNAIKALSYFTMDP-----DMKVRKIAISTMEE

------------------MSSAISQFIEKVATSERSEDVSLCEIETAVNEVKRQGDEISRGTTI----HLIQQLSCFALDQ-----DAKKAQCVIKFVNT

-----------------MNREPWQTFVDRCLNGKDIPTVTSDELQQLKKI--------SLSADVVDSQELILALSYAIMSD-----PDEIIPLILQLTSP

------------------MMELVDQFKIPASNINLLPKLSYKDLNGIDKLLQDNNNDANMQLDDIQRKQLILCLLLLIVDN---------ESHVLKIVDK

-------------------MEQILENRNI-NDLKNVKKLSSSQLQTIEKEIDRVSYD---------NLILLKNLSLLTLEN------DSRKETSLYLIQK

-------------MFTSADTAEIESLLDE-SDLKSPGFLNDDVVRRMCEYISHNKNG-SNSVNL--KIKCIQFVSYCVLGD---IVTKEISDLSATTVDS

-------------------MEQLEDFINN-YDYSKQNEVEYEILYEICMTFLDIIQTLPRDMVI----KLLNIFSTFSLGM------DKKSSICFNTLNQ

-------------------MEELKAFVTK-FDGAHLPTIDDDDLRQTCSHLRDHATD-----DVNTSLQVIQCLSYFTMDK------EPRGSKCLETIKI

-----------------MLVKKIESFNLK-FVGIKIPEISELELTELCKESTE-----VLPRDV--FLSFILNLSYLTLNK------GTIGRISIETVHR

------------------MNQHVLNFLLN-LEEDKLSVPSKDSVEQLIIFYDKNINVENKEEWF---TKGLVSLSYFLLNE--HWTRYEQRDRVTHLIDN

---------------MPDNTSSLLHFTTA-VEQSPDYTPTDDELLQVCHVFAAGTP--ISKEEL---HKAAQYLAYYSMSE---RVKQSTIDQCIQIFKE

---------------MHSNYENSRIFLNR-VDSSMNYLPRDDELIEICGIIDANEND-----IKSLRYNLILRICYYTMDD---RLSPSTAIRCRDTIKN

---------------MMTERVELSRLLTE-IDSQIDDLPHEAQVEDLCRALTQNKEI-ISQESL---ARCLQYLSYFTINSLPWTTNEHLCHKCFSVISD

----------------MDRDKSITTFIGN-VGSSLDYKPTAEELSDVCDQLLKEHTQ-MSSIGI---AAAIKSITFYCLDK---RLNGEIRQGCLECIKA

----------------MNFEERIDTFNDR-IESSLSYNPSSDEVLEVCSSVVELKRN-LSARVC---ATTVRCIAYFCYDD---SLPETTRSKCLQSITL
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YFQR-N---KSEHDEIMCVLISKLQPLLLK---RKSNFELKEQRNL------GLKPTLGMSLK--------EDNLMQAWVSQGGLKGIPLFYVILLHLKR

YFQL-S---EGNYDGIMWGLISALQPLLLK---GKSNSGLKEQRNP------GLKPTLGLSMK--------EDNITKAWVNQGGLKSIPLFYVILLYLKR

RFQS-G---RNHYGDIVRGLISSLQPLLLK---GKSNSELKGQQNL------VLKPALGMSLK--------EDNLREVWIGQGGLKSIPLFYVVLLHLKR

YFRR-N---AHDHDGIMQALISSLQPLLLK---GKSNSERKQQQNL------GLKPVLGMSLK--------EDQLKEVWIRQDGLKSIPLFYVILLHIKR

YFSR-AS--RDKILEITSFLITKIQPLLIN---KKNAVIDKQSK--------GLNPKLGFSFG--------DDEVYEIWKKNGGIRSIPLCLTILSHLPI

LCAK--------DSNLLPQLIDDVRNSLQK---LGHRGKDEQN---------GLKPQLGLALK--------GDKIMSDWKSQGGLKDIPIFNTILLNLPR

LWDA------TDGDPLYVDLIPLLKPHLLL---NLGDGSSAKRRNRVAP---GLNPVLGVSSQ--------EDEIRSRWKSQGGWKHVGLFYIVLLHLQH

AFTK---------KMAVDCLIEQLQPLLLK---VSNRKLKREPMRLNNN---------NVDFR--------QDEQRTQWKQNGGMKSIPLIFTIIRLLDR

LLHP-QEGLVVNREDIIKWLVDRLQPLLLK---NSANTNASDLQKVKYKFDNGIKKNILLNTKLRLNMFQDDDDEKLKWKQNGGLNSIPLMYGILKLLHR

LLDK-SD--ERARTILLEDFISFVKNNLLF---IKQRHHTTREENI------GLNPKLGISLE--------DDQLRDTWRANGGIYVIPMFFTAIHFMER

VLSK-NI--D-DKDIIMDGLIANIQNLLYK---PSNSFANVRSKSLGS----GLNPKLGFNRT--------DETNLEQWKLNGGLYSIPLLHVILRHLDR

VLGCAD---DANSRWMLHGLIDHLQPLLLK---CSNSGKTE-----------GLRPNLGFSIK--------NDDLRTKWLDCGGLQSIPLFYTILRFMKR

VVDKLTNDTNWSYDELLTWLIDRLRPLLLR---TKESSRQSNKNENN-----ALKPKVGQSYK--------EDEQRQAWRNEGGLKSIPFFYVVLFNLKN

LITK-S---RVNEEEIVKWLIENLQPLLLR---TEDRRRDTVKS--------GLRPSVGMSLK--------DDEARRIWKERGGIRSIPLFYVVLLHLQH

YLDR--------DHDLVHSFISALKPMLIKSTGINNDNLTPSGRRKIESSRPGLQPRLGFEQTF-------GESRWKEWRTNGGLRSIGLFYIILRHLGK

IMT----------DELLDHLIQQLQPMLLR---TNNSRTTAAGRFKKETAT-KLKPQLGFGIE--------NENAVSAWKRSGGLRSIPLFYVVLSVLKH

LMS----------EELLEFLIKSLNPILLK---LKNNKASKSGRKKIEDNSFILRPRLGFSAK--------EDDLRTAWKNEGGLRSIPLFHIVLTYLKH

FMT----------DDLLQVLIDRLRPMLLA---IKNQKSSNSGRSRYTMGT-GLKPKLGFGGE--------EDRIRDEWKRGGGLKSIPLFYVILSHLKS

VMN----------AEVWAILAEDLRAMLIQ---LRNKQISAAGRLKGSNTL-TLRPTKGFSLQ--------EDKVRNAWQENGGKRSIPLFYVVLAHIEH

VID----------PEVLTLLIEDLRSMLMQ---IKNNKVSNGGRLRNSDAF-ALNPSKGFSFE--------EDKVRNDWQENGGLRSIPLFHVVLSHIKH
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RDISTNLSWIIPGILNILDDTT-DIRRIKLRGVLLLQTLLNHTFMN---ETNDSKWIQFSSTGLFPLFEKTLINMCYFLPPSYNADETIAIWRVVFPTIQ

KDVSTNLSWIIPGIINILDNTT-DIRKIKLRGVLLLKTLLDYTFMS---EPDNPKWIQFSSTGLFPLFEKTLINMCYFLPPSYSADETVAIWRIVFPTIL

KDVSTNLSWIVPGILNILDDTT-DLRRIKLRGVLLLQTLLDHTFVC---EIDDSKWIQFSSIGLFPLLEKILVNMCYFLPPSYNANDTLAIWRVVFPTIH

KDVSTNLSWIIPGILNILDDTT-DLRKVKLRGVFLLQTALDHTFMH---EINDSKWIQFSSTGLFPLFEKALINMCYFLPPSYDANETLAIWRLVFPTIN

DKISTNLWWISPFILNLLDATS-DLQNLRLPGVKLLHVMLEKVFI----DQYSNKWLKFKDTGLFQEYERILINFCFYLPPSYDSQNTLLIWRQVFPAIY

NQISENLWWIRPGILSLLDDTT-DLRGIKLNGVKLLGTLVDRCF-----IDVSDKWISFKETGLFDLTEPMVRNLCYYLPPTYSMEDSISVFEAVIPTLR

RDVSVELRWITPGILNLLDDPH-DIP-LRVQGVQLVHAFVE-VF------RDPEHWVPFSSTGLFLLFEPVLKNMCYLVPTLYSTMDTTRVWRSVFPALI

SDISSNLGWLTPAMLNLLDDTS-DLTGIKLKSVILLDEFLNKFNNDNVDDTDDDKWISFKDTGLFALYEPILKLLCYYIPPMYTEKESLSTMQIAYPTLI

NEISSNLWWINPAILNLLDDTT-DLQGIVLKGVLLLNIFLQKFET----FDKDDKWITFKDTGLFQLYEPLLKKMCYFIPPMNKEQESIQVMTLVFPVLN

QNISSNINWIVPGILNILDDTS-DILNIKLKGVSLLNELLCITS-----TNVKDSFLSFDQLGLFELFEPILSNMFYYLPPSYDSKIVLKIWNQLFPTII

KHFSSNIWWITPAILNLLDDTS-DLHKIKLKGVKALQTLLKYPFCSLP-NGKESQWISFEQTGLFGIFEPILVNMTYFLPPSYPAKETCIIYESIFPALI

NEISSNLWWITPGILNLLDDTT-DLERIKLGGVKLLQVLLEHTFAGS--VVEDERWMSFPETGLFKLYEPILINMTYYLPPSYSSKETLMVFEMVFPTLE

RHVSSNLWWITPGILNILDDTT-DIVGVKLKGVILLRVFLENCF------EDQKNWVSFSDLGLYELYSPILWNLCYYLPPSYDSNTSLSILQTVFPTLN

RNVSSNLWWITPGILNLLDDTT-DLAGIKLRGVLLLRTFLSNAF------KDQTHWISFKETGLFKLYEPILLNMCYYLPPSYSSDESLKVWREVFPTLN

QEISANLPWISPGILNIIDDTTLGPENVRVYGIMLLCTLLESVL-----NKRDTYNFNFKDTGLQKVYEPILTNLLYNLPPSSTPEETLRTWKVTYPALQ

ESISSNLWWISPGILNLLDESD-DIEKVKLPAVKLLRRFLECTI-----DVSDAVHFSFAATGLFAVYQPILVGLCHQIPPIIEARQSQIIWNTAYPTIL

DQISSNLWWITPGILNFLDD---DQQEVKLSGVKLLRQFLEVSI-----DYSNTLQFSFSGTRLFDIYHPILLNLCYHMPPLTDVKTVTIIWRDVFPTLI

QNISSNLWWITPGILNLLDDTS-DIVGVKLQGVALLKQFLETTI-----DLKDTSHFDFSQTGLFDAYQSILNSMCYYLPPSVDPKTTLTVWRAVYPTML

RNISSNLWWVTPGILNLMDDTT-DLEGIKLQGVVLLRQFLTESI-----DLTDANHFDFANTGLFEIFDSSLKSLWYHFPPSTEPILTAKIWDLVFSTYI

RDISSNLWWITPGILNLIDDTS-DIEKIKLQGVLLLRRFLVETL-----DLSDDAHFNFANTGLFTIYHNTLTSMWYHFPPSTERALTAKIWDAIFSTII
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YKL021C    : 

Smik_11.23 : 

Skud_11.20 : 

Suva_11.20 : 

CAGL0F0685 : 

KAFR0C0383 : 

KNAG0H0018 : 
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MLLNTTYTVFIFFLLRIIKFKIKAENFLEHEKLKTHGTSSRKDPKGQVKNSCRKMSAIGDKNQFRIIVGSYEHNILCLSLDIPNQKENDAAKTPHFMPIF

------------------------------------------------------MSDIGGKNQFRIIVGSYEHNILCLSLDIPTQKKDDVAKTPHFMPVF

------------------------------------------------------MSDIEGKNHFRIIVGSYEHNILCLSLDIPVQKKDDATKTPHFMPIF

------------------------------------------------------MSGIEGKNQFRIIVGSYEHNILCLSLDIPVQKKNDEAKTPHFMPIF

----------------------------------------------------------MSRNQFRIVVGSYEHNLLCLSLDL-T------LETPVFTPIF

----------------------------------------------------------MTKNQFRVIVGSYEHNILCLSLDL-T------LETPVFVPIF

----------------------------------------------------------MASNQYRIIVGSYDHNLMCLSLDLSS------ASEPLFTPIF

----------------------------------------------------------MAKNQFRIIVGSYEHNILCLSLDL-S------LKTPLFTPIF

----------------------------------------------------------MPRNQFRIIVGSYEHNILCLSLDL-T------LSTPVFTPIF

---------------------------------------------------------MPAQNQFRVIIGSYEHNIMCLSLNL-D------KETPLFTPIF

----------------------------------------------------------MARNQFRIVVGSYEHNILCVSLDL-S------SATPLFTPIF

----------------------------------------------------------MDRNQFRVIVGSYEHNILCLSLDL-S------LATPVFTPIF

----------------------------------------------------------MARNQIRIIVGSYEHNILCLSLDL-S------LSTPIFTPIF

----------------------------------------------------------MSGNQFRIIAGSYEHNILCLSVNL-S------LPTPVFTPIF

----------------------------------------------------------MPDNQFRIIVGSYEHNLLCLSLNL-S------LTQPLFTPIF

----------------------------------------------------------MAGNQFRIVVGSYEHNLLCLSLNL-E------LETPLFTPIF

----------------------------------------------------------MSGNQFRIIVGSYEHNLLCLSLNL-D------MSEPLFTPIF

----------------------------------------------------------MPRNQFRIIVGSYEHNLLCLSLDL-S------LSTPLFTPIF

----------------------------------------------------------MSQNQFRIVVGSYEHNLLCLSLNL-S------LPSPLFTPIF

----------------------------------------------------------MSQNQFRIVVGSYEHNLLCLSLNL-S------LSTPIFTPIF
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HFQAHSLSIKCLAVSRRYLVSGSNDEHIRIYDLQKRKELGTLLSHQGSITALQF--SHPASSSEDAAVSKG------SKNSKWLLSASEDHKIMVWRVKD

HFQAHSLSIKCLAVSRRYLVSGSNDEHIRIYDLQKRKELGTLLSHQGSITALQF--SHPASSSEDSTVATK------GKNSKWLLSASEDHKIMVWRVKD

HFQAHSLSIKCLAVSRRYLVSGSNDEHIRIYDLQKRKELGTLLSHQGSITALQF--SHPASSSEDATVAKG------SKNSKWLLSASEDHKIMVWRVKD

HFQAHSLSIKCLAVSRRYLVSGSNDEHIRIYDLQKRKELGTLLSHQGSITALQF--SHPASSSEDATVAKG------SKNSKWLLSASEDHKIMVWRVKD

HFQAHSLSVKCLDISKRYLVSGSNDEHIRIYDLQKRKELGTLLAHQGSITNLKF--SKVSDQEPK------------STSGKWLLSASEDNKIIVWRVKD

HFQAHSLSVKTLDISKRYLVSGSNDEHIRIYDLQKRKELGTLLAHQGSITALKF--SKNE-----------------ASTNKWLLSASEDKKIIIWRVKD

HFQAHALSVKCLDVSKRYLVSGSNDEHIRIYDLQKRKELGTLLAHQGSITALKF--SSG------------------ESNGKWMLSSSEDNKIIIWRVKD

HFQAHALSVKCLDVSKRYLVSGSNDEHIRIYDLQKRKELGTLLAHQGSITNLKF--SKSKTENGDGE----------GSNNKWLLSASEDNKIIIWRVKD

HFQAHSLSVKCLDVSKRYLVSGSNDEHIRIYDLQKRKELGTLLAHQGSITNLKF--SKTKHGSTEGE----------GSNNKWLLSASEDHKIIIWRVKD

HFQAHSLSVKCMDINQRYLVSGSNDEHIRIYDLQKRKELGTLLAHQGSITGLKF--SKTE-----------------DNKSKWLFSSSDDKNIIIWRVKD

HFQAHALSVKCLDISRRYLVSGSNDEHIRIYDLQKRKELGTLLAHQGSITALMF--SKSRASLNEGDEKDERVVDGSSSGSRWLLSASEDNKIVVWRVKD

HFQAHSLSVKCLDISKRYLVSGSNDEHIRIYDLQKRKELGTLMAHQGSITDLKFSTSREVTEGGNGDGKTDAVVEGSGSGSKWLLSAGDDNKIIIWRVKD

HFQAHTLSVKCMDVSNRYLISGSHDEHIRIYDLQKRKELGTLLSHQGSITSLKF--SRKVINSNNEDETQLAKPGA-EGKSKWLFSTAEDHKILIWRVKD

HFQAHTLSVKCLDISKRYLVSGSNDEHIRIYDLQKRKELGTLLAHQGSITTLRF--SNSAKEKQEEGSEIK------PSASKWLLSASEDNKIIIWRVRD

HFQAHSLSVKCLDISKRYLVSGSNDENIRIYDLQKRKELGTLLGHQGSITNLRF--SRGKDADGQD-----------IQLNKWLLSASEDHKIIVWRVKD

HFQAHALSVKTLDISRRYLVSGSNDEHIRIYDLQKRKELGTLLNHNGSITSLRF--SRATTDKDGK-----------QQGNKWLLSASEDHTIIIWRVKD

HFQAHSLSIKCLDISRRYLVSGSNDEHIKIYDLQKRKELGTLFNHNGSITSLKF--SRAKDVGGNGT----------PQNNKWMLSASEDNKIVIWRVKD

HFQAHSLSVKCLDVSKRYLVSGSNDEHIRIYDLQKRKELGTLLSHQGSVTNLRF--SRGKKPDSSEETVDGK-----GSGNKWLLSSSEDHKIIVWRVKD

HFQAHSLSVKCLDISKRYLVSGSNDEHIRIYDLQKRKELGTLLSHQGSITSLKF--SRGAAIPNQDGDDSEKPVT--HGNSKWLLSASEDHNLVVWRVKD

HFQAHSLSVKCLDISKRYLVSGSNDEHIRIYDLQKRKELGTLLSHQGSITALKF--SKGTKIEDKNEDDTGLTTG--RGNSKWLISASDDHNLVIWRVKD

HFQAH LS6Kc6d6s RYL6SGSnDEhI4IYDLQKRKELGTL  HqGS6T L F  S                        4W6 SaseD k666WRV4D

      

      

 : 192

 : 138

 : 138

 : 138

 : 121

 : 116

 : 116

 : 123

 : 123

 : 117

 : 133

 : 135

 : 132

 : 127

 : 122

 : 122

 : 123

 : 128

 : 131

 : 131

      

             

             

YKL021C    : 

Smik_11.23 : 

Skud_11.20 : 

Suva_11.20 : 

CAGL0F0685 : 

KAFR0C0383 : 

KNAG0H0018 : 

NCAS0H0353 : 

NDAI0C0017 : 

TBLA0C0099 : 

TPHA0N0185 : 

Kpol_1057. : 

ZYRO0D0061 : 

TDEL0B0758 : 

KLLA0E0796 : 

ACR166W    : 

Ecym_5635  : 

SAKL0G1966 : 

KLTH0C0061 : 

Kwal_14.88 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

WETVGTLKGHTARVNDVDIHPTNRIAISVSDDHSIRLWNLMTLRNAAVLKLRKYNTNGTCVRWLGAKGDYFAVGLRDRVLIYETGSAKVFKEIVFQRKTL

WETMGKLKGHTARVNDIDIHPTNRIAISVSDDHSIRLWNLMTLRNAAVLKLRKYNTNGTCVRWLGAKGDYFAVGLRDRVLIYETESAKVFKEIPFDRKTL

WETVGSLKGHTARINDMDIHPTNRIAISVSEDHSIRLWNLMTLRNAAVLKLRKYNTNGSFVRWLGAKGDYFAVGLRDRVLIYETGSAKVFKEILFDRKTI

WETVGSLKGHTARINDMDVHPTNRIAISVSDDHSIRLWNLMTLRNAAVLKLRKYNTNGSFVRWLGAKGDYFAVGLRDRVLIYETGSAKVYKEILFDRKTI

WENFGTLKGHTARINDMDIHPSNRVVASVSEDHSIRLWNLMTVKKAAVLKLKKYNQNGQFVRWLKAQGKYFAVSLMTKVLIYDSTTAKVYREIDTGRKTI

WENYGTLKGHTGRINDLDIHPSSRIAISVSEDHSIRLWNLMTVKKAAVLKLRGYSQNGQFVRWLGSSGDFFAVALLNKVLIYTTATAKVHSEIDF-KKTI

WENYGVLKGHLKRVNDIAIHPSSRVAVSVSDDHSIRLWNLMTMKKAAVLKLRKYDQNGQFVRWTD-NGDHFAVALMTKLLIFSTANAKVHFEVDISKKTI

WENFGTLKGHIARINDVDIHPSNRVAISVSEDHSIRLWNLMTVKKAAVLKLRNYSQNGQFVRWIG-NGDYFAVALLNKVLIYKTAAAKVHCEIDMNKKTI

WENFGTLKGHIARINDIDIHPSNRVAISVSDDHSIRLWNLMTVKKAAVLKLRKYSQNGQFVRWLGKDGEFFAVALLNKILIYRTSTAKVHCEIDIEKKTI

WENFGILKGHMNRINDFDIHPSNRIAVSVSEDHTIRLWNLMTVKKAAVLKLKKYSQNGQFVRWFN-NGEYFAVALLNKVLVYKTSTAKVHCEIDMGKKTI

WENFGTLKGHTARINDIDIHPSNRVAVSVSDDHSIRLWNLMTVKKAAVLKLRKYSQNGQFVRWLG-NGDFFAVALLNKVLIYKTSTAKVVKEIDIEKKTI

WENFGALKGHTARINSIDIHPSNKVAVSVGEDHTIRLWNLMTVKKAAILKLKKYSQNGQFVRWAGENGEFFVVALLNKILVYKTATGKVVNEIDMVRKTI

WEDFGVLRGHTARVNDIDIHPSNRIAVSVSEDHTVRLWNLMTIKKAAVLKLRGYPQNGQFVRWVGSEGKYFAVALLNKVLLYDSSTAKVSQEIDVGKRTI

WENFGVLKGHTARINDLDIHPSNRIAVSVSEDHSIRLWNLMTVKKAAVLKLRGYPQNAQFVRWLGDDGQFFAAALLNKVLIYKTSTAKVQSEIDLGRLSI

WENFGTLKGHTARINDFDIHPSNRVAVSVSEDHSIRLWNLMTVKKAGVLKLRKYNQNGQFVRWCGENGSYIAVGLLNKLLIFKTETAKVHREIDFSRNTL

WENFGKLKGHNARINDLDIHPSNRVAXSVSEDHSIRLWNLMTAKKAAVLKLKKYNQNGKYVRWCGKDAGFFAVGLVTKVLIYNAATAKVHHEISTGNKTI

WENFGILKGHTGRINDLDIHPSNRVAVSVSEDHTIRLWNLMTAKKAAILKLKKYNQNGKFVRWCG-NGEFFLVALANKILLYNTATAKVHREIDTGRKTV

WENFGTLKGHTARINDLDIHPSNRVAVSVSDDHSIRLWNLMTVKKAGVLKLRKYNENGQYVRWCGENGEFFAVGLLTKVLLFKTATAKVHREISVGKQTI

WENFGTLKGHSARINDFDIHPSNRIAISVSEDHSIRLWNLMTVKKAGILKLKKYNQNGQFVRWCGDNGEFFAVALLNKVLIYKTSTAKVHREIDVGRSTI

WENFGTLKGHASRINDFDIHPSNRIAISVSEDHSIRLWNLMTVKKAGVLKLKKYNQNGQFVRWCGDSGEFFAVALLTKVLIYKTSTAKVHRELDTGKSSI

WE  G L4GH  R6Nd d6HP3n46a SVs DH36RLWNLMT 4kAa6LKL4kY  Ng  VRW g  g  fav L  46L65    aKV  E6     36

      

      

 : 292

 : 238

 : 238

 : 238

 : 221

 : 215

 : 215

 : 222

 : 223

 : 216

 : 232

 : 235

 : 232

 : 227

 : 222

 : 222

 : 222

 : 228

 : 231

 : 231
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YKR056W (TRM2) 

  

             

             

YKR056W    : 

Smik_11.31 : 

Skud_11.29 : 

Suva_11.29 : 

CAGL0K0836 : 

KAFR0G0067 : 

KNAG0C0125 : 

NCAS0B0810 : 

NDAI0B0541 : 

TBLA0D0572 : 

TPHA0A0298 : 

Kpol_2001. : 

ZYRO0D0312 : 

TDEL0H0096 : 

KLLA0A0566 : 

ACR256C    : 

Ecym_5199  : 

SAKL0C0640 : 

KLTH0F0567 : 

Kwal_33.14 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MYEQFEFSFFFFENSDNKVKYKAHLISSIKRWSIITCMRCFWTVQKSIFKARFFACRNFVKKHNY--------KLISTMTGSTEMVPPTMKHTVDNKRLS

-------------------------------------MRRFWIIRKPVFRSSFYTCNSFIKKYYY--------TLITTMTDNTTTTSLTVEHPGDNKRLS

-------------------------------------MRQFWLLQRPIFRSSLYFRHNLTKSHYC--------APIFGMTENITTPASTVKQIGDNKRLS

-------------------------------------MLRFWISKKPIFRPSYYLYRNIVKNYCC--------KPITKMTETTTKETSTVQQSADNKRLS

---------------------------------------------MNLLVKGSLVNIGLRSGILR-----------RSIKRCFKMEALNNQNIEDSKKRQ

----------------------------------------MFLIGRNSFRFIAFPSLA---------------RAVAYSSVSTRRLIMSESNSETIKRPA

--------------------------------------------MFQLLRRNWYKAQVCLRG--------------TKISHTTNSILMSSESPNDTKRPS

---------------------------------------------MNIFKRGSLQTFLKL-------------SFAPRPRFYQLPISTRMSTETVPKRTI

---------------------------------------------MELFKRGSSKLLRFLRLQKP--------TTMPTSSSSSPVSVPHTEKTNLNPKRS

--------------------------------------MLTFSHGLTRFINHNIVYRPSISRLLK--------LKFKRQIFVLSKMSVTNKNAEIAKRPL

-----------------------------------------MFLRNSSRLISALPSSTILRHYHKNSFI----SKMSSLNATVPSAMPIDNAANEYRKRV

------------------------------------------MINLHLLHRLSSRSLPRL-------------YNSTKIFKMSEPLIPNDSVNIVNKRAI

-----------------------------------------MIAWKSVIRPIKTVLRSRINSIGC----------YSILKSNMTTVADSTAEINNNKRQL

--------------------------------------------------------------------------------------MTSMGTNETVKRSL

-----------------------------------------MQLARIIFQRGFLRTFGTV----------------------AKKEFINMSTQVELKRVA

-----------------------------------------MFIRRTVLKSIPPLQFHLLRRYTMATD-----PKLATFPAGSPANVGIDGAAAEMKRPG

-----------------------------------------------MLVRITPRRVSFILRSYRNISRTMSVDSTPSVSVTLPNNIAVDPITTELKRPA

-----------------------------------------MFIGRTVLKTTTAITRQTIARAIPNTAFNILGRNMSSVTTPPKTASPASPAKNDLKRMA

----------------------------------------MPSGSFNILKACGRSAFASISTWKKTI------AVCRTMSSDAVTIASPTEKATDLKRRV

-----------------------------------------MPIGRIGILKAFTRNLIVFPRLHRFPF-----VGFSNMSSSAVELNTSEANAMSLKRRV

                                                                                                 4  

      

      

 :  92

 :  55

 :  55

 :  55

 :  44

 :  45

 :  42

 :  42

 :  47

 :  54

 :  55

 :  45

 :  49

 :  14

 :  37

 :  54

 :  53

 :  59

 :  54

 :  54

      

             

             

YKR056W    : 

Smik_11.31 : 

Skud_11.29 : 

Suva_11.29 : 

CAGL0K0836 : 

KAFR0G0067 : 

KNAG0C0125 : 

NCAS0B0810 : 

NDAI0B0541 : 

TBLA0D0572 : 

TPHA0A0298 : 

Kpol_2001. : 

ZYRO0D0312 : 

TDEL0H0096 : 

KLLA0A0566 : 

ACR256C    : 

Ecym_5199  : 

SAKL0C0640 : 

KLTH0F0567 : 

Kwal_33.14 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

SPLT--------DSGNRRTKKPKLRKYKAKKVETTSPMGVLEFEVNDLLKSQNLSREQVLNDVTSILNDKSSTDGPIVLQYHREVKNVKVLEITSNGNGL

SSVT--------NSSKQKTKKPKLRKYKAKKVDVTSPMGVLEFEVNDLLETQNLSREQVLNDVTAILNDKLKKDGSITMQYHREVRNVRVLEITANCNGL

STVAD-------PTKQTKAKKPKLRRYKAKKVDATSPMGVLEFEVNDLLKSQDLSREQVLNDVTAILNDKSRVDGPIVLQYHREVKNVKVLEITSNGNGL

SAVAD-------PAKQMKTKKPKLRKYKAKKVDPTSPMGVLEFEIDHLLKSQNLSRDQVLNDVNAILNDTSKVDGPITVQYHREVKNVKVLDITSNGNGL

ALQ---------KNNQPLKKRPKLKRYKAKKVDPTSPLGVLQFEIDELLRENNLEKSQVENDVTAILNDTSFVTGPIASKYHREVSDVKVLKLGSNGDGL

ASTA--------APQQVRVKKPKLKKYKAKKVDATSPLGVLQFEIQDLLKENNLKQEQVENDVSAILNDFSKDENSITSTFHRKVNDVRILKLTSGGDGM

SAI---------LVNPPKQKKQKLKRYKQKKVDVTSPLGILQLEIDELLKENSLARENVCNDIKTILND---KTNEIRDKYHREVSNVKVQKLTSNGDGL

TS----------EQPAQKAKKIKLKRYKAKKVDPTSPLGILQLEIDELLAQHNLKRDDVQNDITAILNDFPKVNGPIASKYHREVTDVKILALTSNGDGL

LSKVSTAESTKIPKNKSSXKKIKLKKYRTKKVDPTSPLGVLQFEIDELLSEQNLTREQISNNVTSILNDFPKYDGPITKQYHREVRNVKVLKLSSNGDGL

PTETNPVVE---TPITKKAKKIKTKKYKAKKVDPTSPLGVFQFEIAELLKEQGIKEADTINDITAILNDAS-SDGQVKEAYHRKVNDVKVLKLTSSGDGL

LSDSSNEP----VQSQKKGKKLKLKKYKAKKVDSTSPLGVLQFEIDELLNSENLTRKSVVNDISSILNDKVKDESSVTSKYHRVVTDVKVLSVSANGDGL

NSN---------SQNSIKSKKPKLKKYKAKKVDSTSPLGVLQFEIDELLNEKKLNRGDIQNDISSILNDFTKDENSISNKYHREVQNVEVLKIGANGDGL

GN----------SAPNRKPKKPKLRRYKAKKADPTGPLGVLEFEIDELLQEHGLKREEVKNDVSAILNDVPRLSGPMTRAYHRVVNNIKVLRNASNGEGM

TA----------SPQPKRLKKPKLRKYKAKKVDETSPLGVLQLEIEEIVKEHGWDRSIIQNDVSAILNDTS-REGPVTTAYHREVQGVEVLKIVSNGDGL

TQDIQ-------PVKPKQSKKSKIRKYKPKPLDPTSALGVLQFEIDEILKEFSLARDAILNDVGCILNEE--RDGPMHRLYHREVNSVEVLKMGANGEGL

SPTD--------LKTQPKKKARKPKKYKAKPVDPTSPAGVLQFEIDELLREQGLSRVQVETDVTPILNDV--RGGPMQQKYNRRLIDVHVLKLTSSGDGL

SPKVE-------DVKVQTKKSKKLKKYKAKKVDDTAPLGVLKFEINEVLKKFNLTPEQTETDVTPILNDV--RNGTIQRAYNRELQNIEVIKITSNGDGL

PEYQEKP-----QPKKPQPKKPKLRRYKAKKVDPTAPLGVLQLEIDELAGEQGLTRDQIANDVRAILNDSDMRTGPVAQLYHREVCNVKVLKMTSNGDAL

SDDGPVV-----VKKQNKPKKVKLRRYKPKKVDETSPLGVLQHEIDGLLAEKGLTREQIINDMVAVLNHKDSSDIPMSSHYHREVANVSVLKIGSSGDGL

SQDENS------VKKQTKLRKPKLRKYKPKKVDETSPLGVLQFEIDELLSEQNLTREQITNDMVAVLNHKDSNHDPMSNQYHREVSDVKVLKIGASGDGL

                   4  K 44Y4 Kk d Tsp G6l  E6  6            n16  6LNd       6   5hR 6  6 6      g g6

      

      

 : 184

 : 147

 : 148

 : 148

 : 135

 : 137

 : 130

 : 132

 : 147

 : 150

 : 151

 : 136

 : 139

 : 103

 : 128

 : 144

 : 144

 : 154

 : 149

 : 148

      

             

             

YKR056W    : 

Smik_11.31 : 

Skud_11.29 : 

Suva_11.29 : 

CAGL0K0836 : 

KAFR0G0067 : 

KNAG0C0125 : 

NCAS0B0810 : 

NDAI0B0541 : 

TBLA0D0572 : 

TPHA0A0298 : 

Kpol_2001. : 

ZYRO0D0312 : 

TDEL0H0096 : 

KLLA0A0566 : 

ACR256C    : 

Ecym_5199  : 

SAKL0C0640 : 

KLTH0F0567 : 

Kwal_33.14 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

ALIDNPVETEKKQVVIIPFGLPGDVVNIKVFKTHPYYVESDLLDVVEKSPMRRDDLIRDKYFGKSSGSQLEFLTYDDQLELKRKTIMNAYKFFAPRLVAE

ALIDNPVELGKKQVVIIPFGLPGDVVNIKVFKTHPYYVESDLLEVVEKSPMRRDDLIKDKYFGKSSGSQLEFLTYDDQLKLKRKTISNAYKFFAPRLVAE

ALIDNPVEPGKKQVVIIPFGLPGDMVNIKVFKTHPYYVESDLLDVIEKSPMRRDDLIRDKYFGKSSGSQLEFLTYDDQLKLKRKTIMNAYKFFAPRLVAE

ALIANPVKTEKKQVVVIPFGLPDDLVNIKVFKTHPFYVESDLLDVVEKSPMRRDDLIKDKYFGKSSGSQLEFLTYDDQLKLKRNTIVNAYKFFAPKLTSE

AIIPNPVETDKKQVAIVPFGLPGDLVRIKVFKTHPLYVESDLLDVIEKSPIRKDELIKDKYFGKYSGSQFEFLDYSEQLKIKKSTIANAYKHFAPLLLAE

ALINNPVDSEKKQIVIVPFGLPGDLVNIKVFKTHPLYVESDLLDVIEKSPMRRDELIRDRYFGKSSASQFDFLDYKEQLKLKRETIVNAYKHFAPRLVTE

ALIDNPVETTKKQIVIIPFGLPGDLVNVKVFKTHPYYVESDLLDVLENSPLRHNELIRDKYFGKYSGSQFEFLTYEDQLKIKQTTVANAYKFFAPRLVSE

AIISNPVETEKKQIVVVPFGLPGDVVDIKVFKTHPHYVESDLLNVKVKSPIRRDDLIKDRYFGKSSGSQFDFLEYQEQLKIKKNTVSNAYKYFAPRLLAD

AIIDNPVEKDKKQIVTIPFGLPDDVVDIKVFKTHPTYVESDLLNVVEKSLIRKDELIKDKYFGKASSSQYDFLNYQTQLEIKKNTIYNAYKYFSPNLLSE

AIIDNPVESDKKQVVIIPFGLPGDIVHIRVFKTHPNYVESDLLDVNAKSDIRRDDLINCKYFGKCSGSQYQNLTYETQLKLKQDTVSNAYKFFAPRLIEK

AIIDNPVEDNKKQVVIIPFGLPGDIVEIRVFKTHPHYVESDLLKVIKKSDIRKDDLIKCKYFGKCSGCQYQFLTYDEQLIMKRNTVANAYKYFAPKLCKE

ALIKNPVESEKFQIVTVPFGLPGDIVDIKVFKTHPHYVESDLLKVVKGSSMRDDSLISCKYFGKCSGCQFQFLTYEQQLNLKKNTVINAYKFFAPKLLAE

ALIENPVETGKKQIALIPFGLVGDVVNINVYKTHPYHVETDLLDVVEKSPMRKDELITCKYFGKCSGCQFQFLTYERQLELKRNTIVNAYRYFAPRLVVE

GVIDNPVEEGKKQVVVIPFGLPGDIVDIKVFKTHPLYVESDLLSVTKKSEMRKDELINCKYFGKCSGCQFQFLQYDDQLELKRNTIVRAFQHFAPRLCSE

ALIPNPVDLDKKQIALIPFALPGDVVRIKTFKTHPHYVECDLLEVIKPSSKRNNDLIQCRYFGKCSGCQLQYLTYEDQLAFKKRTVMNAYKFFAPRLMED

AIVDSPEDSNKKQLVLVPFGLPGDVVTIQVHKTHPHYAEASLLEVQTSAEMRHDDLINCKYFGKCSGCQYQFLTYDQQLQLKQRTVSNAFKFFAPQLLAE

ALIDNPVDPEKKQIALIPFTLPGDVVSIKVDKTHPHYVEASLLNVIKPSAIRNDDLISCRYFGRCSGCQYQFLTYEQQLGLKKDTISSAYKFFAPRLLAE

ALIPNPANAENKQVVVIPFALPGDVVRIRVFKTHPHYVESDLLEITEQSAMRRDDLISCKYFGKCSGCQFQALTYEQQLELKKSTVANAYKFFAPRLLED

ALIPNSVETSKMQVVIIPFALPGDVVKIRVFKTHPHYVESDLLEVEQKSPQRKDELIGCKYFGKCAGCQFQFLPYEEQLNLKRETVANAYKYFAPRLLEN

ALIPNPVETTKQQVVIIPFALPGDVVKIRVFKTHPHYVESDLLEVEQKSAQRQDELIKCKYFGKCAGCQVQFLSYDEQLKLKRDTVSNAYKFFAPKLVEG

a66 npv   kkQ6v 6PF LpgD6V 6 v KTHP yvE dLL 6   s  R 1 LI  4YFG4 sg Q   L Y  QL  K  T6 nA5  FaP L   

      

      

 : 284
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 : 230

 : 232

 : 247

 : 250

 : 251

 : 236

 : 239

 : 203

 : 228

 : 244

 : 244

 : 254

 : 249

 : 248
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YLR039C (RIC1) 

  

             

             

YLR039C    : 

Smik_12.10 : 

Skud_12.10 : 

Suva_10.12 : 

CAGL0A0356 : 

KAFR0F0265 : 

KNAG0A0597 : 

NCAS0A0405 : 

NDAI0E0178 : 

TBLA0B0875 : 

TPHA0G0266 : 

TPHA0G0220 : 

Kpol_1046. : 

Kpol_1041. : 

ZYRO0A0871 : 

TDEL0G0335 : 

KLLA0F1725 : 

ADR241C    : 

Ecym_6068  : 

SAKL0E0473 : 

KLTH0E0937 : 

Kwal_47.17 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-----------------------------------------------------------------------MFIKQSEKNTPKCLYKKKGKVRVLLTGSC

----------------------------------------------------------------------------------NTSIEEKVKEEYRLETIG

----------------------------------------------------------------------------SSNNQEKTHLNNFLKEKVREQRLT

---------------------------------------------------------------------------KKKKNAPNYLYKRKRQASSGKLKTR

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

MPRISGKRLYPRFGESTIRVRLSNCIRNIGAFVKLDLYHALTTRRSYVVLFLHIPQIKTFKPSPGQYYTQIYIVVYHDKKICIFKGNCKTRIEDAKRLLA

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

                                                                                                    

       

       

 :   29

 :   18

 :   24

 :   25

 :    -

 :    -

 :    -

 :    -

 :    -

 :    -

 :    -

 :    -

 :    -

 :    -

 :    -

 :    -

 :    -

 :    -

 :    -

 :  100

 :    -

 :    -

       

             

             

YLR039C    : 

Smik_12.10 : 

Skud_12.10 : 

Suva_10.12 : 

CAGL0A0356 : 

KAFR0F0265 : 

KNAG0A0597 : 

NCAS0A0405 : 

NDAI0E0178 : 

TBLA0B0875 : 

TPHA0G0266 : 

TPHA0G0220 : 

Kpol_1046. : 

Kpol_1041. : 

ZYRO0A0871 : 

TDEL0G0335 : 

KLLA0F1725 : 

ADR241C    : 

Ecym_6068  : 

SAKL0E0473 : 

KLTH0E0937 : 

Kwal_47.17 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

KKLNTWKMHLWPVSPPQLLRIP---PRN----AELGE---GTKIDDCNILQSMTLPQANVLIMLTPTRVLIYNFKPMALVASHERTMASLKEFGDNRSMK

DCTRAEKMHLWPISPPQLFKIP---PRN----SKLDG---GPRTDNDNILQSMALPQANVLIMLTPTRVLIYNFKPMALVASHERTTASLQEFGDNRSMK

ATKYVGNMHLWPISPPQLLTIP---PRN----TELDD---GRNITDYNILQSMTLPQANVLIMLTPTRVLIYNFKPMALVASHERTIASLEEFGENRSMK

LSKYVGNMHLWPISPPQLLKIP---PRN----TKLDN---GP-INDDDILQSMALPQANVLIILTPTRVLIYNFKPMALVASHERTTASLKEFGENRSMK

-------MQLWPVSPPNHFCIP---PRC----SERDK---I--DDDLDILATIPLTHSNVVIIITKTRVLVYNFKPFALVAAHERTSESLAEFGDNKGLV

-----MSTHIWPLTPGQTFIVA---PRT----SDLPG---IE-LNDNEIIETLTLPQANVLIMLAPARVLVYQYKPLALIAAHERTASSVTEFGRNKSMA

-------MQLWPFSPPQQFSVS---KRA----SSLDG---LP-LDDNEIVGTLTLPQSNVLIMATPARALVYNLKPLALVAVHERTASSIEEFGLNISLR

-------MHLWPVCPPQKFTVA---PRS----TDLPE---LE-INDNEIKQILPLPSSNALIYLHPARVSIYNFKPLALVEAHERSKESIDEFGVNRFIA

-------MHLWPFSPPQLLKVS---PRS----TALSN---EQ-INDNEIKQCLTLPQSNVTIFLHPCRVQIYNFKPFALVASHERTQKSIDEFGQNKFMV

-------MQIWPISPPQKLRIN---DRL----SKLSK---NS-VDGNQLIKAVTIPERNVLCMLTPTRVLVYNFKPLALIDCHERSEASIKEFGTNKSIF

-------MSVWPSSSPKEFTIL---KRY----NKHKK---IK-LEESEIVNTLIVPEVNIFIILTLDRILIYNFKPTALVACHERTESSIKELGTNVTMT

--------MFCPRQLPQRSSIP---ARK----NNLPE---G--VNDYDIIASAMIPTANLLLMLTPTRVLIYNFKPLAIIAVHERSLDSFNDFGLNKGIS

---------MWPVSPPEELKIH---DRF----TEFEDNITLD-INDNEILQTVPVPQANILIMLTPGRVLVYNFKPLALVATHERTAESIVDFGVNVRMS

-------MDILPTGIPQLSHIP---QRK----NALPD---G--VNDDSILQILPLKHANVVVMLTSTRLLVYNFKPLALVACHERSVDSINEFGMNKLLC

-----MSKHIWPLQPPQRLRIS---NSV----VDLPE------FNNNDILQVESLAQVNVLIMLTPARVLVYNLRPMALVASHERTAESIAEFGPNKFLT

-----MSKHIWPLSPPQKARIN---ECV----HELTD---RE-IKNDDILQTISLPQVNVLILMTPARVLVYNMKPLALVASHERSSESISEFGLNRSIT

--------MMLPVKPPQSFQLP---GRC----IE---------GIDEDIIQTIEAPNSNHFLFITKTRLFVYQAKPFAPLACHERTAESIELFGVNFGIR

-------MRLWPFEPFRASRLP---KGE----YAFKQGTPADSDGYESILEIGVLSQSNLVIVLTETRVLVYNAKPMALVACHERTNESVEKFGLNKKMY

-------MKIWPFESYQCFQIPKDLPTP----DCSSE---SR-NEEEAVLQLKILPQSNLLVVLTKTKVLLYNLKPFCLIGYHERAKESIGNFGTNRFAV

RKSYKQEMHVLPFQPPQSFKIP---PRFEATDASLEANEQSPDDIAEPILQTMALPESNTVVMLTPTRVLIYNFKPMALVSSHERSSKSITEFGRNIFAI

-------MLIGPLKPPQFSRVP---FAK----PSENP---GP-ANNEKTLQTVLLPHSNCMVVLTTRQVLIYNYKPMALVATNLRSNESIEEYGENKSAF

-------MLVGPLKPPQFSKVP---GIK----NDEDS---DA-NIDDETLQTLLLPRSNCMVVLTTKQILIYNCKPMALVASSKRSAQSLIDFGKNKYAR
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 :   76

 :   86
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YLR039C    : 

Smik_12.10 : 

Skud_12.10 : 

Suva_10.12 : 

CAGL0A0356 : 

KAFR0F0265 : 

KNAG0A0597 : 

NCAS0A0405 : 

NDAI0E0178 : 

TBLA0B0875 : 

TPHA0G0266 : 

TPHA0G0220 : 

Kpol_1046. : 

Kpol_1041. : 

ZYRO0A0871 : 

TDEL0G0335 : 

KLLA0F1725 : 

ADR241C    : 

Ecym_6068  : 

SAKL0E0473 : 

KLTH0E0937 : 

Kwal_47.17 : 
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RSAPYNDIIEGLISKKD-SQYLLWHQGKLIFYVMTDKNFLLTYQILKNCTNEIIFKEYGI----------PVIEPLLMSEEEANSAEYDYNNDDDTLTVF

KSASYNDTIEGLISKKD-SQYLSWHQGKLIFYVMTDTNFLLTYQILKNCTNEIIFKEYGI----------PVIEPLLMNEAEANSTEYDYNTDDDTLTVF

RSAPHNDIIEGLISKKD-SQYLLWHQGKLIFYVMTNKNFLLAYQILKNCTNEITFKEYGI----------PVIEPLLMNDEEINGEEYDFNTDDDTLTVF

RSAPYNDIIEGLISKKD-SQYLLWHQGKLVFYVMTDKNFLLTYQILKNCTNEIIFKEYGI----------PVIEPLLLNEEEMNSGDYDFSTDDDTLTVF

PSIAFRDKVSGVTDSKP-PTYMSWYQGKLVFYTTTTKNYVLAYQVLRNSTSESIFKDYGL----------PIIEVSQINEF--ESAAYDANLDDDVLTVF

SSIIFDKPIDGLMTAKD-SNQLSNLKGKTVFYVITEGNFLLTFQILRNTSYATVFKDYGI----------PVLDLARHSEN--MEELFDNTIDDDTLTVF

SSMTFDNPINGLVSKKE-TEFLAWYKGKLVFYVITANNFLLTYQILKNSTQMTTFKEYGL----------PIIDPSNFDED--LEQDYDYNADDDTLTVF

TSTSLTEPVKAFLSERE-VDCQAWPQGKVVFYVVTDKNYVLAYQILKNSTSLTIFQEYGI----------PIVNPIELRDN--INHDYDNDSDDDTLTVF

SSTSFSHPIKGLMNEEETINITASLQRKSIVYVITEKNYILIYQILKNSSNVTIFQDYGILDLGSSFSKEPLSNEFAISQD--SNDDGNDDTDDDTLTVY

VSKGLTNTISGLMETNY-NKLYTLHNGKIIFYVLTEKNFLLTYQIIRQSNSIITFKELGV----------PVVNYQELSFNA-TEHEYLNTNDEDILTVF

SSSLLLIDESNATYSNETPFYKQYHKGKTVVYVRTEKNSLLVYQILRDTNSKNVFKDYGI----------PVMDIADKCKN--FDPKIYDNINDNILKVV

TSNITVGDDGGLVSTDG-VDTLPYHSGKILFYLSTESNYILAYNLIRDSSPETFFNDYAL----------PVIQNDTKLVE--EESQYDQVIDNDILVVF

SSVVFIDEVEGLVSRAD-AEYLPYHKGKIVFYVSTDKNYLLAYQILKNATNLVTFRDFGI----------PVVAASTKCKK--FNPNEEDTRDDNTLTVV

NSEIFMDDSKGTQFNL--LELLPINRGKNVLYIITENNFVMAYQILKGATENSIYHEYGI----------PVYNVSGESDF--VDQQLDDAFDDDTLIVF

RSDALEEAVEGLISEKE-VENLIGHQGKIIFHVATEKNALLTYQILKNCTNMTTFKNYGI----------PVVDLANLQDE--DHQEYDENLDDDTLTVF

PSTALDRDVNGLLSQQE-SYSLIWNQGKVVFYVVTERNFILSYQILKSSTNLTTFKEYGI----------PVIDVGKIRED--IDHDFDDTLDNDTLTVF

DNLPLGTEVKGFLTG---QFCDPVIDDKRFYYVITKNNFLLVYELYTKTSENSVFKEYGI----------PLNLPSDDSL---LHRALDDDMDDEVLTVF

NNMHYGTLLDEVVTKEN-HKSFNVETKGVFFYIMTSDNFLLVYQVLAGIDGFSVYTDYGV----------ACDRERHHLLE--KRPFIGDESTSSVLTVF

TNLGYGERINGINTDSS-DTGSNLYKGYICFYVITSDNYMLVYQVLTSKNAYTTSKECGI----------PVFDSQRRYIEVEQELVSEYDNDAELLIVS

SNSSYNHRIEGLISREE-HRNFNRNQEKLLFYVITEKNFILVYQLLTNTNPFTTFKEYGI----------HISDLNTLEREN-EQDPIADDTDAEVLTVF

ADAANSDLFSGIVPEAG-PNYAGLHQRKATFYVVSERNFVFVFQVLLGSSPATILKETGI----------PIVDIQSMDPYF-GQELVDNSDESDALTVF

ADGADAELFKDVLPEQD-LANVNLNQRKLIFYVISEKNYIFVFQILLSTSPLDIFKETGI----------PIIGVRENVDQDYGQELMDNNEESDCLTVF
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YLR116W (MSL5) 

  

             

             

YLR116W    : 

Smik_12.18 : 

Skud_12.18 : 

Suva_10.20 : 

CAGL0D0235 : 

KAFR0B0303 : 

KNAG0G0235 : 

NCAS0C0335 : 

NDAI0G0267 : 

TBLA0A0384 : 

TPHA0C0091 : 

Kpol_1036. : 

ZYRO0D0600 : 

TDEL0F0436 : 

KLLA0F1801 : 

AGL183C    : 

Ecym_4242  : 

SAKL0H1586 : 

KLTH0G1258 : 

Kwal_56.23 : 
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------MSFRRINSRYFENRKGSSMEEKKAK--VPPNVNLSLWRKNTVESDVHR-FNSLPSKISGALTREQIYSYQVMFRIQEITIKLRTND-FVPPSRK

------------------------MTDKKVE--VPPNVNPSLWRKNSIESNVHR-YNSLPSKISGALTREQIYSYQVMFRIQEITIKLRTKD-FVPPSRK

------------------------MTEEKFE--VPPDVNLSLWRKNAVESDVHR-FNSLPSKISGALTREQIYSYQVMFRIQEITIKLRTND-FTPPSRK

------------------------MPEEIVN--VPPNVNQSLWRKNATESDVHR-FNSLPSKISGALTREQIYSYQTMFRIQEITIKLRTND-FVPPSRK

--------------------MSERREEERGR--TGFSMKKNHNSNFNRRNQEQI-HQKLPTKISGPLTLEQLCAYQHMFRIQEISSIIKSHS-FEVPNAR

----------------------MAEINQRGR--FYGRRTQNNFRDNERTYEND--FSSLPVKITGALTPEQMTAYQTVFRIEEITEILKSEK-LEVPELM

----------------------MSHEVQRGR-------YQRNVKPKYATDHMNRKVEKLPTKITGTLTLEQLTAYQAMFRANEIAEILRQKS-ISLPESK

MGDYSTKEDTFDQVVTTPLNSMSEQESARGRSPAPDLVNEDLWDKGPTKIETTV---RLPTRITGALTHEQLTVYQSIFRIQEITMKLLTND-IVPPKRK

------------------MSTAQGEQQYRGRS-SSEKVNEALWGDPTEKKKFIP---LLPTKITGALTKEQMSIYQVMFRIQEITLKLRSGAALEPPKRK

-------------------MKFENDSDQRGR-----NMTVSLWGKSNDINQLEPGLQILPCRINGALTPEQLSAYQAMFRIQEITQILLNDN-LEPPRSF

------------------------MEEERGRL-QYKNANPKLWGPSAVKNNETK-VNNLPVNIEGNLTFEQANIYQVMFRISEITTKIQNKE-FVMPESR

----------------------MNTEDTRGR--TPNKGNAALWGCSSAMNSMKR-FNHLPTTINGALTQEQLIAYQTMFRIQEITSKLRMNE-FQIPERK

------------------------MSNSLSE------ANDGLWEYSQQKNGQEF-YNPLATKITGPLTQEQLAAYQIMFRIQEITSLLRSNN-LKPPERR

----------------------MSDQSTRGR--QPGAVNQRLWGENSRAKGNDG-YNSLPVRISGSLTAEQMCAYQTMFRIQEITSTLRSND-LNPPERN

--------------------------MERGR---TDNQYDALWGAKARENAVFE-QIGLPAVINGFLAPEHETAYQVMFRIAEITAKLRSND-LTPPSGR

----MTRLVWFCMQVAYCLHGWDWDIMDRGR---SSNSYDSLWGGKARDNPIVS-QLPLQYRIRSALTQEQQTAYQVMYRIQEITIKLRTND-LNPPTSR

-------------------------MMDRGR--IPATAYDSLWGASARENSIVS-QVPLQYRIRSALTQEQQTAYQVMFRIQEISTKLRTSD-LTPPKSR

--------------------MNGTEYQERGR---SRSVYDALWGSLPRENSMNV-HNPLPTRITGALTQEQLVAYQVMYRIQEITAKLRTND-MVPPPRR

------------------MAMNRKDWESRGR---AEVPRDALWGPSAKNSRSNP-HNILPTRITGALTQEQIVAYQVMFRIQEITSKLRMNV-LNPPAKR

-MIEGFQYNAMNCSSVYSNQMSERELGLRGR---SAAPRDGLWGPPDRHGRMSS-HNLLPTMITGALTQEQIVAYQVMFRIQEITSKLRLNA-LNPPVRR
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YLR116W    : 

Smik_12.18 : 

Skud_12.18 : 

Suva_10.20 : 

CAGL0D0235 : 

KAFR0B0303 : 

KNAG0G0235 : 

NCAS0C0335 : 

NDAI0G0267 : 

TBLA0A0384 : 

TPHA0C0091 : 

Kpol_1036. : 

ZYRO0D0600 : 

TDEL0F0436 : 

KLLA0F1801 : 

AGL183C    : 

Ecym_4242  : 

SAKL0H1586 : 

KLTH0G1258 : 

Kwal_56.23 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

NRSPSPPPVYDAQGKRTNTREQRYRKKLEDERIKLVEIALKTIPYFVPPDDYKRPTKFQDKYYIPVDQYPDVNFVGLLLGPRGRTLRKLQEDSNCKIAIR

NRSPSPPPVYDAQGKRTNTREQRYRKKLEDERIKLVEIALKAIPYFVPPDDYKRPTKFQDKYYIPVDQYPDVNFVGLLLGPRGRTLRKLQEDSNCKIAIR

NRSPSPPPVYDAQGKRTNTREERYRKKLEDERIKLVEIAVKAIPYFVPPDDYRRPTKFQDKYYIPVDQYPDVNFVGLLLGPRGRTLRKLQEDSNCKIAIR

NRSPSPPPIYDAQGKRTNTREQRYRKKLEDERIKLVEIALRAIPYFVPPDDYKRPTKFQDKYYIPVDQYPDVNFVGLLLGPRGRTLRKLQEDSNCKIAIR

NRSPSPPPVYDAEGKRINTREQLYKKKLMNERFKLVEVVSKLIPGYSAPKDYKRPTTFQEKYYIPVSQYPQINFVGLLLGPRGKTLRKMQEDSGCKIAIR

KRSSSPPPTYDAEGRRTNTREQRYKKKLEEERFRLVEIALKMVPFFNPPKDYVRPSKFQEKYFIPVEQYPEVNFVGLLLGPRGNTLRKLQEQSKCKIAIR

NRSPSPTPIYDADGKRVNTREQLYKDKLAIESYRLVEVALKMIPFYRPPEGYSKPTSFQDKYYIPVEQYPEVNFVGLLLGPRGNTLKQLQKQSNCKIAIR

NRSPSPPPSYDQQGKRTNTAEQRYRRKLEEERNRLVQLSEKTMPGFVAPSGYVKITRFQDKYYIPVEQYPTVNFVGLLLGPRGNTLKKLQEDSGCKIAIR

NRSPSPPPSYDAQGKRINTSEQRYRRKLEEERHRLVEIANRTIPFFVPPSDYVKITRFQDKYYIPVEQYPNVNFVGLLLGPRGNTLKKLQEDSGCKISIR

TRSGSPPPVYDSKGKRTNSREQRYKKKLEEERHRLVELALKIIPHFVAPDDYKRPTKFQDKYYIPVNDYPEINFVGLLLGPRGNTLRKLQEESGCKIAIR

NRGVSPPPAYDNQGKRTNTREQRYKRKLEEERHRLIEIAIKTIPHYIAPDNYKRPQNFQDKYFIPVAQYPGINFVGLLLGPRGRTLRELQESSKCKIAIR

NRSPSPPPAYDARGRRTNTREQRYKRKLEEERHRLVEIALKLIPHFVAPEDYKRPTKFQDKYYIPVSQYPDINFVGLLLGPRGNTLKKLQEDSQCKIAIR

NRSPSPPPAYDARGKRINTREQRYAKKLEEERHRLVEVALRLIPHFVAPEDYKRPTKFQDKYYIPVNDYPSINFVGLLLGPRGNTLRKLQENSGCKIAIR

NRSPSPAPAYDARGKRINTREQLYRRKLEEERHRLVEIALKMIPHFVAPEDYKRPVKFQDKYYIPVDTYPGINFVGLLLGPRGNTLRKLQETSGCKIAIR

ARSPSPPPVYDARGRRTNTKEQRYKRKLEEERHRLVEIALKMIPNFVTPDDYRRPTRFQDKYYIPTEDYPDINFVGLLLGPRGNTLKKLQQESGCKISIR

YRSLSPPPVYDSQGKRTNTREHRYRKKLEEERHRLVEIALKMIPHFIAPDDYRRPSKFQDKYYIPINDYPEINFVGLLLGPRGNTLKQLQQQSGCKIVIR

IRSVSPPPVYDSQGKRTNTSEHRYRKKLEEERHRLVEIALKMIPHFVAPDDYRRPSKFQDKYYIPINDYPEINFVGLLLGPRGNTLKQLQQQSGCKIAIR

SRSPSPPPVYDTRGKRTNTREQRYRRKLEEERHRLVEIALKMIPHFVAPDDYKRPTKFQDKYYIPVDQYPEINFVGLLLGPRGNTLKKLQDQSGAKIAIR

SRSPSPPPVYDARGRRTNTREQRYKRKLEEERHRLVEIALKMIPHFVAPDDYKRPTKFQDKYYIPIQKYPEINFMGLLLGPRGNTLRKLQEESGCKIAIR

SRSPSPPPVYDSRGKRTNTREQRYKRKLEEERHRLVEIALKMIPHFVAPDDYKRPTKFQDKYYIPTQKYPEINFMGLLLGPRGNTLRKLQEDSGCKIAIR

 Rs SPpP YD  G4R N3 E rY  KLe Er 4L626a 4 6P 5  P  Y 4p  FQdKY5IP   YP 6NF6GLLLGPRG TL4k6Q  S cKIaIR
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YLR116W    : 

Smik_12.18 : 

Skud_12.18 : 

Suva_10.20 : 

CAGL0D0235 : 

KAFR0B0303 : 

KNAG0G0235 : 

NCAS0C0335 : 

NDAI0G0267 : 

TBLA0A0384 : 

TPHA0C0091 : 

Kpol_1036. : 

ZYRO0D0600 : 

TDEL0F0436 : 

KLLA0F1801 : 

AGL183C    : 

Ecym_4242  : 

SAKL0H1586 : 

KLTH0G1258 : 

Kwal_56.23 : 
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GRGSVKEGKNASDLPPGAMNFEDPLHCLIIADSEDKIQKGIKVCQNIVIKAVTSPEGQNDLKRGQLRELAELNGTLREDNRPCPICGLKDHKRYDCPNRK

GRGSVKEGKNASDLPPGAMNFEDPLHCLIIADSEDKIQKGIKVCQNIVIKAVTSPEGQNDLKRGQLRELAELNGTLREDNRPCPICGLKDHKRYDCPNRN

GRGSVKEGKNASDLPPGAMNFEDPLHCLIIADSEDKIQKGIKVCQNIVIKAVTSPEGQNDLKRGQLRELAELNGTLREDNRPCPICGLKDHKRYDCPNRK

GRGSVKEGKNASDLPPGAMNFEDPLHCLIIADSEDKIQKGIKVCQNIVIRAVTSPEGQNDLKRGQLRELAELNGTLREDNRPCPICGLKDHKRYDCPNRK

GRGSVKEGKTSSDLPPGAMDFSDPLHCLIIADNEEKIENGIKACRNIVIKAVTSPEGQNELKRGQLRELAELNGTLREDNRPCATCGQQGHKKYECPHRE

GRGSVKEGKHANDLPEGAMNMEDPLHCLIISDSEEKIQNGIKACQSVIIKAVTSPEGQNDLKRGQLRELAELNGTLREDTHPCSICGLQGHKKYDCPNRQ

GRGSVKEGKGSGDLPDGAMNMEDPLHCLIIGDSEDKVFNGVKACQAVVIKAVTSPEGQNDLKRNQLRDLAELNGTLREDDRPCPICGLHGHKRYDCPERE

GRGSVKEGKNSNDLPKGAMDMSDPLHCVIIADSEEKIEKGIKCCQAVVIKAVTSPEGQNDLKRGQLRELAELNGTLREDNRPCPICGLQGHKRYDCPNKE

GRGSVKEGKSSTDLPKGANDMSDPLHCVIIADTEEKIQKGIKCCQNVVIKAVTSPEGQNDLKRGQLRELAELNGTLREDNRPCPICGLQGHKRYDCPNKE

GRGSVKEGKSANDLPKGAMNFADPLHCLIIADNEDKVQRGIKACENIVVKAVTSPDGQNDLKRGQLRELAELNGTLREDNRPCPICGIEGHKRYDCPNKE

GRGSVKEGKNSNDLPQGAMNFSDPLHCLIISDTEEKVQNGIKACQNIVIKAVTSPEGQNDLKREQLRKLAELNGTLREDTRPCQLCGLLGHQRNECPSRE

GRGSVKEGKNANDLPQGAMNFSDPLHCLIIADTEEKVQKGLKVCENIVVKAVTSPEGQNDLKRGQLRELAELNGTLREDNRPCQNCGLEGHKKYDCPSKE

GRGSVKEGKNAYDLPKGAMNFSDPLHCLVIADSEDKIQQGIKLCEGVVIKAVTSPEGQNDLKRGQLRELAELNGILREDNRPCPICGLQGHKRYECPNME

GRGSVKEGKNANDLPRGAMNFSDPLHCLIIADTEDKIQKGIKVCENIVVKAVTSPEGQNDLKRGQLRELAELNGTLREDNRPCPICGLQGHKKYECPNME

GRGSVRSGKAAADLPKGAMNMNEPLHCIIIADVEDKIPLGIKACESIVVKAITSPEGQNDLKRGQLRELAVLNGTLREDN--------------------

GRGSVKEGKAATDLPKGAMNMNEPLHCVISADTEEKIPLGINAGESIIIKAITFPEGQNDFKRGQLRELAVLNGTLREDNRPCPLCGEQGHKKWECSSNP

GRGSVKEGKTAIDLPKGAMNMNEPLHCIITADTEEKIPLGINAVEGIIIKAITSPEGQNDLKRGQLRELAVLNGTLREDNRPCPSCGQQGHRKWECPTYP

GRGSVKEGKNASDLPKGAMNFSEPLHCVITADSEDKIQKGIKACEGIIIKAVTSPEGQNDLKRGQLRELAELNGTLREDNRPCPICGLQGHKRFECPNRE

GQGSVKEGKNASELPKGAMNFEEPLHCIISAESEEKIQKGIKACEGVVIRAVTSPEGQNELKRGQLRELAELNGTLREDSRPCPICGLRGHKRFECPNRT

GQGSVKEGKNASELPKGAMNFEEPLHCIISAESEDKIQKGIKACEGVVIRAVTSPEGQNELKRGQLRELAELNGTLREDSRPCQICGLRGHKRFECPNRT

GrGSV4eGK   dLP GAm1   PLHC66 ad E K6  G6k c  6664A6TsPeGQNdlKRgQLReLAeLNGtLRED rpc  cg   h    cp   
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YLR403W (SFP1) 

  

             

             

YLR403W    : 

Smik_12.48 : 

Skud_12.48 : 

Suva_10.51 : 

CAGL0M0995 : 

KNAG0B0620 : 

CAGL0D0068 : 

KAFR0A0585 : 

NCAS0A0257 : 

NCAS0J0159 : 

NDAI0J0236 : 

NDAI0D0432 : 

TBLA0I0304 : 

TPHA0B0214 : 

TPHA0B0071 : 

Kpol_1055. : 

Kpol_1002. : 

ZYRO0B1273 : 

TDEL0E0105 : 

KLLA0B0304 : 

AER071W    : 

Ecym_3253  : 

SAKL0G1575 : 

KLTH0D1471 : 

Kwal_23.41 : 
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MDFTTM-----TMAS-NMATSTTTTATSAHAS---------INSSSNFNIDIDSNQNTP------SILINNNSDSSNGKNTDFN-GVN------------

MDFTTM-----TMAS-NMATSAATTTTTTHPP---------INSSSSPNNDNDSNQNTP------SILINNNSDSSNGKNTDFN-GVN------------

MDFTTM-----TMTS-NMATGAAATTTPTHAS---------INSSSNSSTDLDPSQNTP------SILINSNSDASNGKTTDFS-GVN------------

MDFTTM-----TMTS-NMATSAAATATPTHTS---------MNSSSNSNIDMDSNQHTP------SILINNNSDSSNTKTTDFN-GIN------------

MEYNSL-----MMDA-HDVGEYEMGDAFKATHLNVKDG--------------GGQRMSYSVSPSSRPLMTAGEEVVHHIPTRGP----------------

MDYTSTL-SMPSSFNGTPTSSTTATSTATANGNNSSLSGPGAAAAAGTNGASGGGGGNALGAGGGLALGNNDRHAAAMDGMDFSYGSAGNFDFRSHYTDP

MDTMVA-------------------------------------------------------------DYMEDSNRITIDDHKYY----------------

MNMAVSNSNTASNTSNTTSMAASSTSTAINNTSRNNSNYNDAFSSATPSIFINNQVFAARNNFNDHDNTYSNPPSMSISPTNTI--NN------------

MNQGGM-----TMSD-NTAAMSSTSPGILMGD-------------------VTSSRSRSNSNTNNNTSNANFQNDTHLDPLSIP----------------

MQTVTA-----TMPV-SDCLLSSSAAAATSTT-------------------------------------TKPLPVHFIKDNKHP----------------

MQLETMSLSTYVNNNKNTDNNNSNDKDLLMDY--------QLHEPLHSLSSFTTFNNEYMLPYDDLDLDTNIGESFNYEYNNNNINNN------------

MSTSNL-----TTTTANSASVSSTGFGSNIPSISITNTSLSPSPSSPSSTITASNNNT-------TNMFPNHQDPHSLDPLAMS--SN------------

MFSATLHDPAAEPEASHVASHVSHVASHLAPSVSHVPSHSSHISITNPSVATNTSTNTSTNTNTSTSTSTSTSTSTSSGPNSFSNTSP------------

-------------------------------------------------------------------MNSQFEISQDVIPHNIN----------------

MFSPSV-----TMQE-NFIESNDRKGSVRLDA-------------ASARADFSKESSQHGNSGDVEKSSSNSGNLDLFQGGGAN----------------

---MSA-----TSSN-QETTTSSLQPTSIMSS-----------------------------------RFDQVDHLSDLLPQTIN----------------

-------------------------------------------------------------------------MSNSVDTQGNS----------------

MAFSSI-----ALADTPPNPNDPLSQSPTSTF-------GAPSAAMGIPTSAAGSAATNSGISSNMPVVTATGDDSLEDPLDDG----------------

MDFTSM-----TMADNPTTTTAAASPTPTGTM---------VGGRVNSASGVASGGGMFMGDDAADALLNAHQFHHPSIPAPHN----------------

METTA------TTTA-PASNTTGSGPGIFISE-----------------------------------SMVDNSGSAGSNGNTHQ----------------

MDVTTA-----TSTT-PNIYITEAQPGHQAGG---------------------------------GHAAHPVQHHLGTQQHQHQ----------------

MEVTTA-----TSAT-PSIYISEAQQGLQPNG---------------------------------GHQPHQSQHHLNTQQHQHQ----------------

MDVTTT-----TTA-P-TAN--ATTRGIFINN------------------------------------QQQPLQGHGSNQGATN----------------

MDASAT-----TTA--PSS---GSTPGILINN----------------------------------------QPSASSQPGTSA----------------

MDTSTT-----TTA--TNS---ASTPGILIKN----------------------------------------QPSAATQPGTSA----------------
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-----------------NIHQKNIM-NNTNNVHLYSPNIMDQTLLTPQDIAKLRRESIAHSQGMGGVSWGSISVGSWLRDEIISRRNSIVP---------

-----------------NIHQKNNT-NNANNVHLYSPNIMDQTLLTPQDIAKLRRESIAHSQGMGGVSWGSISVGSWLRDEIISRRSSIVP---------

-----------------NIHQKNIT-NNTNNVHLYSPNIMDQTLLTPQDIAKLRRESIAHSQGMGGVSWGSISVGSWLRDEIISRRGSIVP---------

-----------------NIHQKSVTSNNTNNVHLYSPNIMDQTLLTPQDIAKLRRESIAHSQGMGGVSWGSISVGSWLRDEIISRRSSIVP---------

---------------------------------------------SDAQAARLRRDSIAHSQGIGGVSWGSLSISSWLRDEVMLQHPSSQ----------

FGSAAAGTPASRSKLPLSPPATNASHNSHTTTNNLGLSVSPTTPHGNVNLSKLRRDSIAHSQGMGGVSWGSVTIGSWLRDEVMMRHNTATNVPGVPATAH

--------------------------------------------------PRIRRDSIAHLQGVGGVSWGSLSIGSWLRDEVMLHTAFNK----------

-----------------NIHKQFSNNSNNNNNNNHPGSLLSTSPSNISNATKLRRDSIAHSQGMGGVSWGSLTIGSWLKDEVMFNSNNNNN---------

-----------------------------------TNPTSSSSLATNQDMARLRRESIAHSQGVGGVSWGSLTVGSWLRDEVMFHATLKN----------

-------------------------------------------------NSNNRRDSIAHSQGIGGVAWGSHTIGSWLKDEISNSTSIPIS---------

-----------------ANMKETFDSMATHSDAILINNKNTGTTATDDNSSAKRRESIAHSKGMGGVSWGSLSMGSWLKDNNTKIAHSSKI-SKPSSTKR

-----------------SISLNPSNNTINNNSSNNSNNHHHNGNNSAVDLAKLRRESIAHSQGMGGVTWGSLTIGSWLKDEVMFHATLKN----------

-----------------HITIAPPTPHTPTTMATPTQTPHQSSSAIDITGTAVRRDSILHAQGMGGVTWGSLAIGSWLRDEVQFHATLRQS---------

-------------------------------------------------IDKIRRDSIIHSAGVGGVSWGTRRISTWLRNESVFHATLNEA---------

----------------------------------------QINLNIPSNISKLRRDSVAHLQGVGGVSWGSLAIGSWLKDEVAFHTTLKQS---------

-------------------------------------------------VNKINRDSIAHAQGVGGVSWGSLTVGSWLKDEVMFHANISD----------

----------------------------------------------------LRRDSIAHINGMGGVSWGSLPIGSWLKDEVSFHNTLKH----------

----------------------------------NVFSQGRSAAVGPQGMAKLRRDSIAHSQGMGGVSWGSLTIGSWLRDEVMFHATLKNS---------

-------------------------------------------------MAKLRRDSIAHTQGMGGVSWGSLTIGSWLRDEVMLHATLKNG---------

-------------------------------------------------MAKLRRDSIAHSQGIGGVSWGSLTISSWLRDEVMIHAQSYGK---------

-------------------------------------------------MAKFRRESIAHSQGMGGVSWGSLTVGSWLKDEVMIHAHTKD----------

-------------------------------------------------MAKFRRESIAHSQGMGGVSWGSLTVGSWLKEEVMIHAHMKD----------

-------------------------------------------------IARLRRESIAHSQGMGGVSWGSLTIGSWLRDEVMIHAHMNT----------

---------------------------------------------SASNMARLRRESIAHSQGMGGVSWGSLTIGSWLRDEVMIHAHMSA----------

---------------------------------------------NASNMARLRRESIAHSQGMGGVSWGSLTIGSWLRDEVMIHAHMSA----------
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-----ASANGAASAAA---SATTTATNTLQIQQPTK------RPSVSNPPYHRG---------------------------------YSISPQ-------

-----ASANGTAGVAP---VTATAATNTLQIQQPAK------RPSVSNPPYHRG---------------------------------YSISPQ-------

-----SSASGVAAIAPVASASATTTTNTLQIQQPAK------RPSVSNPPYHRG---------------------------------YSISPQ-------

-----QSANSAAAVAP---AVSTTATNTLQIQQPTK------RPSVSNPPYHRG---------------------------------YSISPQ-------

---------------------QSYQNQERKFSINNG---------LLQIQMNAP---------------------------------IGQGPI-------

QHQGQAVHQHGTAGNNKYLNAGRNSISYRRLSTINNLNKNLATGAANAANASAA---------------------------------LAAGPG----HSP

-----PSQG----------SRRESINLMHPISMSSG------RRSSVLHPHHMK---------------------------------AGSPPV-------

-----NGNNINSISNN---YNSNGNITYRRLSTINN------LRTIS-------------------------------------------STS-------

-------------------SKSRNNSLIYPYMTSNKKRPSITVNNVNYFASFGP--------------------------------TATSPPV-------

-----RVAK----------PSRKPPLTINNTNIIPL------LEDAHAAKDPNP---------------------------------ILETTT-------

KSINININNSWKIFEDLDSLGEEEEEEGEDEDNNSKTSLSPSSSTSISTSSPSQEHQPIHSSPSSSISSSTSSSASASASASQHTLLFPDETL-------

-------------------PNSNPMISKSRNNSIFN---TLRRPSINVNNINYYA----------------------------SFGNSHSPPV-------

-----RKNS--ILGGL---PHDSRRSSHLGLNINNQ------YTQATTAPATTG---------------------------------FLQSHN-------

-------------------VLKNNQHKSISLNKRNS------LIDINGNRVSLH----------------------------------------------

-----RDHDAALHYNS---ASRDNQLHIRRLSQIDGGATTGNNLNINVNGNATG---------------------------------YGSPVGLFNATSP

--------------------FNTINSNSNAININNNNVSLNIERSSFSKPNFNN------------------------------NKLHSTSPH-------

---------------------TRNDYQHKKMVQID-----------------------------------------------------------------

-----RSNS----------VSKTTTVHLYPPSSSSQ---TTSRRPSHSVNFTAA-----------------------------------SPPA-------

-----RSNSTSKNATVHLHPSHRNSTSNSPPLLPQN---------SARRPSHFS---------------------------------AGSPPA-------

-----DHGSLSINGHINVNGNSSGHGRAYPINVQNSNDFLGKHGNGNVGGGKSPL----------------------------DLTKFASPPG-------

-------------------GFNSNLAASNMVS-------------------------------------------------------FASPPS-------

-------------------TFNNNIASNNMAS-------------------------------------------------------FASPPS-------

-------------------SNNSNSSNNLNNSCSSS------NNVINLGNASSF-----------------------------------SPPG-------

-------------------AHSNSGPGPAAASQNAG------SSNVVNLSNANS----------------------------------FSPPG-------

-------------------AHSANHGSGSGAATSNN---AGSTGALNASNNTSF-----------------------------------SPPG-------
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MFLTFSMCVNWIIVKMPNRSEELDRLLDKIINSPHRTEASKTLQEIENNQSYILNVQLKKLLRLHDDSFKNKCVSPINYMLEKY-TPYMGHTEALQKEAE

--------MTYMIVKMPNRTEELDRLLDRIINSPQGTEASKTLEEIENNQSYILNVQLKKLLRLHDDSFKNKCVSPVNDMLEKY-TPYTERTKALQKGAE

---------------MPSRTEELDRLLEKIINSPHGTEASKTLEEIENNQSYILDVQLKKLLRLQDDSFKNKCVSPVNDMLEKY-TPYLGRTEALQEEAE

---------------MSNRTEELDRLLDNIINSPHGTEASKTLEEIENNQSYILDIQLKKLLRLHDDSFKNKCVSPANEMLERY-SPYLGRAEVLQKEAE

---------------MPP-STELDALVDKIVNDHSLSEPGQSLKELGDNGKYIMDVQMKKLLKLHDQSFIERCFTPMEELKNRY-AKVKERSGDLQKEAE

-----MNVGVGNSSNNGNKTTELDQLFKNVIKNHKSTKLSDTIDEINRNNRYIMETQFKKLLKLHDKSFNEKSVLPMYELYKKY-YNLVENDLNIQNEAA

---------------MKYSNSELRRLLNHVITSKKDTELAKTLKEIESNRDYIDNVQLPKLLKLHDHSFKAKCVDPMFDLYEKH-CPILEHDANIQNRTA

---------------MYNRNVDLEHAFKDIVNSSIDSESSKTLREIEANSRYISDVQLKSLLKLHDEKFKQKCVDPLHDIASRY-GKIVDKDGDLATEAA

------------MTSTTKTYGELEELFKRIINSETPTEVSKTLKEIENNNKYINDVQFKKLIELHDDRFKNKCLKPMQGLCTKY-NNVVVQDGDLQIDAA

--------MNENRNNSTNSKNEIDRLVNKIFKNQNSTKSNEILKEIYSNNEYIRNIQLSKLIKLNDIKFQRKTVLPMNDLYIKYYNASDYENNNLQREAE

---------------MANK-VQLETLFNKLLKLPDDTEISKILKEIEDNDNYITSIQLQTLMNIHDKSFKEKYHNQLEQLYNKYKNKNYTSDAGLHNDAA

---------------MSSK-SELESLLNKIVKSNDETEVSKALKEIEDNNEYIEKKQLRSLLTMHDKKFKDQCLIPMNNLYVKY-NDIVGKDRNLQNETA

---------------MAPK-YELDQLVNSICKSTRDTDASKILKEIEDNNSYITEVQLKRLLKLHDGSFRE-SLTPLQKLHDKY-NEIVMRQGDLQSWAE

---------------MTNK-NDLDQLVNGICKSTLETGASKTLQEIESNNEYIMNTQLRKLLKLHDKSFKEKCVAPVIALYDKY-NERVLEEGDLQNWAE

---------------MM---SNERTLLNQLIKSKTDTVGSEILKEIEGNDEYIKDVQLKKLKELHDKKFKEKGVTPLIRLYEKY-NACALNDGDLQNWAE

--------------------MELDQDVNRIIKSKTATKVSAMQAEIEANHAYIYDVQLKKLLRLHDEELQERCHTPLRKLYAKY-SSRAEGNRDLQTWAE

---------------MNS--MDIDQTINRIIKSRTPTAVSDVQSEIETNHAYINQVQLKKLIQLHDENLQERCHIPLKKLYDKY-NDKILGEGDLQNWAE

---------------MANKSSSLDHELNRILKSHSETAVSATLKEIESNHQYINEVQLKKLVQLHDSGFQEKCVAPVTLLYNKY-SDIVLQNGDLQNWAE

-------------MSKASKEALLERALNKITKSQTNTNVAEAHEEIESNYAYINEKQLKRLVELHDTEFKDKCVVPLQRLYYKY-SDTVLCDGDLQNWAE

-----------MSMSRPSQEAIIEQELNRIFKSKTATNVSEAHKEIEANHAYINQKQLKDLVALHDTTFKEKCVEPLRKLYHKY-SDLTLQEGDLQNWAE
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LVDRDLRILEMTYQLIEKNRNSK---------------------------

LVDRDLRIIEMTYQLIKKNRNSK---------------------------

LVDRDLRIIEMTYQLIKKNRNSE---------------------------

LVDRDLRIIEMAYQLIKKNRGLK---------------------------

LVDRDIRIIEMAIQDINKNKSHQ---------------------------

ILDRDLRIIEMTIGNIKKQIHSNIYCSYMLEFMLVPLLHFPIFVFRSNLH

LVDRDLRVIEMTLALIKSGKETKKQP------------------------

LVDRDLRVIETTIQLIQERAKTDNK-------------------------

LVDRDLRVLETTLQLIKERKG-----------------------------

IIDRDLRIIELTIQSIKENNNINENNRNDITNANITK-------------

IIDRDIRILEETMKLLKENSSEHKKHIRSITKNGIASD------------

FVDRDIRVLESTLQYIIENKNSHNTNHGGCNKTKNSSKDKLLDK------

LIDRDLRVLELTMQLAKRR-------------------------------

LIDRDIRVLEVAMQLISESKK-----------------------------

LIDRDIRILEGTIKILEDESNEG---------------------------

HVERDLRLLETTLRLVREGKAQDTEQAPGKGDRIFRSD------------

HIERDLRLLETTLKIVKQEGEPENLD------------------------

IVDRDLRVLENTLQLVRENRNNP---------------------------

LIDRDIRVLETTLAKVRDNQSGG---------------------------

LVERDVRILEATMDKVRDNQSTI---------------------------
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MWGGGKMAVVSLSPHTAKMRKLFGQASTTMAYDGLKREAERRTRSDHNITMVAKDDELYLYHLTLKKQTNFVHSCIGHFVDL-----------------E

------------------------------------------------MTMVAKDNDLYLYHLTLQKQTNFRHSCIGHFVDL-----------------D

MWGGGKMAIVRLSPHTAEIC-LYGQVRITMTCNG---------SRRK-HEMISRDNELYLYHLTLQKQSNFVHSCIGQFVDV-----------------D

MWGGGKTAIVGLSPHTAEMR-LLYEATTTMSCSGLNEGLEQSRQRAR-DNMAAKDNELYLYHLTLQKQTNFVHSCIGHFVDV-----------------D

---------------------------------------------------------MELYHLTLQRQSNYVHSVKGSFL--------------------

--------------------------------------------------MLVQESDIHLYHLTLQRQSNYTLSCTGHFVDLVE---------------T

--------------------------------------------------MPVQESDVVLYHLSLQRQSNYVASCTGRFAELPGHE-------------V

--------------------------------------------------MLLQNSDLYLYHLTLQTQSNYVHSAPGNFVDIA----------------G

------------------------------------------MNTEAQQHEHEHEQELTLYHLTLQSKSNYTHSTIGHFVNIHSEHAYD----------S

-------------------------------------------------MPIEKSNELNLYNLTLQRPSNYIHLCAGYFIDKTPTLLSATTADSEI---K

-------------------------------------------------MIVRGEDNLYLYNLTLKKQSNYIHSCIGYFVDISVSNAVDISNTEKKK--L

-------------------------------------------------MKALNDDNIFLYNLTLQKQSNYVHSCIGNFIDINSDIDSSKELKLMQD--V

--------------------------------------------------MFGENDELILFHLTLQRQTNYVHSCIGHFIDVNDDSSQEVTG-------S

--------------------------------------------------MLVQESDLYLYHLTLKRQTNYVNSCIGHFIDRE----------------Q

---------------------------------------------------MTQDSEVLLWHTVLQRHRNYVHSCIGDFTLDRSSLATAEADTTSVKGPR

---------------------------------------------------MNEKEELHLYHVSLQKQRNYVHSCIGHFVDYRHHHIRAQGGSVEGGK-K

----------------------------------------------------MEKEELYLYHLTLQKQSNYVNSCIGHFVSYKQHQLVAESKSVQDGGRK

--------------------------------------------------MISEESDIHLYNLTLQRNSNYVHSCIGHFIDRRPVHSQNTDDDNSKK--K

--------------------------------------------------MIVDSADPVLYHLTLQRQSNFVHSCVGHFVDYKHHQLVRARDAG-----K

--------------------------------------------------MLADSTDLSLYHLTLQRQTNYVHSCIGHFVDYKPHQLVTNQNNT-----K
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AGSKREQSQLCVATETHLELYDTADGELKLIAKFQNLFATITSMKSLDLPHSGSRAKASNWPTFLALTSDSGNLSIVQIIM--HAGAL---RLKTLVNQP

AGSRREQSQLCIATETHLELYDTSEGQMKLVTKFQNLFATITSMKSLDLPHSGSRKNASNWPTFLVLTSDSGNLSIVQIAM--QAGTF---KLKTLVNQP

AGSKRGQSQLCVATETHLELYDTAEGELKLLAKFQNLFTTITSMRSLDLPHAGSRAKPSNWPTFLVLTSDSGNLTIVQITR--HADVF---KLKTLVNQP

AGSKHGQSQLCVATETHLELYDTAEGELTLITRFQNLFTTITSMRSLDLPHAGSSKNPSNWPTFLVLTSDSGNLTIVQVTR--HAGTF---KLRTLVNQP

---GRDSNELVVATQTHIELYDFAGKVRRKVGNDIVLFTSLLALDTI-WDEDGL--------AHLVMLGQNGNLVVAKFAL--SGDRL---QLDSEFLYR

QVKQPRPLQLLLATETHVELYDISTGSFSKIYQWP-IFATLKTMQSFRPINSKF--------NFIAITSDAGNLTILHITK--SHHSY---KLTTLYNEP

APGVGSRLQLFLATETCLELFNVADGRLERLASWP-LFASIKTIAAWIPVGATPR-------DVLLVTSDAGNLTLLSVER--DDSATHGFRLETLVNES

TGKKPSSLQLCLATETHIEIYDVSKGTLRKLFQSPIFQFKITQLKAFTPKGSRI--------SFIALTSDAGNLTILKCSYH-QHSRI---KLVPVINEP

KSSTKLPLQLCLATENHLEFYDVSNGHLNKFFQSIEFQFKIINCKSLTPKESNC--------SFIVITTDNGDFSIIKLSLQNNNNNNNNYNIKTILNYQ

KPKKRKLLQFVLATETHLELYDIEDGKLQKLAVIP-IFGIITTMKSFSIEGSNY--------YFLAMGSDSGNLTILRFIH--SSNGI---KLETLINQP

ERKKQPHLQICIATESHIELYDVSEGNLTPLASIP-IFAIITKIESIFFQNKEE--------SVLAVLSDSGVLSIIQFIN--ENGTI---KLQTLYNQP

KKKKVKELQLCIATETHIELYDVSEGTLNLCITIP-IFATITAMDSFVIPKAPY--------SFLAITSDSGVLTIARFIR--ESGII---KLKTDLNEP

KVNRKRHLQLCISTQTHLELYDVSEGSLRSLAVVP-LFATITAMETLNLENSPS--------SFLALTSDSGNLTISRFASIEPQGKI---VLQALINQP

DNKRSKDLQLCIATETHIELYDVANGTLRRLIEIP-IFATLTTIESFRIENSSV--------SLLAMTSDSGNLTIAQFHRP-SLNRI---ALKTVLNQP

SSKKRKELQLCLATQDCVELYDVSNGTLDALGKWP-IAATILSMTKLNMDRCSH--------TILVLITDSGNLTFWQFERDSVSGKV---YVRTLANEP

GSKWRKQLQICMATQTQVELYDVEEGRLRRLFTRT-VFGTITGLSSVVADGR----------SVLIVVGDSGKMSVLRFKY--EGGRV---RLEALFNEP

RAKARKALQLCIATQTHLELYDVEEGTLYCVMRQP-MFATILCMETLVVENR----------TFLILVSDSGNLTICNFVY--RDGKC---RLETLSNEP

RKKKQKELQICLATETHIELCDMENGTINKICSFP-IFATIRSMGKLSSE-SSC--------SHLVLVSDSGNLTIGRFVR--HENQVYAIKFQTLFNEP

RRKGRRDYQVCAATETHIELYDVEDGSLKRLVSIP-FFATITAMQSL-PIDSSY--------SFVVLLTDAGNLSVLQFVY--NSGCF---RLHTLLNEP

KRKSRRDYQLCLATETHVELYDVENGDFKRLVTVP-IFATITAMQSL-PVDSNY--------SYLVLLTDSGNLSILKFVY--DSGSI---KLHSLLNEP

        2 c aT2 h6E  1   g           f  6                       6 6  d G                         n p

       

       

 :  178

 :  130

 :  167

 :  176

 :  106

 :  121

 :  127

 :  122

 :  140

 :  134

 :  135

 :  135

 :  131

 :  121

 :  137

 :  132

 :  132

 :  136

 :  130

 :  130

       

             

             

YML049C    : 

Smik_13.99 : 

Skud_13.10 : 

Suva_13.11 : 

CAGL0L0150 : 

KAFR0E0039 : 

KNAG0G0035 : 

NCAS0G0334 : 

NDAI0D0138 : 

TBLA0D0378 : 

TPHA0F0346 : 

Kpol_1059. : 

ZYRO0G0473 : 

TDEL0F0063 : 

KLLA0A0812 : 

AFR382W    : 

Ecym_3168  : 

SAKL0D1234 : 

KLTH0C0290 : 

Kwal_27.10 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

LTRTTLRRVSPISYMEIDPNGRCIILSSVEQNKLCFLVDYA---QKLRI--SSPLEIIRPHMVTLDMAVV--------------DVNF-NNPCFVTLEID

LSRTTLRRVSPISYMEIDPNGRCIVLSSVEQNKLCFLVDYA---QKLRI--SSPLEIIRPHMVTLDMTVC--------------DVNF-NNPCFVTLEID

LTRTTLRRVSPISYMEIDPDGRCIIVSSVEQNKLCFLVDFA---RELRI--SSPLEIIRPHMVTLDMTVC--------------DVNF-NNPCFITLEMD

LTRTTLRRTSPISYMEIDPNGRCIILSSVEQNKLCFLVDFA---RELRI--SSPLEIIRPHMVTLDMTAC--------------DVNF-NNPCFITLEMD

FDNSVEKTWLP----KVVANKSSILVTWGLTQKIVVPVSWS---QEPRF--RSPIFFSNAEHSVVLELCS--------------LTSFEDH--YVSLELD

ITRSGIRRLAAIEYCQIDPRSRCLMISAIEKFKFAYLLNYNEVDSKLTI--SSPLEIIRSNYITLSLVAC--------------ASNFIDNPIFASLEID

MHRSGMRRVSPIAYSAVDRRQRCAMVSALEKFKLCYMLGSGATTTASPPLLSSPLEIVRTGYITQDLVSC--------------DMEYTDNPVFAALEI-

FARSGIRKNSPISFMTIDSMARCLTISAVQQKKLLYLLDYSERDDTLSI--SSPLEVVNSNSFTLSMVDC--------------PSNLNNNPIFTSIEIE

FTRSGIRRLSPIQFLEINDDSLTIILSALEKNKLIFNLTYSKNDSSLQIMDSSPLEIIKSNFITMILINCYNKNNNISNIVSSHHYHHKENPFFASIEID

LTRSGARRISPISYISVDPQGRCLLLGAVEKNKMCFLLDYK--YDNFQI--SPPLEIYRPDKITLSLVSC--------------DVQF-DNPCFVSLELD

LSRTGIRRLSPIYHLNVDPYGRCLLISAMERNKLCFLIDYQ--HDKFRI--SSPLEINRPDMIILEETVC--------------DVLY-NNPCFASIEID

LSRTGLRRLSPISYLNIEPYGRCLMVSAMERSKLCFLLDYE--DNKIKI--SSPLEINRSGMIMMGGTSC--------------DVRY-DNPCFATIEID

LTRSGLRRLSPISHLQVDLHGRCLFLSAIERNKLCFVANQI-GQDGISI--QDPLEALVPNTLTLDTAVC--------------DVRY-DNPCFASLELQ

MTRSQVRRVSPISYMTVDPYGRCLLLSAIEKNKLCFVLNTN-NDGSLVI--QSPLEAIRPDVITLDITSC--------------DVQY-DNPCFAALEID

ISRSGIRRFVPQYQMVSDPQSRCVFFSGIERSKMCVLADWQ--RGKLVV--GSPIEIQRSDRITLASAAC--------------DVSF-DNPVNAAIEVE

LSRSGVRRLSPQAHVSVDPQGRCVLLSAMERNKVCYLMDVK--QGELQV--SSPLEANRPNYVTMQTAAC--------------DVAF-DNPIFASLEID

MGRSGVRRLSPQTYLSVNPQGRCLMLSAMERNKVCYLIDFR--GDELQV--SSPLEANRPNFVTIQTVCC--------------DVGF-DNPLFASLEID

FSRSGIRRLSPQAHLEIDPHGRCILLSAMERNKLCYLTESK--NDQLQI--SSPLEANRANFVTMQTAVC--------------DVGF-DNPCFASLEID

FARSGIRRLSPQKHLSVDLHGRCIFLSATERNKLCFLTDFK--DNALSI--SSPLVLNKPNSITLSTAVC--------------DVAF-DNPVFASLEID

FARSGIRRLSPQKHLSVDPHGRCIFLSAAERNKLCYLTDFK--NKSICI--SSPLEVNKPNFITICTTAC--------------DVAF-DNPVFASLEVD

  r3  4  sp          rc         K c                ssP6e       t     c              d     np    6E6d
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YMR019W (STB4) 

  

             

             

YMR019W    : 

Smik_13.18 : 

Skud_13.17 : 

Suva_13.18 : 

KAFR0A0213 : 

KNAG0M0212 : 

NCAS0A1272 : 

NDAI0B0154 : 

ZYRO0E0627 : 

SAKL0D1346 : 

KLTH0D0789 : 

Kwal_26.82 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MSINHEIYYILVFEHRSVAIKLIIVVIVLLQFFLARSRQIDRTWAHTNRKERFREMTAIGNTDDALDTSTAA---SKENGKGRLRVQKACELCKKRKVKC

--------------------------------------------MFSYERNRFREMTTIGNTTDALEINAAAAAVSKENGRGRLRVQKACEICKRRKVKC

------------------------------LLQYRFITEEDMTFMLTENRKRFREMTAIGNTDDALQNVAAA---SKENSRGRLRVQKACELCKKRKVKC

-------------------------------------------------------MTAIGNIDDALPTNTAA---SNENSKTRLRVQKACELCKKRKVKC

-----------------------------------------------------------------------M---SKSTTKQRLRVQKACDICKRRKVKC

-----------------------------------------------------------------------M---QQAVAR---RVRAACAVCQRRKLKC

-----------------------------------------------------MNRNMIHSHETHRNAMDNT---SPERKKQRIRVQRACNICKRRKVKC

-------------------------------------------------------MNMTDI-------NGKE---VTNKNRQRLRVQRACAICKKRKVKC

----------------------------------------------------------------------MV---QEEIRRNRLRVRKACEICKRRKVKC

-------------------------------------------------------MD-PSKYND---PSLYG---KDNGSKQRLRVRKACEICKKRKIKC

-------------------------------------------------------MCLDHHQQDDNARVATL---QQDTGRPRIRVRKACGTCKRRKVKC

-------------------------------------------------------------------MDNNL---GESCTKHRMECSYGSDVYARRVTAV

                                                                                4 r rv  ac  ck4Rk kc
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 :  38
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YMR019W    : 

Smik_13.18 : 

Skud_13.17 : 

Suva_13.18 : 

KAFR0A0213 : 

KNAG0M0212 : 

NCAS0A1272 : 

NDAI0B0154 : 

ZYRO0E0627 : 

SAKL0D1346 : 

KLTH0D0789 : 

Kwal_26.82 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

DG--NNPCLNCS---KHQKECRYD--FKATNRKRRRRQVASAVRDVSKTYAETSESFPRDLLSKSNIIINAPSDGVSSSASNSPNPNSHYHHISSTLPFM

DG--NRPCLNCS---KHKKECRYD--FKATNRRKKRRQATSLIQNVDKEYIETDVALSKDLLSKSNANVNAPSDFLSSSASNSPYSNGHYSNLPCTLPFM

DG--NKPCLNCF---KHQKECRYE--FKATNRRRRRRQATSPIQNVNEEYTEIDETFPKDVLSKSNTNINPPSDCLSSSAENSPYSNSHYQNLQSTLPFM

DG--NKPCLNCS---KHQKECRYD--FKVTNRRRRRRQATSPIQNVNKEYTEADGVFSRDI----SASVNVPSDCLSSSAGNSPYSNSHYSNLQSTLPFM

DG--LSPCSNCI---RHNVDCTYD--YRTFASRKKPRFIT----------------------------NVLSSSRESSVASSIPLS--------------

DG--KQPCSRCA---RTDRICRYA--------------------------------------------KVQVQTQMPARASVVPRA--------------

DG--NKPCLNCI---KKEIDCEYN--NSSNTTKKEP--------------------------------NDPPADIDAAESSTMSPP--------------

DG--MKPCSNCI---KRSKDCTYTTAYKIPNMKYSPS-------------------------------LSPSSKTHSVSIENSPAAPDASLDIRLH----

DG--SQPCANCV---KHGQECKYI--SGTVRRRYRRDIGNSS-----------------------GASILIPSRLTPSSSTALNFN--------------

DG--HQPCTSCT---KNSVQCVYK--F-----------------------------------------------TDTASPISKPKP--------------

NG--QQPCAGCA---KHGSVCHYK---------------------------------------------VEPVTRPASAALKAGAP--------------

SALPEKPGFSGVPPPSAGGPCGYV---------------------------------------------------SAAGASTAGAS--------------

 g    Pc  c         C Y                                                                             
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 : 160
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 :  91
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 :  78

 :  65

      

             

             

YMR019W    : 

Smik_13.18 : 

Skud_13.17 : 

Suva_13.18 : 

KAFR0A0213 : 

KNAG0M0212 : 

NCAS0A1272 : 

NDAI0B0154 : 

ZYRO0E0627 : 

SAKL0D1346 : 

KLTH0D0789 : 

Kwal_26.82 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

SGRPN---HTFHSGSNLNGENNNNSFPEDHMAKLLLQLSSKLGNTTKESSIRTTRTNA--SDVNANPTVVNMKNSQEDCDTNHRSAICDSAEALHNNNIN

GARSN---NAFNSGGNIHAENNTSVFAEDHMAKLLLQLGSKLRNTTKESSHKANEANGDDDDVNTNLTTINIVNNRAGSKPNCRSGLCGSSEALDSNNIN

DARP----NHTFTSTANVNRENSNAFVEDHMAKLLLQLGSKLRNTANESLKIDKNNDN---DMNTNLTTVNMNNNQVGSKNSHGYDMHGSSGALDSNNIT

SVRPNRTSHAFNSAANTSGDNNTNAFVEDHMAKLLLQLGSKLKNTANESSKVNKNSDN---DVNTNLATIEMENNQVGNTSNRKYDMRSSSETLDSNNIN

-------------------SNGKSVFIEDQTAKLLLELSSNREHSSNSSLYVNDEKQL----------------------SSIRRDYIIHGPEIDNQK--

--------------------------------NVPVGLGRG-----------------------------------------------------------

---------------NLLHPQLNKEQSEDNMAVLLLDLAKKLKQKKNIKDTTSLGNDD-----------------------TIPPRVTKDTN--------

--------QKKANHVTKILRNTERKPEEALVIDLLLGLGNNAPSSSTSSTAVSINNKN----------------------NNNNNNQSTEDDLIRNDKLS

--------GSVNGGGSEILGNNNGVGDSDRMASLLLQLGGNGTAGIWPPVSLDSERIN--------------------ANTSAIRHLIKTTNSVGYNNRR

----------------------GRSLDKESIANALLQLESSLLAKIDSKPTPTPTP--------------------------TPPNLVHFSSSLP-----

--------------------------GPAGTLPALSQVPAPSDFATGPAPA-------------------------------------------------

------------------------------------TIGASTDNTSPSLQA-------------------------------------------------

                                  l  6                                                              
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YMR024W (MRPL3) 

  

             

             

YMR024W    : 

Smik_13.19 : 

Skud_13.17 : 

Suva_13.19 : 

CAGL0M0751 : 

KAFR0A0219 : 

KNAG0M0217 : 

NDAI0B0148 : 

NCAS0A1277 : 

TBLA0F0395 : 

TPHA0C0275 : 

Kpol_1064. : 

ZYRO0E0649 : 

TDEL0B0662 : 

KLLA0E0763 : 

ABR065W    : 

Ecym_4572  : 

SAKL0D1368 : 

KLTH0D0814 : 

Kwal_26.82 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MGIVLKRAIAAGMKPFPNSTWHWSRTIRPFSQHLSSTCFL-----QQSSRFTSKRYLHLSTLTQQEKRFLPES----------ELAKYKEYYQGLKS-TV

------------MKPFPNSTWHWSRTIRPFSQHLSTTCFL-----QQSSRLTSKRYLHLSISKQQQKRHLPES----------ELAKYKEYYQDLKT-TI

------------MKPFPKSTWHWSRTVRPFSQCLSGTCFL-----QQTSRLTSKRYLHLSTSKQQQKPLLPES----------ELAKYRDYYQDLKR-TI

------------MKPFPSSTWHWSRTIRPLSRCLPGACVL-----QQSSSLPSKRYLYHSTSRQQQQAFLPES----------ELAQYRDYYQGLKG-AI

-----------MMLCRVTRPITFRG--------------------------------FATFGRLQQAVDTA------------ELDQYRSYYLGLKD-VI

------------MLCSTARSTFSNS--------------------------ILQKYLFSSLRKHVFYRANSTL-------TKTELGKYEVYYKNLQT-AI

------------MLKRVPAVW------------------------------------YSTVGRVARGGVPPGG---------GGVAEFRKYVEEEAA-VL

------------MSLRSNCRLLIQPLTRAGPSASISLLSSSN-N-IVNVSQSCNNRTLLALTRQASYSSSSTSPRL----KDSEFAKYKEYYRNLKSLTI

------------MLQTNSSYQILASAKTRISSL------------ASSEIHLLSLRKYSTSGNVERKPRRTRD---------AELLAYKQYYQKLKLLTQ

------------MLRNKPILIKVSFSCYRNN--------------IFTSANITSRHFHQTTSALEKNIKVDSTVLAKNFQNADEFNKLSVYYSSLRK-TI

---------MEAMMLQGARPSLVR-N--------------------VIANHGSSLNIWNKCIVRGLQTKPVS-----------NLNGYKEYYQGLKN-VI

------------MSISQMLKSSQLRSSVLRNRN------------SISTLVITTRSFRSMPVRWNRQQEISNS----SEEEYSNLLKYKEYYNELRD-TT

------------MSQLSSLTRHVAASRCMVTRLAVN---------GRSRSLPLGRRFNSTVSDRISSSSSSSSLKS----NAVELSKYKNYYKELKQ-II

------------MSQISKVTATLVSIRGLPASGIISTGR------STLVPLKSRRIIHSQCGLRQEQSVIKGT---------GNLNEYKSYYRDLKN-TI

------------MSVLKLLNPVRVRG-------------------------------FASCARLYQS----------------ELSSLKEYKNTIST-LL

------------MPQVIRALRCFHSG------------------------------IFLRQGAVGATGAGGAT----------ELEKYRGYFKQLQQ-AL

------------MSQLMRAVRSLHYS-------------------------GAVRQAAGSAGRITAEAAETA-----------ELANYRRYYGELRD-AI

------------MSQLVRYSTCALRNSRVASSSKWVISSSKRAVVGITSSRPTARSFRTSASRFQLQQQETTT---------PELNKYKQYYVSLQS-AI

------------MSQQLLLSGRLARSLHVVARSKRV---------WLRGFPAPQRSIHLSPRQRQQQVKLETP----------ELNKYREYYKRLQA-AV

------------MSQRVILSGHFARNLNNIVRPRR----------ALAKFPSSHRSIHVSSTLLQDQGIIETP----------ELNKYKDYYRQLQS-AI
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YMR024W    : 

Smik_13.19 : 

Skud_13.17 : 

Suva_13.19 : 

CAGL0M0751 : 

KAFR0A0219 : 

KNAG0M0217 : 

NDAI0B0148 : 

NCAS0A1277 : 

TBLA0F0395 : 

TPHA0C0275 : 

Kpol_1064. : 

ZYRO0E0649 : 

TDEL0B0662 : 
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SAKL0D1368 : 

KLTH0D0814 : 

Kwal_26.82 : 
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NEIPESVASKSPSLRTLHKRLQLPNELTYSTLSRCLTCPSAKLPDKINNP---TKGAAF----VNTVPT--NKYLDNHGLNIMGKNLLSYHVTKSIIQKY

NEIPESVASKSPSLRTLHKRLQLPNEFSYSTLSRCLTCPSAKLPDKINDP---SKGAAF----INTVPT--NKYLDNHGLNIMGKNLLSYHVTKSIIQKY

NEIPETVASKSPALRTLHKRLQLPDKFAYSTLSRCLTCPSAKLPDKINNP---SIGAAF----INTVPT--NKYLDNHGLNILGKNLLSFHVTKSIIQIY

NEIPEPVASKSPLLITLHKRLQLPNELTYSTLSRCLTCPSAKLPDKINNP---SKGAAF----INTVPT--NKYLDNHGLNIMGKNLLSYHVTKSIIQKY

GKVPEEVAQRSPSLVALHRRLGLPREFTYSTLARCLTCRTSDLPAKIKNPFVTEASARYLAGTANVVPA--SKKLDNHGLNIFGKNLLTYHVTQYLVKRY

NETPETIISKSPTLTTLHKRIGLPKEFTLSNLSKCLTCRSSFSTSDS----------------LTITAT--AKQADNHGLNIFGKNLLTFHVTKFLLMKY

RRLPQEVTDKSSALVALHSRLRLPEAFTTAHLARCLSCKSGAGPGA-------------------------SGALDNRGLNIFGKNLLTMEVTAELLRRF

NEIPEEIASKSPLLITLHSRLQLPESFKYSTLSRCLTCRSSQLP---TLP---SSTSPK----TVT-FS--KDYCDNHGLNIFGKNILSYYVTKKLLEKY

NEIPNDVVANSPPLITLHKRLNLPQEFSMSMLSRCLTCQSSELPN-TTQP---STILAK----RETLFS--KDFCDNKGLNIFGKNILSYHVTNSILKKY

DSVPEEVAQKSPSLVALHHRLSLPKEFKYATLSQCLSCPSSKLPSEIKND--PKLGVSF----TKTVLA--PKTSDNHGLNIFGKNLLTYHITYKLLRRY

NNVPEDLATNSSLLNSLHKRLNLPKEFSYSLLSRCLTCRSSQLPN-LSQL---SQGSGY----VNTVTT--SNQFDNHGLNIFGKNILTYHVTHHLMKKY

NNVSNEVAEKSPLLNTLHKRLNLPKEFELSLLSRCLSCRSSKLSHELSNP---KSGLAF----VNSVNT--NNYFDNFGLNIFGKNLLTFHVTHHLLQKY

ENVPEDIASKSPELVTLHKRLQLPKEFQLSVLSRCLTCRSSHLPNEISNP---KLGSAF----SSTVPT--NNLFDNHGLNIFGKNLLTYHVTRKLMTKY

DEIPEEVASKSAALVTLHKRLSLPKDFQLSVLARCLTCRSSQLPSDLSAP---RLGSAY----ASTVPA--NNFFDNHGLNIFGKNLLTYHVTHQLMKKY

KNPAHELT--SPNLVALHSRLRLPQGLSYSLLSRCLTCRSSG-----------------------------EVNYDNVSLNIFGKSLLTLAVTSELMKKY

ETGDEEAAGKSPLLHTLHSRLALPQQLGLGTLSRCLNCPSANLA---------DVG-------MKTAKTAQNKEQHNRSLNILGKNLLTLHAMRRLVERY

SKPQEEILRRSPELNTLHRRLSLPEEFGFSTLSRCLTCRSSKLPED-------KTGLQF-----STVPVQGSHMCDNHGLNIFGKNILSHYVTRRLIEKM

NGVPEELATKSSPLVTLHKRLALPEAFPLATLSRCLTCRSSQLPYDINDP---SSGAAF----TSTVPT--NNFFDNYGLNIFGKNLLTYHVTHKILSQY

NDVPEELASKSPSLVTLHRRLNLPESFQLSTLARCLTCRSSRLPSDLNVP---SSGAAF----TSSVPT--SNFYDNHGLNIFGKNLLTYHVTRQTMAKY

SEVPEDLATRSPSLVTLHKRLNLPKSFKLSTLARCLTCRSSQLPTDLSTP---SAGASF----PNTVPA--NRLHDNHGLNIFGKNLLTYHVTRQTIAKY
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Smik_13.19 : 

Skud_13.17 : 

Suva_13.19 : 

CAGL0M0751 : 

KAFR0A0219 : 

KNAG0M0217 : 

NDAI0B0148 : 

NCAS0A1277 : 

TBLA0F0395 : 

TPHA0C0275 : 

Kpol_1064. : 

ZYRO0E0649 : 

TDEL0B0662 : 

KLLA0E0763 : 

ABR065W    : 

Ecym_4572  : 

SAKL0D1368 : 

KLTH0D0814 : 
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PRLPTVVLNAAVNAYISEAVLAHIAKYWGIEVETTSVLSRYLKMEPFEFTLGRLKFF-------------NNSLNSKDGIELIT-GKNFSE---------

PRLPTVVLNAAVNAYISEVVLAHIAKYWGIEVETTSILSRYLKQEPFEFTLGRLKFY-------------NNSLNSNDGIELIT-EKNFSE---------

PRLPTVVLNAAVNAYISEAVLAHIAKYWGIEVETTSIISRYLKLEPFEFTLGRLRFF-------------NNSLNSEDGIELIT-GKNFSE---------

PRLPTVVLNAAVNAYISEIVLAHIAKYWGIEVETTSVLSRYLKMEPFEFTLGKLRFF-------------NNSLNSKDGIELIT-GKNFSE---------

PRLPVVVLNAAVDSYLSQRVLASIGKSWGIESEDSPVVNRYLANEPYEITLGKLRFF-------------NNTLKREDGLQLIT-SKNFSE---------

PRLPTVVLNAAINAYISKNVLANIARSWGVEVEQSTIMKRFLKNEPISVTLGKLRYY-------------NNEFNKVDGIEMIS-KLNYSE---------

PRLPLPVLNAAVDGYIGEGVLAGIARGWGVQPETRGVLDRFLSGETVEATLGRLRYVGGASASSIASAASGSSIHEAGSVADVSGNATAPEADAPGTAAV

PRLPTVILNAAIDSYISDYVLSSIGSQWGIDIEKQTVMERYLQNEPFEITLGKLRFY-------------NNSLNYNDGIEIVSWKKKFNQ---------

PRLPTIVLNAAIAAYLSEHVLASIGKNWGIESERRTVMERFLINEPYDITLGKLRFY-------------NNAMGKNDGIELISLKKQFNE---------

PRLPTVILNAAIDAYISSESLASVGKSWGIEVENTSVVERYLKNEPVEITIGKLRYF-------------NNSMDNAEGIRVLL-NNNFSE---------

PRLPTVVLNAAIDAYISQEVLANVGRGWGIEIEDSSVLERFSKNEPYTVTLGKLRFF-------------NNTLNKEDGILVIS-AANYSE---------

PRLPTVVLNAAVDAYISEKVLASIGKSWGIETENTSVLDRFTRNEPINITLGKLRFM-------------NNSLNKEDGIEYVS-GQLQSS---------

PRLPTVILNAAVDAYICEDVLAGVGKSWGVETEKTPVLERYLKEEPIQITLGKLRFY-------------NNSLNQEDGIESIS-SLNFSE---------

PRLPTVVLNAAVDAYISQDVLASIAKSWGIEAETTPVVDRFLKNEPIHVTLGKLRFL-------------NNSLNKHDGVELIS-SQNFSE---------

PRLPGVVLNAAVDAYINDHVLSNVGRSWGIEPETQSVVDRYAKKENVTITLGKLRYF-------------QNSVDE---------LHNFTE---------

PRLPVPVLNAAVDAYIGLPVLAQIGRGWGIESERETVMERFLRQEPSHMTLGRLRFF-------------NNTLKEIDGIRILS-SSNMSE---------

PRLPTPVLNAAVDAYIGEPVLAHIGKSWGIEFERSTIMDRYLSQEPLYLTLGKLRFY-------------NNTMKETDGIQVIL-KENKSP---------

PRLPTVVLNAVVDAYISQPILADVGKSWGIEVETTSVLERYLKDEPIQLTLGKLRFF-------------NNTLAKSDGVELIT-SQNFSE---------

PRLPTVVLNAAVDAYISQSVLASVGRSWGIELENSSVLDRYLREEPIQVSLGKLRFF-------------NNALKREDGVELIT-SHNFSE---------

PRLPTVVLNAAVDAYISQNVLANIGRSWGIELEHSSVLDRFLKEEPVQITLGKLRFF-------------NNTLKKEDGVELIL-NQNFSE---------
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YMR066W (SOV1) 

  

             

             

YMR066W    : 

Smik_13.24 : 

Skud_13.22 : 

Suva_13.24 : 

CAGL0F0661 : 

KAFR0A0030 : 

KNAG0M0253 : 

NCAS0C0518 : 

NDAI0G0452 : 

TBLA0A0079 : 

TPHA0L0196 : 

Kpol_1073. : 

ZYRO0E0096 : 

TDEL0B0731 : 

SAKL0G1903 : 

KLTH0C0129 : 

Kwal_14.99 : 

KLLA0F2604 : 

ADR149W    : 

Ecym_3411  : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

--MFKYNRSLCS-----------SALIAKSQIRFYRLKRAP-LNYASHIPEV---LNKTIIGPDEPEKCLILKGKTSEEIENNLLSNKKFQ----EINPL

--MLRYTRLLRS-----------YTLLAKSQVCHYRVKRAP-LNSISHIPGI---VNSTTIKPDEPEKCVVLKGQTPEEVENNLISSRKFQ----VINSL

--MLKYTRSFRT-----------SALIATLQVRFYRLKRAP-LDSISHVPKI---LNKAITEANEPEKTLILKGQNSEEVEDSLIASKKFQ----EINPL

--MLKYTRSLRT-----------STLVINSQVRFYRAKRAS-LKSIPHIPGI---LSNTTVEPNEPEKTLTLKGETPEEVERNLIASKKFQ----EINPL

--MIRHTLRLIR------------YPSFSICFRVARAYR---SYASSHIPQL---KSDQLKSSAREHHRQDLGLKFNDPL-----KKSGFQ----EVNTI

--MLLRHVANRG--FCKTSSLIPRTVSRIVVYRHYRRKGGSNTKLLEHVPGI---ATSSGIGK----NEILLAGKSKEEIESGL-KKIGFE----NTDQP

--MLCWRG-PVR------------LAGCVRRCRFYRKPA---SHIASVLRGG---REEAPRASSSSQKEVFLYGKSENETVESL-KRLGLA----PVDSK

--MRRSLGLPLR----LGVRWIPQTVIAGPIRRFYRKGPEL-PQSDNLQPKASHSKDQSTEVKTPPLFASSNKERLEDFLSPDVQEKFGFQ----ELDKV

MYLSSIPLRPSYLPFCYISSRFLPTVLLHRNIRYIHYSY----RSK---------KLDT-NIDTKLPHDLKPLQDPNEIIKTLK-QTHGFS----DINDA

--MLRYHPPNQNQLLFGINLARNAKRLVWYAIREYRQKR-------TILPT----KDKPFSQHRDISQRFYDQFNISSRIDL---KKLGFS----ESNLE

--MLGYTRLN---------------TLLRYQTRNYRLKR---TTPASHIF-----RSNQVNDNAIINKQTNTNFKPEEISKLNF-KGLGLE----HLNTS

--MYKSVLLKQG-----------FKSFGLFQIRYYRQRTN--ITNLSHIPSL---RTKNIQKTT---ELLQLNVNSKKDEIESL-KKLGFDLDNTTLDDD

--MFRFTSTLRN--------------VVRIQARFYRRRR---LPTGTHIPAL---QQNGLLRDA---GEISLKAKDSHETEENL-KKMGFE----EWNSN

--MLRATRLGCR-------------CLSRAHVRYYRKR----RMLTGHIPTL---KNNEILREQ---KVINIDAPSPDVVENKL-RSLGFE----NLDAE

--MLSFRIRTMR-------------SSVYLQARNFRKRA---RFPSTHIPQV---RNVESNDSFGA-KELRLHADSAEKVVEDL-KKLGFK----DINQL

--MISCRDICVR-------------ARIGSQLRFYRKRL---KPRYNHVP-----QVSSLQSELLQPRELRLQAHSPESVERDL-RRLGFR----EIDES

--MIGFRTHFTR-------------TNLGVQLRFYRKRL---KPLQNHIA-----QVNAHQNDLSQAKVYKLRADSPETVERDL-RKLGFQ----TIQDS

--MLNVITCRSR----------LSLLVTPRQLRYIRTKSL--SNTISTIK-----------------KNADNAMHIQEKQDIAVLKKHDFT----EVDIN

--MLRRMLLASR--------------ANAPQFRQIRTRYPSMLHPDHFSPD----KASSVI------GNIKNITDPEHFEEH---EKPQLP----SAAEQ

--MLRYGVKPAN-------------RFCLIQIRCIRSK----PQLSKVAP-----TTEQIAGFIQEQHKGFPSNESHKRMEI---KENQFL----DMRNV
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Smik_13.24 : 
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DT----IQETFIQYLKFCNETNFKRSNKNLNRLKKTLES-KD-SNSTVKINAVFNYLLEECDLEI----KRLNTTGQTQVYN----------------E-

DV----IQETFIQYLKFCNGNTFKRSNKNLSNLRKTLES-KE-SSSTEKISAVFNYLLEECHLEI----KRSKTVGLGQVSD----------------E-

EA----IQETFIQYLKFYNGNTFKKSCKNLSNLNEDLKS-KD-LGSNEKIRAIFSYLIEECDLEI----KRSNTIEPSQVFD----------------E-

DT----IQETFVQYLKFYNGNTFKRSNKNLTILKNNLEN-KD-LNTTAKIRSIFDYLLEECDLEI----KRSSTTGISQKSD----------------E-

KH----LEETLIQYFDFIS-NGFKKSKKNLVKLKKDLHLLHTDVSAKERFSYVFQFLLAETQMEI----ARYNSLGPQAIKNLADTASS--YKNLKE-E-

SD---SAQDFFLRYLKHTN-VVFKSSSKNLNHLKEELK--QL-SDDSEKFEVLIQYLLRESELEI----KRYKLLGKDKIIQKKLDSLAAEHEKH---S-

TA-AADRQDLVLASLRQFN-VSFRQSNKNYNALSRSLRD-GA-IDEDTRFQIVLAYVIEECRLEV----KRLNQFGVRQLQEWNLEWTA---------R-

SS----VEETFLQYLKFIS-KGFKKSSKHLNRLQTDLSK-RT-LTSNKKLSLLFDYLLIESDLEI----KRLKQGHIEGTDGETS-------------H-

SP----IEETFLQYLTFLN-KGFQKSDQNLRLLKENLKS-TG-NNNNEKFNLIFSYLLTESTLEL----QRFKQLGPEGLKSIKQQQQQQSNDEDEN-S-

NNHTTSNDDLLIKYLQFASSKINGTINKRLNKLEHLLNNLEE-NDNGHKLAVIFDYLLIQCQNEASILNKRIKDKKKSGLNNEIFQEKQNFVSKPATNES

SLKDGFESALVLDYLNFTK-SPYNRSSKNLNKLKKHLQ--DT-TDEKKKFNLLFDFLLEESNIEI----NQHQKLGIEGSQLERLDNQK---------M-

GNGNSNFDDILIEYLKFTS-SVYKKSTKSLNKLKLQLKNADQ-LEGKTKLNILIDFLLNEFRIEI----NIYEREGINGLEKMRQ------YNSDI--A-

KY----MEELILQYLKHAN-SGVRQSAKNLSNLSKELKT-DT-LGPNERLQILFDYLLKECEIEI----KMLNQLGPDQLKKSKEV-----KDKPSD-L-

NS----MQDMMLSYFSQAN-AGFKRGSKNLKKLQNDLMA-ND-TSDDAKLGALFNYLLEESNLEI----RRLQTMNKDKVDINNESRMID--------K-

NS----AEETLLEYLDHTK-TDFKKSSKNLNRFKTALSN-EK-KESNNRMKVLFDYILTESEAEI----KRLNSLGAEGLEKIQQQAKQKKLSNNRGFQ-

GP----VDDMLVEYLESSK-SPFKKSSKHLNSLKSTLVN-NK-SPNQDRMKALFDFLLKESEQEV----RRLESMGPEQLQMLQTIHDSEKSEHSA--K-

DA----VEDMFVEYLDSSK-SPFKKSSQHLNAFRKILSG-NR-SEDQDRMKVLFNYLLKESEREV----RRLENMGPEQLHKLQQMSQPEDQGHDR--S-

SG----VNSWFLSYLAVTN-PGFKKSKKNLRKLK---------KQKETSLKDVVEYLLLESENEI----KRLQTMSPEEINRHFTQNKDSEIF-----D-

TD---LISGNMLDVLTAHN-PGFKRSQANLRRLKTQVSD-HA-LPTEHKIRAIFRYLLQESQDEL----SRLRELGPEKVNTVLQAHRENAYLRRK--Q-

TDKRFEDSDDFIHLLELKN-PGFKKSVLNLRRLKIKLKS-LP-PGSNDKFKEVFDYLLRECEGEI----TRMQTMSPEKFKETVDNNKLRELEMKK--I-
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 : 152
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 : 158

 : 169

 : 156

 : 164

 : 168

 : 179
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 : 163
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 : 150

 : 161

 : 158

 : 158

 : 141

 : 154

 : 159

      

             

             

YMR066W    : 

Smik_13.24 : 

Skud_13.22 : 

Suva_13.24 : 

CAGL0F0661 : 

KAFR0A0030 : 

KNAG0M0253 : 

NCAS0C0518 : 

NDAI0G0452 : 

TBLA0A0079 : 

TPHA0L0196 : 

Kpol_1073. : 

ZYRO0E0096 : 

TDEL0B0731 : 

SAKL0G1903 : 

KLTH0C0129 : 

Kwal_14.99 : 

KLLA0F2604 : 

ADR149W    : 

Ecym_3411  : 
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EKGNEDDLEQSIMNDIF--RSAQEQFEDQEGHIPLRSTSFLLEILKSFNERFNGIIKPKESITEMVTFSQLAQAFEVVKLIPVQEMKEKGIYLVGNLLYG

EKRNEDDLEQYLMNQVF--ESAQEEFKDQEGGKFSRYTTFLLEILKNLNEQFDGVTKPKESITEMITFDQLAQAFEVVKLIPMEGKKQMGIYFVGNLLYG

EKRNEHDLEESIMNDIF-SQSAQQELETQDGSIPLKSTNFLLEILKNFNEQFNGMIKSKESITEMVTFDQLAQAYEVVKSIPVEGKKHRGIYLAGNLLYG

LQRNEEDLEESIMNDIF--QAAQEEVETQEGSICLKSTNFLLEILKGFNERFNGVIKPKESVTEMITFEQLAQAFEVVKLIPVEGKKQRGIYLVGNLLYG

AIENDDQLESAIMNVIF------DDNLKDTTKTVLPYTELLLNLLGNMS------KSSWEKNSELLELDNVAEAYEIAKLIPLEDMKKRGIFWGGKILYD

GSISEQTLETVVFNNLF-------LDTQEETDIYFTNINLILKILQDLCKNIP--RNTMARYKSVVPISLLVELFEMFKLVPLRKKRKLGILLAGKLIYA

KQKQGSDMESKVMSGLF-AQQSATTSDSGEEEPYLANTKFLFGILRNIL------ASHLDNWQKVISPVQLAEIFEVFKQIRIDQWKYQGIYLSARILYS

IPLADDEAESMIMNDVF----KSLDSNDGPNKKYLHNTDFLYKIMTDLNV-----NDEIKIKTDILSIDQMVRAFELAKSMPTEGRKQRGILLAGKLLYS

VVKNEKDLELRIMNEIF----STLTEKNKENEVYLHNVDFLFKILTELNST----ITEDKGFEHGLSIEQFVEAFEISKLIPIEGRKSRGIFLSGNLIYS

DGISENKLEDQILNELF-----DESSTKDRKYIKLYHTELLFHILEQIK------NNTDIITSNYFSLEQIVEVFEFSKLFPIRSIRDKGIFLAGNIVYS

IIENEKEDPTAIFQELI-----MSKEKEDPNLKSFANFKFVLYLLDKLEQN----FQKTTFQDIPITIPQLVNAFETAKLLPIDTLRSKGIYLTGNLLYA

ELNKDIDDENYLLSQLFKTSENIQDDNTSNNGSLFNNANFIFNILSNIKKEI---KLPYIINELPIPVEQIAEIFEISKQLPLESDSMKGIYLSGSILYG

PIETPEQLEDAVFSDLF--------DSAENSQNYLNHTDLVYQILTDLN-------DRKSQGLSVLTLEQLVQVFELAKLIGIEGRRKRGIFLAGNLLYS

ELESETELENAIVSELF-------KPTGKDGETYLMNTDFIYEILTDLN------NRKKPLGAKVLSIDQLVEAFELAKTVPIEGRRRRGIFLAGNLIYS

AMTSEKELEKALVGDLI-------SASEDGKESPLKNTEFLFQILADLN-------MRKLADADLVTIEQMVQAFEISKLIPVPEFRLRGVLLSGHLIYS

EISSERELEKAILRELM------ESSQDEEGRSLLPNTECLFRVLSDLN-------MNRLAKADIISVEQMVGAFEISKLLPAYKLRQRGILLSGHLIYS

EITSEKELEKALIQDLM------ASSSTKSENSLLPNTESMFRVLSDLN-------MNKLADADIISVDQMVSAFEISKLLPVYKFKQRGVLLSGHLIYS

DSTDIENLDEKIIQQVV-------YDEMKPKLHALTNTNHLLDLLEKTLS-----DTSVVDKSQIISLDQMVQAFELSKLIPNLKYRLRGQYLTGQLIYG

QAKTAEDLAGLMAQELL--------IKDAKGDSYLQNTEHLLLLLLHML----------RSKSQVLEIEQIVEALETCKLIPGTQNRLRGIFLSGRLLYS

KAKSETELSDVMFHELL---------MKNRDDSIFQNTEELFRLMLDLV----------TTGDKIISVEQMVQAFELSKLIPSTIHRLRGIFLSGRLLYS
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YMR069W (NAT4) 

  

             

             

YMR069W    : 

Smik_13.24 : 

Skud_13.22 : 

Suva_13.24 : 

CAGL0K0298 : 

KAFR0A0185 : 

KNAG0C0582 : 

NCAS0D0264 : 

NDAI0I0227 : 

TBLA0G0222 : 

TPHA0C0418 : 

Kpol_1018. : 

ZYRO0B0198 : 

TDEL0A0306 : 

KLLA0E1856 : 

Agos_YGOB_ : 

Ecym_7256  : 

SAKL0A0946 : 

KLTH0D0682 : 

Kwal_26.80 : 
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MRSSVYSENTYNCIRTSKEHLTERRRVAMAPMFQHFLNLCVEKFPESIEHKDTDGNGNFTTAI-LEREIIYI--PEDDT--DSIDSVDSLKCINYKL---

-------------------------------MFHQFLKICMQDFPETLEYTNTDGNNGTATTTVLKREMLFI--PEGDS--NSQDNIEIPTCVNYRL---

-------------------------------MFKKFLSICIDEFPETLEYTESNENATVVTTTVLKREIMYI--PEEN---GEVDSIDGPQCTNYNL---

-------------------------------MFQQFLSICMEEFPQTLDYTGSDDENGDSTTTLLRRQMMYM--PEDD---GDDGGIDTPECMNYKL---

---------------------MTNNELYGTNVNDSFLHHVLDCFPKVITTK--SNLPKDIEDVQLQRKVLVI--DGDDY--CLANKALTNEVVLRSK---

--------------------------MENIEIFNGFLKIVSDEFPKELRTKGQN----------LKRKILYI--ASED-----EENKESDSVINEQD---

---------------------------MDENDLTLFLQTVDRQFPTVIGCDLNGTAVS------LKRRIHYIEGVGDDD--DESHNKIMSYPGGLPPLPP

-----------------------------MHAFEAFSHMILEEFPLTLEVTLQEQLKC------LKRKILII--EPDNC----TSGKNSQDVVYMKC---

---------------------------MHTSTSDALLNIVCEEFPTILQSA--DGVTT------WRRRIHHK--PSHDE--VSIPIEHSSEVYNLSS---

------------------------------MDVRRLVQLVDNAFPKSISTK--QGIT-------LERKIYIIGDSENNSLLSDQNNNSNDDEIYWYF---

-----------------------------MDDIVKFVKIVDSHYPDEIYVN--KNLTK------LVKKIIVV-DSETEDI-KNSAELYNGRYLTYSQ---

-----------------------------MSELLHLVDVAENIFPETLELLNDNSSTSNQKKV-LHRQLIAI--DSKN-----NQIDVRNNVLSYYK---

----------------------------------------MPNWPG------------------FKREICIS--NS------------------------

---------------------------MEQESLNDVVKYANQNFPTTINAAGIQ----------LTRKLLAI--DTEE------YPVETDQCISYVH---

----------------------------MSNYHSRNLRRVAGVLCQELNSTGDSDVVCEV----FSNRVH-------------------SGDPNYLG---

----------------------------MH-AHAAAHAAALAAFPPTLHG--------------LARAPAAP---------------ARLPAAARRR---

----------------------------MEYPAEILALYINDAFPEQLACR--NGCT-------LSRDIIIT---------------DRLSVAARQK---

---------------------------MVDYPANVLLPYVLDSFPTSITLK--DGSL-------ATRKVLVI-----DE--PSSGIAPSGQVCTWSG---

---------------------------MVDYPASELFPHVTQCFPLVLTLP--NGQQQ------LTRAVYGI---PSDA--TQHEERREPRAAGPKPEPG

---------------------------MADYPADYLVPHVTDSFPTTLTLASGQR---------IQRAVYGV---PMDT--VRSRAEIPDPC--------
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YMR069W    : 

Smik_13.24 : 

Skud_13.22 : 

Suva_13.24 : 

CAGL0K0298 : 

KAFR0A0185 : 

KNAG0C0582 : 

NCAS0D0264 : 

NDAI0I0227 : 

TBLA0G0222 : 

TPHA0C0418 : 

Kpol_1018. : 

ZYRO0B0198 : 

TDEL0A0306 : 

KLLA0E1856 : 
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KLTH0D0682 : 

Kwal_26.80 : 
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----HKSR-----GDQVLDACVQLIDKHLGAKYRRASRIMY---GNRK-----PWKANKLAEMKSAGLVYVCYWDNG------------VLGAFTSFMLT

----HKSR-----GNHILDSCVQLIDEHLGAKYRRASRTMY---GNRK-----PWKANKLAEMKSPNLVYVSYWDNG------------ALAAFASFMLT

----HKSH-----GDHVLDSCVQLVDEHLGDKYRRASRTMY---GNRI-----PWKANKLAEMKSAGLLYVSYWGNG------------ALGAFASFMLT

----HKAD-----GDQTLHSCVQLVDEHLGAKYRRASRTMY---GNRL-----PWKANKLAEMKSAGLVYVCYWGNDAQGER-------ALGAFASFMLT

----HIKE-----SKNILSSLLELLDQNLGQKYEISSKEMY---GNKK-----PWKENKIEEMNTEGMIYVSYWTKVDDEHT-------VPLLFLSFMLT

-DLTKFTEGI---GSKLLDSFLEILDNNLGNKYEKISREIY---DNND-----SWKKNKLVEMKSPGLIYVSYWKEEAEKK--------TCALFLSFMLT

TTDDNPTAKEDNTCERCLRIFLEILDNNLGPVYARLSRKIY---GNSK-----HWRENKWLEMLSAQLVYVSYWVSDS-----------EPVLYTSFMLT

----STDQ-----GDKMLDQFLDILDVNLGEKYTKVSKKIY---ENAR-----PWKVNKLEEMRSPGLVYVSYWDEESD----------EPMLFLSFMLT

----DPQQ-----RSDVLNKFLNILDVNLGAKYTKVSKTIY---ENDK-----SWKSNKLEEMLSPGLIYVSYWDEKYQ----------EPLLFLSFMLT

-----KDRKNPTVENIIKTQIFQLIDENLGKLYKKKSKKIY---ENDL-----DWSINKREEMFTSNMIYITYWDCKQN----------SVALFLSILSC

----NKEE-----CEIEFSKILTILDNNLGDIYTIKNKKLY---GNSK-----PWKENKIQEMKTEGLIYVVYHLEDEKK---------TVSLYLSFTLT

----DNVK-----CDVVLNKLLDILDNNLGPIYLEKSSKIY---CNEK-----PWKENKIVEMKSEGLLYVIYNDDITK----------EPLLFMSFMIT

-------------NDKILEKQLQLIEINLGSYYNKYNKTIY---KNNK-----RWQSNKWQEMCSENLFHVSYWNVESN----------ELVCFCSIMPC

----SPRE-----AEKLLWQLLEILDENLGQKYAGSSRALY---HNTR-----PWRVNKWREMLTPGLVYVIYSTAATTTATQRRNAPFSPLLFLSFMLT

---------------STLPKCLAIIKQNLSTFYELHGSSIYNYTDDDKGKGNEKWIRFKWDEMLDKDLVYIVLFKRDTT----------KIVGFTSVALS

----------------LAADLTALVAAGLAPLYRAHARLLYPRLRDPA-----AWPRCKRAELLDPAALHILYRDPAG-----------RLACFISLLLP

----------------FAKQLTAIIERTLGCFYDVHAHLLYPRLTRSR-----PWQAHKRAELQGLGTCHVLYRKENPGG---------AIAGFVSLLFC

----DRQS-----SNSLLIQFLKVLDLNLGSKYRSVSATLY---GNTR-----SWTENKLEEMQTIGLVYVGYFQGV------------SPLMFLSFLLT

PTPASECDSVPRPPADLLDQLLSLVTANLGPMYTRHARAIY---GAGRQ----SWPARKRAEMETPGLVYVVYSDSHS-----------QPLVFMSLLLT

----------------LLEQLLALVDSNLGPVYAQHAKALY---GDQCG----SWKERKRQEMVTPGLVYVVYRAVDEETGKEG-----LPLAFLSLLLT
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EETGLV------------------------EGDALHEVSVP--VIYLYEVHVASAHRGHGIGRRLLEHALCDGVARHTRRMCD------NFFGVALTVFS

EETGLV------------------------EGDAAHEVSVP--VIYLYEVHVACVHRGHGIGRRLLERALCEGVARHVRCLYE------EFFGVALTVFS

EETGLV------------------------EGDAAHEVSVP--VIYLYEIHVAHAHRGHGLGRRLLERALCEGVARRVRRVRC------DFFGVALTVFG

EETGLV------------------------EGDTAHEQSVP--VIYLYEVH--XXHRGRGLGRRLLAKALCEGVAARVRRTCD------DLFGVALTVFG

EEENLT----------------------------HNDPVSS--VIFLYEIQISKELRKQGLGQYFLSNCLFQCAKRLLDNDSLN-LEF-PFAGIELTVFA

EEDFVV------------------------------DDIRKFSVIYLYEIQLIEKYRGCQLGTRLIKGLSNVCQIAQVKIRPAF-----PLIGIQLTVFS

EENGIS----------------------------SIESTDR--VVYLYEIQLIEAIRRQKLGQAIVS-YLTECALESP-----------EVAAVALTVFS

EEDGFT----------------------------EDDKLLS--VVYLYEIQILPSLRNRKLGTRLLAEHLQDACSRLRSENGELLEY--PLIGIELTVFS

EGDGFI-------------------GTHSNDDDENEHNDQLMSVIYLYEIQILPQLRGQGIGTKLLSVHLHQCCSSLVTKYGKDFLPY-PLVGIELTVFS

EETYIL------------------------------ENNDQGEVLYLYEIHITKEYQRQGIGERLIKDYLIEKLIKPLKIERQDN----NFIGLELTVFS

KESGFL---------------------------PDIDVFSP--VIYLYEIQLTPEVRNNGLGTKLIAGYLKDCLVDVHENIHK------DIIGIELTVFS

DDPSLV---------------------VPTDNDSNELSNSTAAVIYLYEIQLLELIRNQKLGTILITNYLKKTIEILNKDYQK------NIIALELTVFS

EESIVE------------------------------GEMSN--IIYLYEIHVAPEWRNQKFGKSILNALKEKLCPKA------------HLSGIELTVFS

EEDGLV--------------------------ADDPTEVWT--VLYLYELQLLPRVRRLGLAARLLGDHLAQCGRQLCTRSRAGRFSKTRFFGLELTVFA

DPLNPE--------------------------LDHSKLNRP--CLFLYEIHLMGEYQSRGLGSLIFNGLLIPLARDL------------TCPSIELCVFT

GPADP--------------------------------------VLYILELHVAAPFRRRGLAAALLDAATRTARAA-------------GLTRLELTVFT

DEPHWPAGNGSRAAASTAERERGPSGRSAEPAFEETPPPPPCKVVYVMEIHVSPSFQNQGLGSCMLL-CARQLVQHMQPSFP-------QLKGLELTVFT

DEPDFL--------------------------------PDPVKVVYLYEIQLLPEVQGQRLGTQMLQVYLKNTVHSLSRLDP-------LLKGIELTVFS

DEPELG-----------------------------QELAAR--VLYLFEIHVSDIIRGQGLGTHLLRDCLGGTLASLSRASP-------SVLGAELTVFS

DEPELG--------------------------------PAPAAVVYLMEIHVADIIRGLGLGGTLLREGVAGTVRGARRAHP-------FIQGTELTVFT
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YMR112C (MED11) 

  

             

             

YMR112C    : 

Smik_13.30 : 

Skud_13.27 : 

Suva_13.29 : 

CAGL0K0353 : 

KAFR0A0054 : 

KNAG0E0234 : 

NCAS0A1524 : 

NDAI0J0019 : 

TBLA0B0907 : 

TPHA0G0287 : 

Kpol_1018. : 

ZYRO0G2004 : 

TDEL0A0212 : 
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KLTH0D0464 : 
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---------------MQVLNTKSETKQENETMQPPYIQERLKSLNDIETQLCSMLQEASQVTFIFGELKRGNESVKPQFENHVKQFYERLDKSTTQLRKE

-------------------------------MQPPYIQERLKSLNNIENQLCSMLQEASQVTFIFGELKRGNESVKPQFENHVKQFYELLDESTTNLRKE

-------------------------------MQPPYIQERLKSLNDVESQLCSMLQEASQVTFIFGELKRGNESVKPQFENHVKQFYELLDKSTTQLRKE

--------------------MNSEKGREITAMQPPYVQERLRSLNEVESQLCSMLQEASQVTFIFGELKRGNETVKPQFENHVKQFYELLDKSTTQLRKE

-------------------------MSKSTLEQPEYVKERLESLAEVDRQLCSMLQEASQVAFTYGEVLRGNAMMKPQFQEHVSAFYSTLDNASGKLKKE

-------------------------------MQPQYVRERLDSLECIDLKLCTMLKEASQVVFTFSEIKKGNVDLKRQFENHVKGFYNNLEEATIRLRNE

MKLSAAIEIRTSHLTNSCTVTPGKLRQRAEGMQSPYVQERLQSLETIDLQLCSMLQEVSEVVFTFSEIKRGNVDVKPQFTQHVTRFYSLLNESTGKLRDE

------------------------------MPQPEYIQERLQNLEDIDIKVCKMLHEASQIVFTFGELKRGNTTLKPQFESHVSTFYTDLETVHNSLRNE

------------------------------MPQPEYIQERLQQLESIDLTLCKMLQEASQVVFTFSELKRGNYQLKPQFQAHIQTFYSDLDSVNENLRNE

-------------------------------MQPKNVQERLESLNAIDARLCAMTDRAAEVVTTFSELKRGNESLKPTFQQNIKNFYADLQEISRQLHEE

-------------------------------MQSEYVQERLASLNKVDDKLCSLLKEVSQMVYTFSELKRGNETLKPNFNEHIKEFFDTLDSATSSLHKE

-------------------------------MLPEYVQERLESLNEIDLKLCSLLQETSQIVNSYSELKRGNSTVKPQFEEHLKEFYLNLDVATTNLRKE

-------------------------------MQPPYVRERLDSLVQIDEQLCSLLQTASQVVFTYGELKHGNHDLKPQFEQHTREFYTTLESSTNQLKQE

----------------MLNRQSKKYNKPETEMQPQYVQDRLESLAEVDNKLCSLLKTASQIVFTFSELKQGNHELKPQFEQHVKQFYTDLESSTVQLRQE

------------------------------MSQPEYIRERLDSLAKIDKQLVDVLHRASLTVSSLIDLKKRNEESKPQFQQNAQEFYDDLESATVQLRKE

------------------------------MPQPDSVKARLAALDRIDDELCAVLQHAQATIGALAELKRGPRGLQPQLEQHVRDYYRTLEHSTVALRNE

------------------------------MPQPEHVQERLKSLENIDHTLVATLQHASLAVGSLADLKRGHEEARQQLKHHVLELYTQLESATVQLRRE

------------------------------MPQPEFIQERLESLNAVDNQLLSTLLHASQAVGTIEELKRGNENMKSQFENHIRSFYGSLEEATVALRRE

------------------------------MPQPEFIQERLKSLDSIDNQLLSTLLHASQAVGTVEELKRGNDNMKPQFENHVKSFYSSLEQATVALRNE
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Smik_13.30 : 
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CAGL0K0353 : 
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KNAG0E0234 : 
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IQLLDENVGTRLLPI-NVNKKALGQDTEKMEEQLDLLSAILDPSKSK------------------

IQLLDENVGTRLLPI-NVNKKALGQDTEKMEEQLNLLSVILDSSKSK------------------

IQLLDENVGTRLLPI-NVNKKALGQDTEKMEEQLDLLSVILDPSKSK------------------

IKLLDENVGTRLLPI-NVNKKALGQDTEKMEEQLDLLSVILDPSKSK------------------

IELLDENVGNRLLPI-NVNKKALGQDDDKLKEQMETLKEFLKTDNEETSTS--------------

IKLLDENTGTRLLPI-SVNKKNLGQDEEKLAEQVTLLANVLQDVKNEASTEPLMKDEDEDVLMDG

IRLLDENVGKRLLPINNVSKRALGQDDEKLQEQMKLLQEVLEGPGEHPPPTA-------------

VKLLDENIGTRLLPITNVNKKAVGQDDEKLIEQIALLKKVLNDQSNDQKVVNL------------

IKHLDENIGTRLLPINNVNKKAIGLDDDKLLEQIELLKNVLNVDENIDIDVDMDASKE-------

LRVLDENIGTTLLPI-VVKKKALGQDDDKLREQLSLLEEVLEENKETGSLAA-------------

IELLDENTGTRVLPI-NVNKKALGQDTEKMKEQMQLLKVLLQSDK--------------------

IQLLDENIGTRLLPI-NVNKKALGQDTDVLVEQISLLKDILNDKKED------------------

IKLLDENVGTRLLPI-NVNKKALGQDDDKLKEQTELLKQLLDKPPSN------------------

IKLLDENVGTRLLPI-NVNKKATGQDDDKMREQVAILKDILGENN--------------------

IKLLDENVGTRLLPI-QTHKKATGQDNVKLEEQFKLLTKYLGKDQQS------------------

IRELDAAVGTQLLPV-NIGKRAVGQDQEKLSEQLAQMDKYVGSM---------------------

IKLLDDNTGTTLLPV-SLTKKATGQDDDKLSEQFALLEDLTK-----------------------

IRHLDENVGTRLLPI-NVNKKAVGQDNEKMREQFEHLEHEAS-----------------------

IRHLDENVGTRLLPI-SVNKKATDQDKDKIREQFELLERELS-----------------------

6  LDen Gtr6LP6    K4a gqD  k6 EQ   6                            

      

      

 : 131

 : 115

 : 115

 : 126

 : 125

 : 133

 : 152

 : 123

 : 128

 : 120

 : 113

 : 115

 : 115

 : 128

 : 116

 : 113

 : 111

 : 111

 : 111
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YMR159C (ATG16) 

  

             

             

YMR159C    : 

Smik_13.35 : 

Skud_13.32 : 

Suva_13.33 : 

CAGL0M0947 : 

KAFR0B0491 : 

KNAG0I0088 : 

NCAS0D0098 : 

NDAI0H0316 : 

TBLA0B0735 : 

TPHA0C0372 : 

Kpol_1043. : 

ZYRO0A0759 : 

TDEL0G0284 : 

KLLA0E0154 : 

AFL186W    : 

Ecym_5622  : 

SAKL0E0602 : 

KLTH0F1003 : 

Kwal_23.35 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

------------------------------------------------MGNFIITERKKAKEERSNPQTDSMDDLLIRRLTDRNDKEAHLNELFQD---N

-------------------------------------------------GNFTIMKVRKRMYKRGNQKPSVMDKSLISKLTDRNNKEAHLSELFQD---N

----------------------------------------------------------MRMNEKRNLQTGAMDGLLIGRLVDRNNSEAHLSELFQD---S

---------------------------------------------------------STQRNGGRTLQTGVMDELLIARLLDRNNRETHLSELFQD---N

------------------------------------------------------------------------------MLAERDTLEKNYCELFEVPVDG

-----------------------------------------------------------------------MDVLYFKRLVERDLLESRFGELFSDANEL

-----------------------------------------------------------------------MER-YERALVDRDRAEQLHSELFPAVADG

-----------------------------------------------------------------------MEDILIGRLIERDIRESRFQELFED--VT

-----------------------------------------------------------------------MDEFFMEKLKERDVIESRFSELFQE--VD

-----------------------------------------------------------------------MDEVVIERLLRRDTIERRFEELFTTQISG

-----------------------------------------------------------------MADTDEIDKLLVNRLSNRDIVESRYKELFHD---L

-----------------------------------------------------------------------MDSLFVERLAQRDEVEGRFCELFKEVQIM

-----------------------------------------------------------------------MDSALLERLLQRDRIESRFQELFIEPKPG

-----------------------------------------------------------------------MDKRLIERLAKRDEIEGRYAELFQKVSLT

-----------------------------------------------------------------------MELPLLDKLKVRDLVDKRFSHLFETVSLL

---------------------------------------------------------------------MDLHQLYLDRLRQRDRIEGNFCYLFEAAVVL

---------------------------------------------------------------METKEEIALQQLYLVRLRERDRINQNYSQLFPIAILI

MDRIGNQLNVFLSTISTHGRASNVNMSIYVGAVVPHFQAKVKNRDINSRRNQIHNPRWKKKREIEPRMNTSLDELLIRRLTERDVVEGNFSQLFGKASVL

-----------------------------------------------------------------------MSGLLLERLQERDSIEKNFSELFSEPFVD

-----------------------------------------------------------------------MNEILFERLKARDEIEKRFSNLFVEPSVN

                                                                               L  R1  e     LF      

      

      

 :  49

 :  48

 :  39

 :  40

 :  22

 :  29

 :  28

 :  27

 :  27

 :  29

 :  32

 :  29

 :  29

 :  29

 :  29

 :  31

 :  37

 : 100

 :  29

 :  29

      

             

             

YMR159C    : 

Smik_13.35 : 

Skud_13.32 : 

Suva_13.33 : 

CAGL0M0947 : 

KAFR0B0491 : 

KNAG0I0088 : 

NCAS0D0098 : 

NDAI0H0316 : 

TBLA0B0735 : 

TPHA0C0372 : 

Kpol_1043. : 

ZYRO0A0759 : 

TDEL0G0284 : 

KLLA0E0154 : 

AFL186W    : 

Ecym_5622  : 

SAKL0E0602 : 

KLTH0F1003 : 

Kwal_23.35 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

SGAIGGNIVSH---DDALLNT--------LAILQKELKSKEQEIRRLKEVIALKNKNTERLNDELISGTIENNVLQQKLSDLKKEHSQLVARWLKKTEKE

NGSLGDNIPNH---DDALLNT--------LTILQQELKSKEQEIRKLREVIGLKNKNAERLNDELISGTIENNVLQQKLSDLKTEHSKLVAKFFKKTEKE

NDAVGGKVVNH---DEALLKT--------LKILQQELKSKEQEIRKLKEVIELKNKNAERLNDELISGTIENNVLQQKLSDLKKEHSKLVARWLKKTEKE

SGAVGGNTIHH---DDALLKT--------LTVLQQELKSKEQEIRKLKEVIGLKNKNAERLNDELISGTIENNVLQQKLFDLKQEHSKLVARWLKKAEKE

RSNDGD-----------------------AMLLQEALRGKDNEIRMLEERLAVSSKNVERLNDELLGANLEANVLGQKLQDLQQEHDKLLERWMQRVRVE

NESKAMGDDLS---NEE------------LTSMKFTLKTKDNEIKRLREVINVMSSNNKRMSDDLIGANIENTVLQEKLDSLTQEHNELVKRWLQKVQND

GLSLGPEIGSSRDEETTSL----------LPQMRQLLAQRDTTISQLKEERATHMSQQVHLNDVILGLTLERNVMEDKLKVLQREYKELVTRWLAKAQQE

TVSIEGSEPTS---VQA------------IQQLQKMLKEKEEEIKSLKEIIAVMNKKDYKLNDELVSLNIENNVLQDKLNALTLEHDKLVSRWLAKVQEE

GDALWKQQQNN---VQTAGKDVTENNRLIISKLRDELMEKEVELKRLQEVINVQDKNNEKLNDELITVNIENNILQEKLSSLNKEHNKLVQRWLAKVQHE

KDIIGTEKSNK---EGEKL----------FNSLKNDIRKKEIEIYQLNETIKMKDKMIENVNNELLELTIEDNMLNQKYLELKKEHDTLVERWLKRVQDQ

NKPTEDDNQTQ---DL-------------VDELKQELFKRDSELKKLDDINKVLRHANENSNNEIISLNIENNIMNEKYNKLEVEYNKLIKRWLSKVEKD

VGPQLEDESME---RKL------------IVALKSDLVEKDLRIGELEEILQLRNKDYERLNDELISLNIENNILRDKLQNMTEENSKLVKRWLNKVQQE

PNTQSDRELTS---NDTLTIT--------LARLRKELKGKELQIASLREVINVKNKDSEKLNDEIISLNIENNLLQKRFGELEEEHNKLVKRWLDKVQQD

DQNLKKGDASR---DTDSTRDLLNST---IARLRKELKDKDTNVNRLKEVIEVKKQDSEKLNNEIISLTIENNLTSKRFADLEEEHDKLVKRWVARVQQD

SGDNEEDNEDQLRLKNS------------IKNLREHLTEKEEEIRQLHDVISVKNRDAERLNDELISINIENNLLQERLTHIQAEYDTLIERWLLKAQRE

ETAQ-PPQDSR---DLV------------AKSLREELHAHEQEIHKLKDIVHLRSKDAEKLNDEIISLNIENSLLQDKLTALQAEYDKLIQRWLAKAQSE

DNDDYPTPNAQ---DTS------------IRNLRMELRSKEQENQKLKDIIQLRNKDYGKLNDEIIGLNLENSLLQEKLASLQNEYDILIERWLAKAQLE

DKQDSKTEDS-------------------LTNLKNELRNKEKEMANLRDILQVKNKDTERLNNEIVSLNIENNLLQEQLDKTTKEYNALVERWLAKAQKE

QKA--PSRKAS---EDQ------------LAALKSELESKDREISDLKATLKLKSKDTEHLNDEIITLNIENNLLEERLNKTKAEYDEIVQRWLKKVQQE

QGARHEKALEE---Q--------------FAALKAELESKDRELDDYKMTLKLKNKDAGLLHDEIITLTIENNLLQDKLEKTKVEYDKIVQRWLDKVQQE

                                6   6         l              n1e66   6E n6    l     E   66 45  4    

      

      

 : 138

 : 137

 : 128

 : 129

 :  99

 : 114

 : 118

 : 112

 : 124

 : 116

 : 116

 : 114

 : 118

 : 123

 : 117

 : 115

 : 122

 : 181

 : 112

 : 112

      

             

             

YMR159C    : 

Smik_13.35 : 

Skud_13.32 : 

Suva_13.33 : 

CAGL0M0947 : 

KAFR0B0491 : 

KNAG0I0088 : 

NCAS0D0098 : 

NDAI0H0316 : 

TBLA0B0735 : 

TPHA0C0372 : 

Kpol_1043. : 

ZYRO0A0759 : 

TDEL0G0284 : 

KLLA0E0154 : 

AFL186W    : 

Ecym_5622  : 

SAKL0E0602 : 

KLTH0F1003 : 

Kwal_23.35 : 

             

               

         *     

TEAMN-SEIDGTK--

TNVMN-TEK------

TEVMN-SEMEGGR--

TEVMN-SAIH-----

VDKMN-AQLE-----

VETMN-ATIESHGNR

ADSMN-RDVEQHR--

VETMN-AKLDVV---

VDTMN-AHFERDS--

ADHLNVSNIDIGKDN

VQDMN-GML------

ADAMN-ENLH-----

VEKLN-ANLQ-----

VDKLN-AGFD-----

ADIMN-TRLK-----

ADAMN-QGLA-----

ADAMN-NVLK-----

AEQMN-ASL------

ANVMN-DTLK-----

ADNMN-KSFA-----

   6N          

      

      

 : 150

 : 145

 : 140

 : 138

 : 108

 : 128

 : 130

 : 123

 : 136

 : 131

 : 124

 : 123

 : 127

 : 132

 : 126

 : 124

 : 131

 : 189

 : 121

 : 121
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YNL122C 

  

             

             

YNL122C    : 

Smik_14.20 : 

Skud_14.21 : 

Suva_14.21 : 

CAGL0L0407 : 

KAFR0J0209 : 

KNAG0I0213 : 

NCAS0G0247 : 

NDAI0F0282 : 

TBLA0B0123 : 

TPHA0F0188 : 

Kpol_505.2 : 

ZYRO0G0649 : 

TDEL0B0513 : 

KLLA0F2406 : 

ABR133W    : 

Ecym_8202  : 

SAKL0E1097 : 

KLTH0B0521 : 

Kwal_33.14 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

------------MKISLHNKRQRGDQNQNMSVFNVLKPLLKGSNSFKVKLNGFLFNNV---STITIRTL----MKTHKGTAKRWR--R-------TGNTF

------------LETGVDEKER--EQIQIMSMFSIFNPLLKGSNNFKARFHGFLFNNV---STVTIRTL----MKTHKGTAKRWR--R-------TGNTF

------------------------GVQITMSLFNVLNPLLKGSNSLRPKFNGILFNNV---CTITIRTL----MKTHKGTAKRWR--R-------TGNTF

------------IKTSANSQR---GDRTNMSLFNLFNPLLKGSNSFKPRLNQLLFNNV---STITIRTL----MKTHKGTAKRWR--R-------TGNTF

-----------------------------MTLFN--NAITACTSRLLSMKTMGVSSFG----MVFCRTL----MKTHRGALKRWR--Q-------TSTGF

-------------------------------MLF--KPFFSALFTM--GSSVVRRESP---TLIIARNL----MKTHKGTAKRWR--K-------TANGF

-------------------------------MSF--LSALSPLFKN-GFAAWKIPSAS----MIVTRSL----MKTHKGAAKRWR--K-------NANGF

-------------------------------MLPFSFLPTFYRARCLNLTT-----------LTITRNL----MKTHKGTAKRWR--R-------TAQSF

MENHTNHLGSLIYLASNIRYFQGNPKSYNLTPDMFTVSSMSSLFKT-GLLSMGLKGQS-FNSLVITRNL----MKTHKGAAKRWR--K-------SAQGF

-------------------------------MLRLIG-LFAAPSHLPAPL-----------QLSLVRGLHKLKLKTHKGTLKRWR--RRVAPGGPAAEQF

-------------------------------MSMIGS-LANSITKI-NAKNINIFNNKNVFHLDFRRTL----MKTHKGTAKRWKYIS-------KLDTF

-------------------------------MFGINTGLFNSKISI----------------LQITRSL----MKTHKGTAKRWKFIK-------SLDTF

-------------------------------MFFNS--IVGLGSRS-AFASFGGFNSS---SLVFTRNL----MKTHKGTAKRWK--K-------TADGF

------------------------------MMFFSS--IINPIFRT-CLNTFSKVEAP---SLILTRSL----MKTHKGAAKRWR--K-------TATSF

------------------------------MLSSIFGSMMNFSART-GLLG-SKTNVS---SLILTRNL----MKTHKGAAKRWR--K-------TANSF

------------------------------MFFNMLRPLTGLPVRF-GSGAFAATTQP---SLIMVRTL----MKTHKGAAKRWR--K-------TAGGY

-----------------------------MLIQGLFRPLEKLTSRFGGGVGCGSVGVS---YLIFSRSL----MKTHKGAAKRWR--K-------TANSF

------------------------------MLSSLLRPLSNISVKF--GTSLSQIQHP---SLVLTRNL----MKTHKGAAKRWK--K-------TANSY

----------------------------------MLSNLMRSIMSY--GRQITQLQQP---FMMQTRNL----MKTHKGTAKRWR--K-------TSTSY

----------------------------------MLSYLVRSVFSF--GKSFSQIQQP---FMQQTRNL----MKTHKGTAKRWR--K-------TSTSY

                                                                  R L    6KTH4G aKRW4              5

      

      

 :  72

 :  70

 :  60

 :  69

 :  52

 :  49

 :  49

 :  45

 :  85

 :  55

 :  56

 :  42

 :  50

 :  51

 :  52

 :  53

 :  55

 :  52

 :  48

 :  48

      

             

             

YNL122C    : 

Smik_14.20 : 

Skud_14.21 : 

Suva_14.21 : 

CAGL0L0407 : 

KAFR0J0209 : 

KNAG0I0213 : 

NCAS0G0247 : 

NDAI0F0282 : 

TBLA0B0123 : 

TPHA0F0188 : 

Kpol_505.2 : 

ZYRO0G0649 : 

TDEL0B0513 : 

KLLA0F2406 : 

ABR133W    : 

Ecym_8202  : 

SAKL0E1097 : 

KLTH0B0521 : 

Kwal_33.14 : 

             

                                           

         *       120         *       140   

KRGIAGRKHGNIGWSHRSLKALTGRKIAHPAYSKHLKRLLPYH

KRGIAGRKHGNIGWSHRSLKALTGRKTANSAYLKHLKRLLPYH

KRGIAGRKHGNIGWSHRSLKALTGRKTAHPAYLKHLKRLLPYH

KRGIAGRKHGNIGWSHRSLKVLTGRKTANSSYLKHLKRLLPYH

KRGIAGRKHGNIGWSHRSLKSLTGRTDAHPTQMKRLRRLMPYK

KRGIAGRNHGNGGWSRRSLKCLTGRKTATPSQAKRLKRLLPFG

KRGISGRKHGNCGWSQRGLKALTGRTEAHQSQIKRLKKLLPYH

KRGIAGRNHGNAGWSRRSLKHLSGRKDADPSYLRHLKRLMPYK

KRGIAGRNHGNVGWSHRYLNKLTGRKEADPTHVKHLKRMLPYH

VRSKAGRNHGNIGWSHRALAALSRRVPAHSTHVKALRKLLPY-

KRGKSGRQHGNIGWSQRSLKTLSGRTYADKTHVSKLRKLLPYN

KRGKSGRQHGNVGWSQRSLKHLSGRTYAHTTHVSRLRKLLPYN

KRGKAGRNHGNVGWSRRSLKVLSGKTPAHESHIQRLRRLLPY-

KRGKAGRSHGNAGWSRRSLKSLSGKTLAHETHIKHLKRLMPN-

KRGKAGRNHGNAGWSRNSLKSLSGRSLADSTHMHRLKRLLPYH

KRSKAGRSHGNTGWGQRALKQLSGRTMAASAHLKRLRRLLPYH

KRGKAGRSHGNSGWSKNSLKVLSGRALANGSQLNRLKRLLPYH

KRGRAGRNHGNAGWNKSTLKSLDGKTLAHPTHIKHLKRLLPYH

KRGRAGRNHGNAGWGKSTLKSLDGKTLAHPTHIKHLKRLLPYN

KRGRAGRNHGNAGWGKSTLKALDGKTLAHSTHIKHLKRLLPYH

kRg aGR HGN GWs   Lk L g4  A       L4466P  

      

      

 : 115

 : 113

 : 103

 : 112

 :  95

 :  92

 :  92

 :  88

 : 128

 :  97

 :  99

 :  85

 :  92

 :  93

 :  95

 :  96

 :  98

 :  95

 :  91

 :  91
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YNL234W 

  

             

             

YNL234W    : 

Smik_14.10 : 

Skud_14.10 : 

Suva_14.10 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MTGEKILHSQLLTNSDMSSGNVHHTKPMMYNVTLPSYNSSSIGPVDNLKINERPGSHDHSMRSEMSSKNSGSDFMPQSISRSEGSVYQVKIDRGDSPNTE

----------------MSDRNASYKEPMMYNVSLPSYNSSNLGQLDSLKTNVRAGSHDHSMRSEMSSKNSGNDFMPQSISHWEGSVYQMRIEQDSSSGTA

MVDNREFYSQLVFSKDMPSGNVPCTEVMMYNVSLPHRNSSSAGHIDSLRTKGRASSHDHSMRSEMSSKNSASDFTPKSISQSEDNVYQMREEGDGSPSMK

MTSDREVFLQLVLNNVMARKNVPYTEPMMYEAPLP-YNASRMEHLEYLRVNDRAGSHDHSIRSEISSKYPGNEFMPQSIFDSESSVHQE--EGDYSADTG

m        ql     M   Nv  tepMMYnv LP yNsS  g 6d L4 n RagSHDHS6RSE6SSKnsg dFmPqSIs sE sVyQ   e d S  t 

      

      

 : 100

 :  84

 : 100

 :  97

      

             

             

YNL234W    : 

Smik_14.10 : 

Skud_14.10 : 

Suva_14.10 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

GFDFKVNARDLLLLRMSWDILLREYLTPKELKVFQALLYSNKHITSTERPYLNTAPDGMISKTIDPTARPRKTKQRD------NDNKVDTALFCSQFYDN

KFDFKVSARDQLLLRMSWDILLREYLPHEELKIFQALLYSNRNIASTERPFLNTTFDGMITKTIDPAVKARKGKKKG------NDDKIDTALFCSQFYDN

RSDFKINQRDLLLLRMSWDILLKEYLTPEELKLFQRILYSNKNITSTERPYLNNAFDGMITKTLDPTLRSHKNKKKDNNNNNNNNSKVDTALFCSQFYDN

KYDFKVNERDILLLRMSWDILLKEYLTPEELKVFHTLLYSNKHITSTERPYLNTNFDGLISKTSAPTVKPGKIKKRD------NDDKVDTALFCSQFYDN

  DFK6n RD LLLRMSWDILL4EYLtpeELK6Fq 6LYSN4 ItSTERP5LNt fDG6I3KT dPt 4  K Kk4d      N1 K6DTALFCSQFYDN

      

      

 : 194

 : 178

 : 200

 : 191

      

             

             

YNL234W    : 

Smik_14.10 : 

Skud_14.10 : 

Suva_14.10 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

LIAMDPLLEEYFPSLKHQAVSFCKVLDSAIDNLENVHVLDDYIVKLGKRHSRILGIKTVGFEVMGKAFMTTLQDRFGSFLTLELKNLWGQLYSYLANCMI

LIAMDPLLEEYFPSLRHQAVSFCKVLNSAIENLEDVHVLDDYIVKLGKRHSRILGIKTVGFEVMGKAFMTTLQDRFGSFLTLELKNLWGKLYSYLANCMI

LIVMDPLLEEYFPSLRHQAVSFCKVLNSAIENLEDVHILDDYIVKLGKRHSRILGIKTIGFEVMGKAFMTTLQDRFGSFFTLELKNLWGKLYSYLANCMI

LISMDPLLEEYFPSLRHQAVSFCKVLNSAINNLEDVHVLDDYIVKLGKRHSRILGIKTVGFEVMGMAFMTTLQDRFGSFFTLELKNLWGQLYSYLANCMI

LI MDPLLEEYFPSL4HQAVSFCKVL1SAI NLE1VH6LDDYIVKLGKRHSRILGIKT6GFEVMGkAFMTTLQDRFGSF TLELKNLWG LYSYLANCMI

      

      

 : 294

 : 278

 : 300

 : 291
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YNL284C (MRPL10) 

 

  

             

             

YNL284C    : 

Smik_14.50 : 

Skud_14.53 : 

Suva_14.57 : 

CAGL0I0303 : 

KAFR0A0823 : 

KNAG0K0226 : 

NCAS0A0981 : 

NDAI0A0602 : 

TBLA0B0225 : 

TPHA0A0060 : 

Kpol_1007. : 

ZYRO0B0686 : 

TDEL0D0547 : 

KLLA0C1213 : 

AEL078C    : 

Ecym_3540  : 

SAKL0C0904 : 

KLTH0C0915 : 

Kwal_56.22 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MKAERQTGLRNSFTTVIGRKLINTFVPSMMLTSVAGNDIFFRGLFKSPVLAF--------------QSYRYVSILGQLKPSDGSTKSFKRLGRGPSSGLG

----------------------------MILANAASKDILFRGLFKSPVLAF--------------QTCRYVSILGQLKPSDGSTKSFKRLGRGPSSGLG

----------------------------MMLTDTAVKNVLFRGLFKSPVLGF--------------QHCRYVSILGQLKPSGGSTKSFKRLGRGPSSGLG

-----------------------------MLAKSATKDIFFRGLFKSPVSTF--------------QVCRYVSILGRLKPSEGSTKSFKRLGRGPSSGLG

----------------------------------MMLRFLGSLRNGFV------------------TSRRYVSIMGQLHPAEGAKQSYKRLGRGPSSGKG

-----------------------------------MFSFNLKARPNFTR-----------------SQHRFISLLGTLKPPQGSTKTFKRLGRGPSSNKG

-----------------------------------MLGIRC-GWSLHPLRC-----------------MRAIHLISTLKPAANSTKSFKRLGRGASSNKG

-----------------------------------MLSLHLPKWGFRLSP----------------PIIRHVSILNELKPSLGSTKSFKRLGRGPSSNKG

-----------------------------------MLKLLG-FPKPRMMEFQL-------------SFPRQLSILGELKPSAGSTKSFKRLGRGPSSGLG

-----------------------------------MNIFKL-FQTSNSN-----------------AIKRNYSILGNLKPSSGSTSTYKRVGRGPSSGKG

-----------------------------------MLSLSSINGLLLRRNCISISQMNSNELLKTLALTRRYSLLGNLKPTEGSTKKYKRVGRGPSSGKG

-----------------------------------MLTFPIVKNALKNSSLFAKEPLCMLNY----QNVRNMSLLGTLRPSEGSTKTFKRVGRGPSSGKG

-----------------------------------MFSG-IFKLNSSLRVNFTALQR---------NTVRSVSILGNLKPSEGSTKGFKRLGRGPSSTKG

-----------------------------------MLFKSLCS-PYNGFNSGSCLL----------RNVRALSILGALKPSEGSTKGFKRLGRGPSSGKG

------MIWIFNESTGYLLLSIFNSPISRSHNTSTMFSINKVVNPFGSL-IQR-------------SFVRQITILGGLKPGEGSKKNYKRLGRGPSSGKG

-----------------------------------MFSLLTVRL-GSLRGLSSPVQ----------QPARFMSLLGSLRPSEGSTKTYKRVGRGPSSGKG

-----------------------------------MLFNRFSGL-YTCRDFLRPSV----------GSIRSISILGSLQPSEGSTHNYKRLGRGPSSGKG

-----------------------------------MLFLH--GLRPTGFLSKQLVPV---------FQKRQLSILGQLQPSDGSTKKYKRLGRGPSSGKG

-----------------------------------MLLTRSTGVFQGIQTGLRQLAV---------SQCRQVSILSQLRPSEGSIKAYKRVGRGPSSGRG

-----------------------------------MLVTHYSVLSKGLQAGLRGLLV---------PGIRQVSILSQLRPSEGSTKTYQRVGRGPSSGRG

                                                                     R   66g L P  gstk 5kR6GRGpSSg G

      

      

 :  86

 :  58

 :  58

 :  57

 :  48

 :  48

 :  47

 :  49

 :  51

 :  47

 :  65

 :  61

 :  55

 :  54

 :  80

 :  54

 :  54

 :  54

 :  56

 :  56

      

             

             

YNL284C    : 

Smik_14.50 : 

Skud_14.53 : 

Suva_14.57 : 

CAGL0I0303 : 

KAFR0A0823 : 

KNAG0K0226 : 

NCAS0A0981 : 

NDAI0A0602 : 

TBLA0B0225 : 

TPHA0A0060 : 

Kpol_1007. : 

ZYRO0B0686 : 

TDEL0D0547 : 

KLLA0C1213 : 

AEL078C    : 

Ecym_3540  : 

SAKL0C0904 : 

KLTH0C0915 : 

Kwal_56.22 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

KTSGRGQKGQKARGKVKSWFEGGQTPIYKLFPKIGFTNVGAKPLKELNLKRIQWFHDKNRL-------HLQPGEVLDMNKMRKLGLVTGPIKYGVKILAS

KTSGRGQKGQKARGKVKSWFEGGQTPIYKLFPKIGFTNVNAKPLKELNLERIQWFYDKNRL-------DLQPGEVLDMNKMKKLGLVTGPIKYGVKILAS

KTSGRGQKGQKARGKVKSWFEGGQTPIYKLFPKIGFTNPNTRPLKELNLERIQWFHDKNRL-------DLQPGEVLDMNKMKKLGLVTGPIKNGVKILAS

KTSGRGQKGQKARGKVKSWFEGGQTPIYKLFPKVGFTNANATPLKELNLERIQWFHDKNRL-------NLQPGEILDINKMRKIGLVTGPIKNGIKVLAS

KTSGRGQKGQKARGKVKSWFEGGQTPIYKLFPKIGFTNVNARPLKVLNLQRIQEFYDAGRL-------KLGEGEVLDMKKMKDVGLVTGPIRDGIKILAK

KTSGRGQKGQKARSSVKPWFEGGQTPIYKLFPKIGFKNVHAKPLTPLNLEKIMLFHKRGLL-------NLKNDQVLDMRKMREVGLITGNIKNGVKLLAR

KTSGRGQKGQKARGKVKAWFEGGQTPIYKLFPKIGFTNVHARPLVPLNLERIVWFHRKGRL-------NLNEGEVLDMKKMRDAGVVTGKIKYGIKLLAR

KTSGRGQKGQKARGKVKSWFEGGQTPIYKLFPKVGFTNVHSKPLNELNLERIQWFHDKGRL-------NLKEGETLDMRLMKKLGLVTGSIKHGVKILAR

KTSGRGQKGQKARGKVKSWFEGGQTPIYKLFPKIGFTNVHSQSLNELNLERIQWFHDMGRL-------KLMEGEVLTMKKMRDLGLVTGTIKDGVKILGR

KTSGRGQKGQKARGKVKPWFEGGQTPIYKLFPKVGFKNNNKKELKTVNLSKIKEFYKAGRLGDLQNAAAEGKDNVLDIAKMKKYRLVTGPIKDGVKILAR

KTSARGQKGQKARSSVKPWFEGGQTPIYKLFPKVGFINVHATPMNELNLEKIQRFHNEGRL-------LLNEDNVLDMKTMKDIGLVTGVIKHGVKILTG

KTSTRGQKGQKARGSVKPWFEGGQTPIYKLFPKIGFTNVNARPMNELNLIRIKEFHENGKL-------NLEEGEVLTMKKMKDLGLITGPIKHGVKILGR

KTSGRGQKGQKARGKVKSWFEGGQTPIYKLFPKIGFTNVNARPLNELNLQRIQWFHDCGRL-------NLEPGEVLDMKKMKDLGLVTGPIKHGIKILGN

KTSARGQKGQKARGKVKSWFEGGQTPIYKLFPKIGFTNVNARPLKELSLQKIQWFHDAGRL-------FLEPGEVLDMKKMKDLGLVTGPIRHGIKILAN

KTAGRGQKGQKARGYVKSWFEGGQTPIFKLFPKLGFTNVTSLKLKELNLDRITWFHQKGRL-------HLEPGETLTMKKMKEIGLVTGPIKDGIKILGD

KTAGRGQKGQKARGHVKSWFEGGQTPIYKLFPKLGFTNVHSLQLRTLNLERIMWFHRKGRL-------PLEEGEVLDMKKMKDFGLVTGTFKDGVKILAN

KTSGRGQKGQKARGKVKPWFEGGQTPIVKLFPKIGFTNVNSLRLSTLNLERIMWFHRNGRL-------HLGPDEVLTMKVMKDVGLVTGSIKDGVKILGG

KTSGRGQKGQKARGKVKSWFEGGQTPIYKLFPKIGFTNVTSLELSELNLDKIMWFHKKGRL-------ILEPGEVLDMKKMKDLGLVTGSIKHGVKVLAD

KTSTRGQKGQKARGKVKSWFEGGQTPIYKLFPKIGFTNVTSLTLNELNLERIMWFHRKGRL-------NLAPGETLDMKKMKDIGLVTGSIKHGIKVLGE

KTSTRGQKGQKARGKVKSWFEGGQTPIYKLFPKIGFTNVTSLKLNELNLDRIMWFHRKGRL-------DLAPGEVLDMKKMKDLGLVTGSIKHGVKVLAE

KTs RGQKGQKARg VK WFEGGQTPI KLFPK6GFtNv    6  6nL 4I  Fh  g L        l  g  Ld6 kM4  g66TG i4 G6K6L  

      

      

 : 179

 : 151

 : 151

 : 150

 : 141

 : 141

 : 140

 : 142

 : 144

 : 147

 : 158

 : 154

 : 148

 : 147

 : 173

 : 147

 : 147

 : 147

 : 149

 : 149

      

             

             

YNL284C    : 

Smik_14.50 : 

Skud_14.53 : 

Suva_14.57 : 

CAGL0I0303 : 

KAFR0A0823 : 

KNAG0K0226 : 

NCAS0A0981 : 

NDAI0A0602 : 

TBLA0B0225 : 

TPHA0A0060 : 

Kpol_1007. : 

ZYRO0B0686 : 

TDEL0D0547 : 

KLLA0C1213 : 

AEL078C    : 

Ecym_3540  : 

SAKL0C0904 : 

KLTH0C0915 : 

Kwal_56.22 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

GKFHYNLPIALEASRASAKAIAAIEKAGGKFTARYYTPLGLRAHLNPQWFLEKRGRVPLQARPTKRRDIDFYSKEEKRGYLVMEKDKLLQDIKEAQNKGS

GKFHYNLPIALEASRASAKAIEAIEKAGGKFTARYYTPLGLRVHLNPQWFLRKRGRLPLQARPTRRKDIDFYSKEEKRGYLVMEKDKLLQDIKNAQKNGS

GKFLYNLPITIEASRASAKAIDAIEKAGGKFTARYYTPLSLRAHLNPQWFLEKRGRLPLQPRPIKRRDIDFYSKEEKRGYLVMEKDKLLQDIKNAQKNGS

GKFHYNLPISIEASRASAKAIEAIERAGGKFTARYYTPLGLRAHLNPEWFLEKRGRLPLQARPTKRKDIDYYGKEEKRGYLVMEKDKLLQDIENAQKNGS

GQFVYNLPYKVEASRASSKAVKAIESAGGSFVARYFSRMGLRAHLVPNWFLEKRGRLPLPARPVKRKDIDYYSKEENRGYLVVENDPYLKMIQESKAQGR

GQFNFNLPIKVEASAASEKAIRAIEKAGGSFTARYFNTLGFKAHLNPGSFLKKRGRIPLPARPIKRKDIDYYSKPEKRGYLVVENDPFFQKLMDSKLS-S

GQFEFNLPWKVEASAASTKAIAAIERAGGSFVARYFSPMCLKAHLSPGWFIKRTGRVPLPARPIKRKYIDYYSNPDKRGYLIVENDPYYQRLQEAKRTGF

GAFKYNLPISIEASRATEGAIQTIEKAGGKFTAKYFNTLGLRAHLAPQWFLNKRGRIPLQARPTKRKQIEFYSDESRRGYLIMENHKFLQQLRETQEKGS

G--NYKLPIKIEATKASDEAVKIIESQGGSFVAKYFNKLGLRAHLSPQWFLEKRGRIPLQARPTKRKDIEYYSNKDKRGYLVMENHDFLNKLREVREGGT

GGTSFNIPLKIEASKATASAISSIEAAGGEFTSRYFSKLGLKAHVTPNKFLEKYDRVPLQARPTRRKDIEYYSDPERRGYLIKEDHPLLKQIQEAQLNAN

RTVEYNLPIKIEASRASEKAIEAIEKAGGEFTAKYFNKLGLRAHLSPDWFLEKRGRLPLPARPIKRKDIDYYTKESSRSYLIKEDHPFYQDILNARSSQG

GCEDFNVPIKIEASRASDRAIKAIESAGGDFTARYFSDFGLKAHLSPSWFLNKRGRIPLQPRPTRRKDIEYYSNEENRGYLIKENDSLLQKIKEVKESKN

GKTNFNVPIKIEASKATPDAIQAIEKVGGEFTSRYFSQFGLRAHLVPHWFLEKRGRIPLQARPTKRKDIEYYSDESRRGYLIKEKSEYWKTIMEARQGGA

GKSLYNLPIKIEASKATIDAISAIEKAGGEFTARYYNRLGLRAHLSPEWFLERRGRLPLQARPTRRKDIEYYSNESKRGYLIKENDQLLQGIQEARAKGS

GKFSYNLPIKIEATRASQDAIEAIEHAGGSFTARYFNRLGLRAHLSPHWFLEKYGRVPLQARPTKRKDIEYYCNEEKRGYLIMENDPYYQLLQKSKDEGG

GKENFNIPIQIEATRASSEAIKAIEAAGGGFTARYFNRLSLRAHLSPHWFLEKRGRIPLPARPTKKKDINYYSDMNKRGYLVKEQHPLYLEIQRLRALGT

GKREYNLPIKIEASMASKDAIEAIEAAGGEFTARYFNKLGLRAHLSPHWFLQKRGRLPLPARPTKRKTVEYYSNIEKRGYLVKENHPYLTQILAARKAGL

GKQYFNLPIKIEATRASKEAIRAIESAGGEFTARYFNKLGLRAHLSPEWFLNNRGRLPLQARPTKRKDIDYYSRPEKRGYLVKENHPLLQQIQGAKTGGH

GKQFYNLPIKIEATRASKDAIQAIEKAGGEFTARYFNQLGLKAHLSPQWFLQKRGRIPLQARPVKRKDIDYYSNEKKRGYLVKENDPLLQQIQQAQAGGH

GKEYFNLPIKIEASRASKDAIKAIEKAGGEFTARYFNKLGLKAHLSPGWFLQKRGRIPLQARPVKRKDIEYYSNAKKNGYLVKEQDPLLQQIEQAQAGGH

g   5n6P  6EA3 A3  A6 aIE aGG Fta4Y5   gl4aH6 P wF6  rgR6PL aRP 444d6 5Y     rgYL6 E       6      g 

      

      

 : 279

 : 251

 : 251

 : 250

 : 241

 : 240

 : 240

 : 242

 : 242

 : 247

 : 258

 : 254

 : 248

 : 247

 : 273

 : 247

 : 247

 : 247

 : 249

 : 249
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YNR020C (ATP23) 

  

             

             

YNR020C    : 

Smik_14.35 : 

Skud_14.35 : 

Suva_14.37 : 

CAGL0M1059 : 

KNAG0D0049 : 

KAFR0F0079 : 

NCAS0A0457 : 

NDAI0K0162 : 

TBLA0F0401 : 

TPHA0H0223 : 

Kpol_1027. : 

ZYRO0D0871 : 

TDEL0A0733 : 

KLLA0C0913 : 

AAR064W    : 

Ecym_2100  : 

SAKL0A0189 : 

KLTH0A0622 : 

Kwal_23.62 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MTMRTNKKNKSSNIKMIRRVRHNLYNQNQGKLIVPNFFFFWHDMNSSGDNAGFEWWRRTMQYKTGIGLTPEEKTRYEDDSKARELKKECLK-CYEYRDWM

-------------------------------------------MGTGGNDTGFEWWRRTMQYKTGIGLTPEEKIRYEEDSKARALKLECLK-CYEYRDWM

-------------------------------------------MGTNESGTGFEWWRRTMQYKTGLGLTPEEKARYEEDSKVRALKKECLR-CYEYRDWM

-------------------------------------------MGANENETGFEWWRRTMQYKTGLGLTPEEKGRYEEDSKARALKKECLR-CYEHRDWM

-------------------------------------------MAG----ESFEWWRRTMQYQTGLGLTADEKARYEKDYAVYNREKQCKS-CYEYRDWM

-------------------------------------------MAG--A-GGFEWWRRSMQYRTGLGLTAEEKQRYEEDYKSVLGETGVVRSCYKNRDWL

----------------------------------MKDQEGQEPLTIQASSHGFEWWRKKFQYTTGLGLTPELKQEYERDFKFIAQNKKCKT-CYNDRDWI

------------------------------------MSRPTKNDDQVVPTKGMEWWRRTFQYKTGLGLTAEEKSKYEKDYSTILQRSQCEK-CYEQRDWM

-------------------------------------------MSKED--KGIEWWRRTFQYKTGLGLTSELKAQYESDYSTILNKKQCIQ-CYKDRDWM

-------------------MSNQLEAFSDDKIPPAEKISTPNKPKDLNAIKGFEWWRRTMQYKTGLGLDEKEKLRYENDLAYRKQDIGCQK-CYEYRDWV

-----------------------MDDSNSKDNSIVETIKVANTPKDLNSLKGFQWWRRTFQYNTGLGLTPEEKSNYENDYQYILTRKQCNS-CYEYRDWL

----------------------MSKNADLEAIPAAEEIKKPNPPKEEASIKGFTWWRRTLQYNTGLGLSEDEKLNYENDYKYILERKQCKQ-CYEYKDWI

----------------------MSDPTTIP---PPGELQKPNPPSDPNSTKGFHWWRRTFQYKTGIGLTPKEKQNYENDYHFVLQKKQCQQ-CYEYRDWI

----------------------MADNTAIPPP-PREDMKKPDPPKDPASAQGFQWWRRTFQYKTGLGLTTEEKKQYENDYQFILQRQQCKQ-CYDYRDWI

----------------------M----SVPPP-PKEDLIKPNPPKSESAVSGFNWWRRTFQYKTGLGLTPEEETQYENDYKFVLQRKQCSK-CYEYRDWL

----------------------MSKEPNFP---PSEKLEKVEAPADLRSIAGFEWWRRTFEYKTGLGLTPEAKVQYEKDYQYVLQREQCKQ-CYDNRDWL

----------------------MSQELPIP---PREEISKANPPTDLSSIKGFTWWRRTLAYQTGLGLTPEEKLRYENDYKYVVQRDQCNK-CYEHRDWL

------------------------MSEFIPPPAPQEDSIKPNPPKSEASVQGFHWWRRTFQYKTGISLTPAEKEQYENDYKFVLQRNQCNK-CYEYRDWV

------------------------MGDVIP---PNEEIKRPKPPLDESSVRGFNWWRRTFQYKTGLGLTTVEKDRYENDYQFIIQRDQCNK-CYEYRDWL

------------------------MAGSIP---PVEQIDKPSPPKDEASTRGFHWWRRTFQYKSGLGLTDTEKQQYENDYKFIVQRDQCNQ-CYEYRDWL

                                                   gf WWR4   Y 3G6gL   ek  YE D         c   CY  4DW6

      

      

 :  99

 :  56

 :  56

 :  56

 :  52

 :  54

 :  65

 :  63

 :  54

 :  80

 :  76

 :  77

 :  74

 :  76

 :  72

 :  74

 :  74

 :  75

 :  72

 :  72

      

             

             

YNR020C    : 

Smik_14.35 : 

Skud_14.35 : 

Suva_14.37 : 

CAGL0M1059 : 

KNAG0D0049 : 

KAFR0F0079 : 

NCAS0A0457 : 

NDAI0K0162 : 

TBLA0F0401 : 

TPHA0H0223 : 

Kpol_1027. : 

ZYRO0D0871 : 

TDEL0A0733 : 

KLLA0C0913 : 

AAR064W    : 

Ecym_2100  : 

SAKL0A0189 : 

KLTH0A0622 : 

Kwal_23.62 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

LKYSPTVRFMVQAITKLN-------KGSDS-------KFDDSKIICDYCPDWKGGGFHPELGILLCQNRLRDKWHLEDTLSHELIHYFDDLKWQIDWLNL

LKYSPTVRFMVQAITKLN-------KGRDD-------KFDDSKIICDYCPDWKGGGFHPELGILLCQNRLRDKWHLEDTLSHELVHYFDDLKWQIDWLNL

LKYSPTVRFMVQAITKLN-------KGSDS-------KFDESKIICDYCPDWKGGGFHPELGILLCQNRLRDKWHLEDTLSHELVHHFDDLKWQVDWLNL

LKYSPTVRFMVQALTKLN-------KGSEN-------KFDESKIICDYCPDWKSGGFHPELGILLCQNRLRDKWHLEDTLSHELVHYFDDLKWQVDWLNL

LKYSPTVRFMIQQISKLN-------GNASDGK---VLNFDESKIICDECPDWKSGGFHPEIGILLCQNRLKDKWHLEDTLSHELVHYFDNLKWQIDWLNL

LKYSPTVVFMIQQIVKLQERQQQ-RDRPVGSTAVPGIRFDESRIVCDVCDELKSGGYHPEFGVLLCQNRLRDKWHLEDTLAHELVHWYDNLKWEVDWLNL

LNYSPTVTFLIKQIYKLE------ESKNSIVDRGNLLKFNSSKIICESCPDWKSGGFHPEIGILLCHNRLRDKWHLEDTLAHELIHWFDNLRWDVDWTNL

LKFSPTVRFMTQRISSLQ-------PG---------IKFDE-KIFCDICDDTKSGGFHPELGILLCQNQLKDKWHLEDTLSHELIHWFDELKWKVDWLNL

LSYSPMIRFMTQRIKQIS-------KDDD-------LKFDE-KIICDVCDNTKSGGYHPDFGILLCQNRLRDKWHLEDTLSHELIHWYDQLKWEVDWLNL

LKYSPTVRFMMESIEKVNKIQNGYQATDDSLDNNGQFKFDTSKIICEICPEWKSGGFNPQLGILLCQNRLRSKSHLEDTLAHELVHYFDNLKWNVNWLDL

LKYSPTVRFMIQQISKLS-------ENNPNIDNKTVKSFDESKIICDVCPELRSGGFHPDYGILICQNRIRDKWHLEDTLAHELVHQFDNLKWKVDWLNL

LKYSPTVTFMIQQIAKLS-------DGNPNIDGKNLKPFDESKIICDICPEWKSGGFHPDLGILICQNRIRNKWHLEDTLAHELVHQFDNLKWKVNWLNL

LKYSPTVRFMAQQISKLN-------GNSDGQ----VLPFDESKIVCDACPEWRSGGFHPELGILLCQNRIRDKWHLEDTLAHEMVHYFDNLKWQVDWLNL

LNYSPTVRFMAQQISKLN-------VKSNGD----VLPFDESKVICDVCPDWKSGGFHPELGILLCQNRIRDKWHLEDTLAHEMIHYFDNLKWQVDWLNL

LNYSPTVIFMTQQIAKLN-------NKNTNAD---VFKFDESKIICDVCPDWKSGGFHPDLGILICQNRIKDKWHLEDTLAHELVHYFDNLKWEVDWLNL

LKYSPTVVFMTQQIAKLN-------RRRTGDD---SLHFDTSKIICDVCPEWKSGGFNPSLGILLCQNRIRDKWQMEDTLSHELVHQFDELKFEVDWMNL

LKYSPTVIFMAQQIAKLN-------KTQTNNE---ELKFDESKIICDVCPDWKSGGFHPDLGILICQNRIRDKWHLEDTLSHELVHQFDNLKFDVDWLNL

LKYSPTVLFMVQQIAKLN-------NKNTDA-----LKFDASKIICDVCPDWRSGGFHPELGILLCQNRIRDKWHLEDTLSHELVHYFDNLKWQVDWLDL

LKYSPTVIFMAQQIAKLN-------KKDTNA-----LKFDESKIICDICPEWRSGGFHPELGILLCQNRIRDKWHLEDTMAHEMVHYFDNLKWQVDWLNL

LKYSPTVIFMAQQIAKLN-------NKNTDA-----LKFDESKIICDVCPEWRSGGFHPELGILLCQNRIRDKWHLEDTMAHEMVHYFDNLKWQVDWLNL

Lk5SPt6 F6   6 k6                     F1 s46 Cd Cp w4sGG5hP  G6L6CqNr64 Kwh6EDT6 HE66H 5D L45 61W 1L

      

      

 : 185

 : 142

 : 142

 : 142

 : 142

 : 153

 : 159

 : 146

 : 139

 : 180

 : 169

 : 170

 : 163

 : 165

 : 162

 : 164

 : 164

 : 163

 : 160

 : 160

      

             

             

YNR020C    : 

Smik_14.35 : 

Skud_14.35 : 

Suva_14.37 : 

CAGL0M1059 : 

KNAG0D0049 : 

KAFR0F0079 : 

NCAS0A0457 : 

NDAI0K0162 : 

TBLA0F0401 : 

TPHA0H0223 : 

Kpol_1027. : 

ZYRO0D0871 : 

TDEL0A0733 : 

KLLA0C0913 : 

AAR064W    : 

Ecym_2100  : 

SAKL0A0189 : 

KLTH0A0622 : 

Kwal_23.62 : 

             

                                                                                      

         *       220         *       240         *       260         *       280      

KHHACSEIRASSLSGECRFWEEFKRR-GFRTGFHVARGHQDCVRRRAIISVSGNPNCQSKEHAAKIVDEVWDSCFADTRPFDEIYR

KHHACSEIRASSLSGECRFWEELKRR-GFSTGFHVARGHQDCVRRRAIISVSGNPKCNSKEHAAKIVDEVWDSCFADTRPFDEIYR

KHHACSEIRASSLSGECRFWEEFKRR-GFSTGFHAARGHQDCVRRRAIISVSGNPNCKSKEHAAKVVDEIWDSCFADTRPFDEIYR

KHHACSEIRASSLSGECRFWEEFKRR-GFSTGFHVARGHQDCVKRRATISVSGNPNCKSKEHAAKIVDEVWDSCFADTRPFDEIYR

KQHACSEIRASALSGECRFSREFARL-GF--SMNFGRGHQDCAKRRAIISVMGNPNCKDKEHATKVVEEVWDSCFYDTRPFEEIYR

RHHACSEIRASSLSGECRFWQEFSRR-GF--GFTVNRGHQDCVRRRAVISVTGNPKCDSQEQAERVVDEVWDSCFGDTRPFNEIYR

KHHACSEIRASSLSGECRFWQEFKRR-GFNTGFELNRGHQNCVKRRALLSVMGNPNCPSKEHAEKVVEEVWETCFNDTRPFDEIYR

KHHACSEIRASNLSGECRFWQEFSRR-GF--GFKVSRGQQNCVKRRAVLSVMGNPSCQNKEQAERVVDEVWESCFNDTRPFEEIYR

KHHACSEIRASNLSGECRFWQEFKRRGGF--TFKIAKGQQECVKRRAILSVMGNPNCKDKEHAERIVEEVWESCFNDTRPFEQIYK

KHHACSEIRASSLSGECRFMEEFFRR-GL--GVTLARGHQECVKRRAILSVMGNPKCADKKEAERAVNQVWDSCFNDTRPFEEIYR

KQHACSEIRASSLSGECRFFQEFSKR-GF--GFTIAKGHQECVKRRAVLSLMGNPNCKDKKQAELVVDEVWESCFNDTRPFEDIYR

KQHACSEIRASSLSGECRFGQEFARR-GF--GFKIANGHQECVKRRAILSVMGNPNCKDRAEAELVVNEVWDSCFNDTRPFEEIYR

KHHACSEIRASSLSGECRFSAEFHRR-GF--GFAIAKGHQDCVKRRATLSVMGNPNCKGEKEAEKIVNEVWDSCFNDTRPFDEIYR

KHHACSEIRASSLSGECRFSQEFARR-GF--GFEISKGHQACVKRRATLSVMGNPSCKDEEHAKAVVEEVWDSCFSDTRPFEEIYR

RHHACSEIRASSLSGECRFFQEFARR-GFNTGFKVDRGHQACVKRRAAISVSGNPNCRDKEHAERVVDEVWDSCFNDTRPFDEIYR

KHHACSEVRASNLSGECRLSQEFFRR-GF--NGSFGRGHQECVRRRAVLSVMGNPKCKDKAEAEQIVDEVWQSCFNDTRPFEEIYR

KHHACSEIRASNLSGECRIMQEFSRR-GF--GFTIGKGHQECVKRRATLSLMGNPNCKDQKHAENVVEEVWESCFNDTRPFESIYR

KHHACSEIRASNLSGECRFMQELSRR-GL--GFKVSRGHQECVKRRAVLSVTGNPNCKDKEHAEQIVGEVWDSCFNDTRPFEEIYR

KHHACSEIRASSLSGECRFMQEFSRR-GF--GFKVSGGHQECVRRRATLSVMGNPNCKDQKHAEKIVNEVWDSCFGDTRPFEEIYR

KHHACSEIRASSLSGECRFMQEFARR-GF--GFKVSTGHQQCVRRRATLSVMGNPNCKDEKHAEKIVNEVWDSCFSDTRPFEEIYR

4hHACSE6RAS LSGECRf  Ef 4r Gf  gf    GhQ Cv4RRA 6S6 GNP C     A   V 26W 3CF DTRPF  IY4

      

      

 : 270

 : 227

 : 227

 : 227

 : 225

 : 236

 : 244

 : 229

 : 223

 : 263

 : 252

 : 253

 : 246

 : 248

 : 247

 : 247

 : 247

 : 246

 : 243

 : 243
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YOL048C (RRT8) 

  

             

             

YOL048C    : 

Skud_15.10 : 

Suva_15.12 : 

CAGL0F0086 : 

KAFR0D0121 : 

KNAG0L0050 : 

NDAI0A0857 : 

TBLA0A0471 : 

TPHA0L0047 : 

Kpol_YGOB_ : 

Zrou_YGOB_ : 

KLLA0F0760 : 

SAKL0B0992 : 

KLTH0D0242 : 

Kwal_YGOB_ : 

ACR283W    : 

Ecym_2642  : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

----MKAGIELISHSQASHATYANSMTLAEKGPQRLKRQFKEHSSSKESNVSRWLKIFIRQFDIWFPETIPTMKVRYELLRKNFIKE-IFNSRAFIYPFL

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

------------------------MGIAGYLQQYLFTPVLDHA-----------------------KLRQKRYLFKMDLIKQGFNKD-LFLSSTYKYPLK

---------MAIEILSHTKAADAGVGQQLSCETFNYPRIQQGPQAHENNIFQQTITSNKFSTKHLLLLLFPNYPKKITSVKQNFLKDCFIFNSGYIYPFA

---------------MAAERTFDSEKSQLEYYSF----------------------------RCSTERYLNQRWRRMYYLKEYFLKD-FCTPRTFSFPLQ

MKYSDIFGQNKHPQDEMTDSKAEPKDYSVQKEGKDIDIQNSNEEQSLLKIVKLYSNQIIDIANKYFPTLVPTIEKRWISLRKNLFHD-MVFGNSFIYPIQ

---------------MSFVGTLALTGLGSLIYKYDTNQIFEKHPNVELSIKEYY--------SKVYKKEAKQLSERYISSLVNFFPG-VLDGYSLAYPFR

--------------------MGQKEINILSHKQEVRNTVEASTDRDSGENCDVEVKAPLKKGRSPHVDNRKSYRIKYDMLRSNFIND-LFHNTTAHYPLV

---------------MAGRHPIDIISFQTITQKIALDPNIEETQVSKDPNDEYCEHGRNDKKRNSFPDLILLIRTRIELMRKNFAND-IIVNSTWHYPLL

-MTNSTVLVSHWKNSSDNNALEKPISNIIQGSQQEFPLVVNSQKKENSKSKEPSNTSL----NKLFSELVPTIRLRRTLIQKNFLND-FFLGFAFIYPVL

---------------MSFAGTLICCAFGGLVYKYGDQRHTLLEPPEELGVQDYT--------VRFAKTKIKILKRRFKDAVASLVPG-LSTPGIYLYPLV

---------------MTQDQTHDGDLFESAYGLT----------------------------FGFVFELYSTVTHRFNALVCNFSHD-FFVEATYIYPFM

---------------MSDAHLVAPLNNNSATAATTAPAEAEVHLVKRLRR------------ETFVQALAVKLRRRVSYVRKNFLFG-LFVDQTYVYPVL

--------------------MSGAQNIVAVENSINSPRPVEAQPNTVLVEEDEP--------RTFLPLISSKIRRRLGFIRHNFLSG-LFVDQTYVYPVM

-------------------------------------------------------------------------------------------------MVV

-------------------------------------------------------------------------------------------------MII

                                                                                                    

      

      

 :  95

 :   -

 :   -

 :  52

 :  91

 :  56

 :  99

 :  76

 :  79

 :  84

 :  94

 :  76

 :  56

 :  72

 :  71

 :   3

 :   3

      

             

             

YOL048C    : 

Skud_15.10 : 

Suva_15.12 : 

CAGL0F0086 : 

KAFR0D0121 : 

KNAG0L0050 : 

NDAI0A0857 : 

TBLA0A0471 : 

TPHA0L0047 : 

Kpol_YGOB_ : 

Zrou_YGOB_ : 

KLLA0F0760 : 

SAKL0B0992 : 

KLTH0D0242 : 

Kwal_YGOB_ : 

ACR283W    : 

Ecym_2642  : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

GFYEVLTN-PVYWKHILLFAVCYALIFVTIAGLFYVTLVPLLVTWAILLLGPLGVILVHIQWILQTNVLTAFVCRTLVLTHITNQIFDISLVLQ--DQDE

----VLTN-PVYWKHIFLFALCYAIIFITIAGLFYVALVPLLVTWAILLLGPLGVVLVHIQWILQTNVLTAFVCRTLVLTHITNQIFDISLVLQ--DQDE

GFYEVLTN-PVYWKHIFLFALCYALIFITIAGLFYVTFVPLLVPWAIVLLGPLGVVLVHIQWILQTNVLTAFVCRTLVLTHITNQIFDISLVLQ--DQDE

GLFNVITR-PYYWKPLGIFAGSYLVIFAVVAGAYYVTIMPFILGGALLTMGPIGLVLAHIQWLVQSNSIAAYICRNLMLEKLNTEVFDLTLAKN--GQQK

GIFVMLVN-PIFWQHIVVFLFCQVITLFIVGNILYFISMPIVLPIYLILFGPIGIILAYLHWGIQTIMMTNFVIKRLLLSTIHDQIFKLTIQLK--DKNY

GFYEVVTK-SKYWEMTGLLLVCHLVLFVVIAAIIYIPLMTLLSPLMVL-LGPIGVILVHIQWIIQSQAISGFVVKLTIWPTYQYRIFQMALLYNTGTCSK

GALEVVTT-RVYWKYIAVFGVSYVITFFVIGGLYYLTLLPIVLSWSMLFLGPIGFVLAHLQWVLQTNALTSIISSKLVLPFINDRIYDMALVMN--GGED

GCHELLKNLPEYSMISLWMLTGYLLMFSLTGFAYWATITPMYIALFGI-LGPPGILIVILHSFIHINMLTMMYMR---MAHYNNKLVMKYLNVH--GVPK

GFYEVLTH-RVYWKFILLSAISYIITFNVIAILYYIFLFPTTAILYLFLLGPFGPVLAVIDLILHSNSLAKSFCKHIILTRVRDNIFDLTLERK--GCYD

GFFEMITV-TSYWRHVLLSSSLFVVIFVTIAILYYVLFFPFLLTWYIMSMGPVGLFVAHIQWILQSGSMTKTVCQNMLLKRLNDQIFDMALYNN--GQKK

GLIEVLTH-KIYWRQLSVFALSYTATFVTIGAIYYVVVLPALLAWAVMTLGPLGFILVHIQWLLQTNALTALVCRKIILTYISNQIFDTTLYLH--GQSE

SYWELLST-PEYWKSSVPIMVVYLLLYALVTFVYLLTILPVYTPLSVF-LGPIGLIVAWIHMFLHTNMLTMMTIR---MSQMNSFTMYQGMAIR--SMDV

GFCHFIIK-PSYWYYTLILGICYLGLFVVIATLYYVLILPILLAWATVTMGPIGVIIVHIQWLLQSNAITVIVSKQLVMPTIMDDLFDSVLKVC--GREE

GFLRFVVT-PSFWLYSFVLAFCFAFIFVTVAVLYYLFLLPILLIWAVSTLGPVGFVIVHIQWLLQSNALAITLTNILIAPIFADSIFDATLTKL--GHAE

GVCKFLVT-PSFWLYSFVLAFCFACIFLTVAVLYYLFLLPILLVWAVTTLGPVGFIIVHVQWLLQSNALAITLTKILISPVFANNIFDATLANM--GHTD

GMGH-----GQIWVQAVTLVILYIITFAAILVFLVLLWTPLFLPISVI-FGPAGPLGYVLTLYANAQFFTTMIVNSHLATPLLDYTIASLMGIH---IEY

GLVN-----PQIWIQAVALLIIYVFTFVGILAFLVVLWTPVFLPISVI-FGPAGPLGYVLTLYTNTQFFTTMIVNSNLATPWLDHTLSTMLKLP--LLPP

g           w                          p          GP G     6                              6         

      

      

 : 192

 :  93

 :  97

 : 149

 : 188

 : 154

 : 196

 : 170

 : 176

 : 181

 : 191

 : 169

 : 153

 : 169

 : 168

 :  94

 :  95

      

             

             

YOL048C    : 

Skud_15.10 : 

Suva_15.12 : 

CAGL0F0086 : 

KAFR0D0121 : 

KNAG0L0050 : 

NDAI0A0857 : 

TBLA0A0471 : 

TPHA0L0047 : 

Kpol_YGOB_ : 

Zrou_YGOB_ : 

KLLA0F0760 : 

SAKL0B0992 : 

KLTH0D0242 : 

Kwal_YGOB_ : 

ACR283W    : 

Ecym_2642  : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

FLNEVKVLPKPQKPHRKIDEPDAVRNFNTIKGSRIFKIPRLLFRMFFKVSNFTSLTLLSLIPIVGPILANQLMAPKRTFTYLQRYF-LLKGFSKKQAKDF

FLNEAKILPKPQRPHRKIDEPDAVRNFNTVKGHWVFKIPRLFFRFLFKMSNFTSLTLLSLIPIIGPILANQIMAPRRTFTYLQRYF-LLKGFTKKQAKDF

FLKAGKHLPKPQIKHRNIDEPDAVRNFNTVKGSWVFKIPKFLF-MVFKLSDFTTLTLLSLIPIIGPILANQLMAPRRTYTYLQRYF-LLRGFSKKEAKDF

LVSDAKYLSRKTTKSRRS--------IWSAHT----IIYSFLSAKVTSLGQSIVLSLVSLIPVLGPLIVNQITAPDRALSYLSRYL-FLKQYTSPDIKKF

SANPQRQRQRPSKDAK----------ISLNDLQWVEYYISWFCKYARKFMVNFLLSSISIVPVLGPILVNQAGSLNRTSGYLKFHINTIKNFNKDQAALY

PMKRPGIQRSTQPAAYRG-----------VNTDWSKRISVS-MHILYVVGRFLFFLLISLIPIVGPIVVNLLHSSSRAAAYIRNYL-EWRGCEPAQMKEL

FLNKGKLIRKVKSKTKKDLKIDSTT-SKEKESQWIVRKTWSILKFFRNTIITISLTLLSMVPLIGPPIVNQIMAPSRSFSYMTRYF-YLKGFNHKEAKDF

SFTKIPV-------KYYI--------PFFSTYYWLYEFPSKLIKYTCGTIVLLVLMTFSTIPLFGPLFFNIVISPVITRIYVSKYL-RLRGVNNIQRYEH

IIKSAKLLKKNPNADATVK-------NWRQLNKYK-DILIFTKDLTYKIIIYFILFLISLFPIIGPLVVNFLVSPERAHGYLMRYF-VLNNDDKKTSKKY

FLYESKFIKSKPKRKKRL--------PWRYREFWTYDIPLMTYTLTRGLAITLILAIISLIPIIGPLITNQLLSPRRAYSYLGRYF-FLTGEEPTVSKTF

FLARAKFITVSADSDNRI--------HWSMAEFWSFVVPLWILNIMRKILVAVILAGISLIPLIGPPIVNQLISSRRASSYMGRYF-VLSGTDPMAAKNY

NIIDAG---NDQPIKYYY--------PLASTYFFFNHLPWKLTEYFAGFVVLCGLLLISSIPILGPFIFHTLISPFITRLYWAPYL-RYLKVDNLQRETR

FLLRAKMVLSPQVLKK----------SWKSLEFWINDLPLIILRQIYHWCTSLLLVLISLIPLLGPTIVNQLLSPKRGYFYSQRYL-KQLKLSEKQRNDR

FLERAKHLPVTSPKQA----------SWRSLEFWLVVFPSKTVSLMFSLSSKVALSMLSLIPIVGPTIVNQLLSPTRGFSYGKRFY-VLKNLSGSQLKDK

FLERAKHLPAAPLKKH----------SWKTLEFWTVVLPSKIVSLKFSITTSVLLSVLSLIPIVGPTIVNQLKSPKRGFSYGSRYY-TLKNLGGAQLKDK

KRHNPELVEPEAFSAYDV------------------------LTVLRLVMSVAVMVVLVTIPILGPVLLMFVMNVKFSYDFYERFL-ILRGLNQVQRRDV

SAAATQLSEPKQPDAHEI------------------------LSVMRIVCGGMAMIVVVAIPIVGPIMLMLAMNVKIAYDNFERYL-ILHGVGQVQRRDL

                                                          s  P6 GP   n                              
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 : 257
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YOL053W (AIM39) 

  

             

             

YOL053W    : 

Smik_15.11 : 

Skud_15.10 : 

Suva_15.11 : 

KNAG0G0327 : 

CAGL0I0996 : 

NCAS0B0098 : 

NDAI0E0045 : 

TBLA0B0268 : 

TPHA0I0058 : 

Kpol_480.2 : 

ZYRO0G1333 : 

TDEL0B0091 : 

KLLA0B0873 : 

AGL215W    : 

Ecym_2682  : 

SAKL0D0239 : 

KLTH0C0470 : 

Kwal_27.10 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MWGLCKKHFPSNKIQVQERNKALKPKKSGSEHKTKQLFPVFNCKKKEKGVMIRFAILRNANTSLLSARSICL------FTQAPTYCHVRLNT-LNKSITT

-----------------------KRTKHQNKKKEWQLLPELSYERKKKVVMIRFTILRNTKTSLLSTSNICL-----SFAQVSTSSLIWSNT-LNSTVIT

--GRCKVHFPSNKMERKTK--YQNQKRKGR---------IQLQEERTKGVMIRFTILRNTTIPSVCARGICS------FTQAPTGSQIWSST-LNGAITN

------IHFRSSKIIPRTKQSTEQQNSKGRWIQHKANSFVQFEGKRYQ-VMIRFTIPRNITISSRCTRSIWS------FTQAPTSSHIWSNT-LKGATAS

--------------------------------------------------MLR-CVVRGSAARLRSPVFCRR-----------LFQGACVRQRGRGGGGV

--------------------------------------------------M--TYISRTMLWQRYLGTRISSTIL--PVAVRRIHYGGGRLQ-DPRYVFS

--------------------------------------------------MLSLYLKGSCN-PRWVSQCLLRTQYVGLFRLSHKMVIQQRQF-SIKFPFS

-------------------------------MIYPLISRRTLVTS----SPKGIIIRLQYPILRPLTFPLGPNHV-NNTTNCNGISITKRNY-SLKFPYF

-----------------------------------MRNLLNQPLRQ----NLMLYDLLRSKGIRTNSIGLF-----P-KYGFSKKYYSSKED-DSKYIFS

----------------------------------------MSQIFRK---AHLTAKLGSSWGKNVNIQLHLKVVI-----AKRVYSIDNGKKNDSKYMFS

--------------------------------------------------MLSLRRGLITKS-YLNYKF-----------VNHLAVIPRNYSNDSKYFFS

--------------------------------------------------MQNGYSVSIQHYTAKTTAMKTLKIW----RPIFQRWLGKKGPVDPRYVFS

--------------------------------------------------MTAVCLVSRTSSLVARHSGQSLVL-----LRRPVRWLTTNRE-DPRYVFS

----------------------------------------------------MYLARSGVFISRIRVLSILN-------PRFVLLSRRLNHT-DSKHYFT

-----------------------------------------------------MIRLLGLTTRRVAVR-----------TPVTALYSTGKPI-DPKHIFT

--------------------------------------------------------MNVVLFKPWQRA----------FSTTMLRTLSGNPP-DPTHIFT

--------------------------------------------------------MWRS-VVRVCPKNLYN------RCLISKRLLSQHPR-DPKHVFT

----------------------------------------------------MLTRSWRQRNLASLLYSLSH-----------RRLLSQKIP-DPKHVFT

---------------------------------------MKKPLVVPKKVSQELTSMWAPLKGRKQLLRFST------LLTSRGQLLKQTTR-DPKHVFT

                                                                                                    

      

      

 :  93

 :  71

 :  80

 :  86

 :  38

 :  45

 :  48

 :  63

 :  54

 :  52

 :  38

 :  46

 :  44

 :  40

 :  35

 :  33

 :  36

 :  36

 :  54

      

             

             

YOL053W    : 

Smik_15.11 : 

Skud_15.10 : 

Suva_15.11 : 

KNAG0G0327 : 

CAGL0I0996 : 

NCAS0B0098 : 

NDAI0E0045 : 

TBLA0B0268 : 

TPHA0I0058 : 

Kpol_480.2 : 

ZYRO0G1333 : 

TDEL0B0091 : 

KLLA0B0873 : 

AGL215W    : 

Ecym_2682  : 

SAKL0D0239 : 

KLTH0C0470 : 

Kwal_27.10 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

KRNSL---TESKRHVH--------DGKHFFTTP------HQQQQTKLGEIEEGHSPNIKGEDLRSIGQAITHQRNKRRKQIWSAIFGGIFGVILGYSLIY

KNPIV---LAPKRHVH--------DGKHFFTTP------HQQQQTKLGETEEGTRRNIKEEDLKSIGQAITHQRNKRRKQIWSAVFGGIFGVIIGYSVIY

KRKTS---IASRRQAH--------DGKHFFTTP------QQQQQIKFGETQEGNLESVKEEDLKSIGQAIAHQRNKRRKQIWSAIFGGVFGVIIGYSVIY

KGNAS---IVASRQVH--------DGKHFFTTP-------QQQQTKSEGTEEKEHHNVKEEDLKSIGQAIAQQRNKRRKQIWSAVFGGIFGVIIGYSVIY

GGPPP-------------------DSCHFFSNP------------------------GNGPPTEDLTKAIHGFRTQRRRAMVWAVSLSLFGALFGYQIGY

KPPTN--DPNQSKEGR--------DGKHFFTPS---------VNDGTENSTLHNNSRLSESEMSSIANAIAEQKRKRLKRSIITIFSAFVTAVLGYTIGY

KTSQT--------EVV--------DSKHFFTKQ--------------------DTEANQNHEFTTIGEAIRQQRNRRRRQTTIIILTLASSFLIGYGLGY

DLKNTKLRLNTNNNVRMHENNKQVDGKHFFTKQGDVTENNEKSQLKHENPSHEEDEKVMAIN--SIQEAIRQQRNKRRKQMASIIFMILSSLLIGYGLGY

KKGTEIQNNVGVKDYI--------SSRHFFTKP-TIFEKMIKSFKLNNSNKIKLNRD-ENEDAILLGDIISKQRAKQRRKAFKFALYGTFGGILGYFVLY

KPPFT-----PRNKET--------DTKHFFTKP-----RLFETFRFTRKNQGPVNESIANNESETIGQAISQHR-KKNRQVISTIILGIFVTIIGYSIGY

KPPAN--DNNDKGSYA--------DSKHFFTKPNGKMNSNEQIDQMHNNGSNNPNNNKNGSTDSLIGQAILQQRRERRKQVWYALGISIFAVLIGYSIGY

RPPNN--------KGQ--------DGTHFFTNP---------------QDDN-GGDNSGAEG---IGEAIAKQRRQKRTRFAYNLFWVSIAGVLGYSIGY

KPPSK----TEVPHPN--------DGKYFFSRP----------------DDTKKGEYRGSNV---LGQAILQQRRRRRRQLLSIIFVGVIGSILGYSIGY

DPKTN--------EIK--------KPPTFFQHH--------------DSKVNASADDVAQA----IAESVRAHKKRRQKVFFSAMLTGIIGVTLGFSISY

DPQTN--------RIR--------DPPNYFQKG-----RGRGTEDAPLPADMHYGMGAQEAVSEAIGASIRQQRARKRRGILLALVVAVFGTVFGYSIGY

DPKTN--------KAR--------EPPNFFQEQ-----AFGNGAIRDKTSLFKPGQNVLADA---LSTSIREQQRHRKKTVWSSIFVTVFGILFGYSVGY

KPADD--------EVR--------DPKHFFTSP------------PPTPPRTAANEEVFSNS---IQQAMLSQKRQQRKSIVRALFIAVFGVIFGYSIGY

DPSNN--------EIV--------DSKHFFTNP--------------SRDNLIEEEAIAKS----IEASIKNQRRRRGKQVSSALAAALFATIFGYTIGY

NSSNN--------EVL--------DPKHFFTNP--------------DQNSFTPDEVIAQS----IQASIKNQRRRRTRQISSALFVALFGVVFGYSIGY

                        d  h5F                                   6   6  q                     G5 6 Y

      

      

 : 176

 : 154
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 : 168
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 : 126

 : 112

 : 161

 : 144

 : 133

 : 128

 : 111

 : 113
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 : 114
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 : 105

 : 102
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YOL053W    : 

Smik_15.11 : 

Skud_15.10 : 

Suva_15.11 : 

KNAG0G0327 : 

CAGL0I0996 : 

NCAS0B0098 : 

NDAI0E0045 : 

TBLA0B0268 : 

TPHA0I0058 : 

Kpol_480.2 : 

ZYRO0G1333 : 

TDEL0B0091 : 

KLLA0B0873 : 

AGL215W    : 

Ecym_2682  : 

SAKL0D0239 : 

KLTH0C0470 : 

Kwal_27.10 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

RVIYLKEQSFLPLFPSSKIRKLSTRDLKKVDVNQVQKLSKLRVLEILSGHDMIKEQYGVPLLD-KDGNSPT-L-NEFSMWCEDQDPCVTGIVME--PDDK

KVIYLKEQSFLPLFPSSKIRKLSARDLKKVDVNQVQKLSKLRVLEILSGHDMIKEQYGVPLLD-KDGSSPR-L-NEFSMWCEDQDPCVTGVVME--PDDQ

KVIYLKEQSFIPLFPSSKIRKLSARDLKRIDVNQVQNLSKVRVLEKLSGHDMIKEQYGVPLLD-KDGNSPR-L-NEFSMWCEDQDPCVTGIVME--PDDQ

KVIYLKDQSFIPLFPSSKIRKLSARDLNRIDVNQVQSLSKLRVLERLSGHDMIKEQYGVPLLD-KDGNSPR-L-NEFSLWCEDQDPCVTGIVME--PDDK

KVMYLGGESYIPLFPCLRIHELSEYERSRLNLDQLANLVEQRVVERLSSHEFIQEQYGVPLRIRPSLREQKVVPDRLHVWCEDEDPVIYGISFRRGPTAD

KVWYLKEQSFIPLYPCSRVRKLSTRDLRRVSVKKIEDISEVRVLERLSQHKMIQEEYGVPLRD-SNGKAPH-V-SDFSVWCEDQDPCVTGLVFE--PDSN

KVLYLREEIFYPLYPASKYHKLSRTELLKIDTQQIEYLSRIRVLEKLSKHEMVKDQYGVPLKLPNNIKE-----DEFKIWCEDQDPCIFGAIIR--PDSK

KVLYLRQEIFWPICPTSKYHKLSKNELKKINLLQIEKLARIRTLEQLSKHEMIKDQYGIPLKLENEDNTEG-VGEPFKIWCEDQDLCLFGVKIK--PDGN

KVLYLREESFLPLYPASKKRKLSDADLRKLDLSEIEELSKIKVLGILSSHPMIKEQYGVPLYD-ENKNPLE-V-KNFHIWCEDQDPCVTGILFQ--PDPP

KVFYRGDDIFIPLYPAPRIRKPSQTDLKKIDVDYIKRLSKIRVIEALSRHNMVKEEYGVPLHGEDNINPPK-I-SDFDLWCEDRDPCLTGIILR--RYSP

KVIYLNEDSFIPLYPSSGIRKPSQNDLRKIDVPHIKLISHLRVLEVLSHHDMIKEQYGVPLHDSNGVNPPQ-I-KEFNIWCEDQDPCVTGLIIR--KDDP

KVIYKKEQSFLPLMPASRVHKLNDRDARRIGIDKIRVLSRLKVLEQLSQHEMIKEQYGVPLLNVNTHETPN-V-DELTVWCEDSDPCVTGLVLE--PDDG

KALYLREQSFIPLFPASRIRKLSARDRRRIDAGKVQLLSQIRVLEQLSQHEMIKEDYGVPLRDASTNETPE-V-QDFSIWCEDQDPCVTGIVVE--PNDG

KVLYKKQESFIPLVPSRKWHRLSAYDAQRVNIDEMKMLGKMRCLSVLTNHEMIREQFGIPLKT-DTGEVPS-V-KSFEVWCEDQDPGVLGIVVR--PIDA

RVFYKHSESFLPLWPAKRSRPLSEKDAANLRVAEVKRMAEFRVFERLSMHKMIKEQFGVPLHT-QDGKKPE-T-NVFVLWCEDQDPCITGLLFR--PSGS

KVVYKGEEVFIPVWPAKRSRPLSTKDAAGLNIQEVKRIVEFRVLEKLSMHKMIKEQFGVPLRT-NYGRKPQ-S-DQFQVWCEDEDPCIKGIVMR--PSSS

KVLYCHDKSFIPLYPAPRARKLSKKDLKRLNIEDIKQLAQFRVLGKLTAHNMIKEEYGIPLKT-ADGKPPT-T-RDFSIWCEDQDPCVTGVLFK--PYER

KVLYLHEHSFIPAYPVPKARNFSSNELKHINVDEIKHLAEYKLLEKLSMHPMIKEQYGVPLHK-SQGISLE-S-RQFSVWRQDVDPCIAGILIA--PIDS

KVLYLREESFIPLYPVAKTRSFTDSELKHINLDEIKRLAEYRVLEKLSMHPMIKEEYGVPLHK-TQAFPLK-V-RELSVWRKDPNPCVAGFVIA--PYKS

4v Y    s5 P  P      l       6    6  6   4  e L3 H m6 e 5G6PL               f 6Wc D 1pc6 G      p   
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YOL071W (SDH5) 

  

             

             

YOL071W    : 

Smik_15.87 : 

Skud_15.81 : 

Suva_15.94 : 

CAGL0I0808 : 

KAFR0C0113 : 

KNAG0K0101 : 

NCAS0B0522 : 

NDAI0B0259 : 

TBLA0E0267 : 

TPHA0M0046 : 

Kpol_1032. : 

ZYRO0B0532 : 

TDEL0D0479 : 

KLLA0E1333 : 

AER200C    : 

Ecym_5276  : 

SAKL0C0842 : 

KLTH0C0851 : 

Kwal_56.22 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-----------------------------------------MHNMFPALTKTLSLQG-----YKIINSQ----TGSAAWSC-GRRWFS------------

--------------------------------------------MFSPLTKALSLQS-----YRTINLQ----TRTDAWLR-CRRWYC------------

--------------------------------------------MFSTLTKTLMLKH-----CRVIGPR----KGSTAWLR-SFRLYS------------

--------------------------------------------MFPTVTRTLLLQR-----CRIISPL----VGSTSQLR-SHRWYS------------

-----------------------------------------------MLRITYKLPIA----LRQQAF-----VARKLVPT-IKANYS------------

-----------------------------------------------MLPRRALYGT-----YKSTLSF----------CN-AIKPYS------------

-----------------------------------------------MLARTALTRN-----TRLLRFA--------PIFR-QNRHYS-----SRSSSND

-----------------------------------------------MLSRTSS---------RFITYV----LRGPSCSK-AVRTFS------LSTPLA

-----------------------------------------------MLTRNLLRCA---STATVIFSR----TRVLNGVL-SYSFYS-----TNNNNNN

--------------------------------------------MFKAVSKNLNSGFMASKAARSIWARGAQNHTLNMNTT-GTYWYSSGTNVLLQNKKN

-----------------------------------------------MLSRLMCSPT---NVASVTSAT----SRLVTRTS-LVRRFS------------

--------------MTTLKLSLDRIIKSTSLVLNLRGSDYCYIAKVIMFARSIGLKSQAPLARFGLFTKNIVNSHKATFST-GRTILN---------NGK

----------------------------------------------MYLPRISFIAS-----KTATRFF----YQPQFLVS-TTHLYR-----------G

-----------------------------------------------MLRTISTRLS--------LRYSTARPTSVAFVPRLGVSYYS----------SG

-----------------------------------------------MLRTVFNKPS--------VLKSGVNSITKQCRSL-HANAYL-----LNKGNSN

-----------------------------------------------MLRFSFSHAF---AGSYGLAPARATRFYPRILPF-AARAYS------------

-----------------------------------------------MLSRTLVVRRTLPAAKFVVRNASYSMFRIGTLVN-QPRNLT-----------T

MSKLLCASRPVTHPDTSDRLFSLLVSPTEPNCACALNPAHSPPNPPKMLSRYLVKTV--SRATTATVAATAAAPCRVCTPT-TRSWYS------------

---------------------------------------------MTMLTRTLYQAL-----------RTPALYRKAALPR-MAALYS------SQGGEP

-----------------------------------------------MLSRTLIQSS--------VRNVYRSIRSPGIVLP-GVSFYS-----TKVGSTI
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 :  34

 :  34
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 :  34

 :  33

 :  40

 :  55

 :  33

 :  76

 :  33

 :  35

 :  39

 :  37

 :  41

 :  85
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YOL071W    : 

Smik_15.87 : 

Skud_15.81 : 

Suva_15.94 : 

CAGL0I0808 : 

KAFR0C0113 : 

KNAG0K0101 : 

NCAS0B0522 : 

NDAI0B0259 : 

TBLA0E0267 : 

TPHA0M0046 : 

Kpol_1032. : 

ZYRO0B0532 : 

TDEL0D0479 : 

KLLA0E1333 : 

AER200C    : 

Ecym_5276  : 

SAKL0C0842 : 

KLTH0C0851 : 

Kwal_56.22 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

SDKDDHDDVVTRIKIAPIKRTNEPLDKKRARLIYQSRKRGILETDLLLSGFAAKYLKKMNEEELEEYDSLLNELDWDIYYWATKNFKTSPLPDKWANSKL

SDKDDVDDVVTRIKISPIKRTNESIEKKRARLIYQSRKRGILETDLLLSGFAAKYLKKMNEEELEEYDSLLNELDWDIYYWATKNFKTSPLPKKWSNSKL

SNKADHDDVMTRIKIAPIKRNNESLDKKRARLIYQSRKRGILETDLLLSGFAAKYLKKMNEEELEEYDSLLNELDWDIYYWATKNYKTSPLPKKWANSKL

SEKDDHDDVMTRIKIAPIKRINESLDKKRARLIYQSRKRGILETDLLLSGFAAKYLKKMNQEELEEYDSLLNELDWDIYYWATKNYEISPLPDKWAKSKL

--TNSDDDVVSRIKVHPIKRINESIDKKRARLIYQSRKRGILETDLLLSGFAAKHLRSMTNEELDEYDALLNELDWDIYYWVTKNYKTSPVPERWKNSEI

---QSSDDVLSRIKMEPIKRVNESIDTMRSRLIYQSRKRGILETDLLLSGFAAKNLKNMGMDQLKEYDAFLNELDWDIYYWITQIHNKEV-PERWKNSEI

GGEGHDAELIKRIKIPPIKRTGETLDKMRSRLIYQSRKRGILETDLLLSSFAAKNLKNMSKEQLEEYDELLNELDWDIYYWATRNYKISPIPDKWRNSKL

NTQQEKDDLIKRIKIAPIERTNETMDKKRSRLVYQSRKRGILETDLLLSGFAAKYLKDMNKEQLNEYDSLLNELDWDIYYWATKNFNYSPLPKRWENSKI

KPNKDEDDVVSRIKIPPIDRSNEPLERTRSRLIYQSRKRGILETDLLLSAFAAKYLKDMDVVELKEYDELLNELDWDIYYWATKNFDYSPLPKKWNDSKV

NEIDQSDDVFSRIRIEPIHRTDEPRDVKIARLTYQSRKRGILETDLLLSRFAKKYLKTMTTEELNEYDALLNELDWDIYYWATKNFDVTPLPKKWENSTI

---QNDDDVLARVKVAPIKRVNEPIETKKARLIYQSRKRGILETDLLLSRFAAKYLKTMTPQQLDEYDSLLNELDWDIYYWATKNYKTTPLPDRWKHSEV

QNDSEVDDVILRIKVAPIKRVNEPLDKKRARLIYQSRKRGILETDLLLSGFAAKYLKEMTPEELDEYDNLLNELDWDIYYWATKNYDTTPLPDKWKDSKI

LATKSKDDVSLRIKVEPIKRHNEPLDRKRARLIYQSRKRGILETDLLLGGFAAKYLKEMTPEQLAEYDSLLDELDWDIYYWATKNYETSPIPEKWKNSEL

EKPAEEDDVFLRIKVQPIERKGESIDKKRARLIYQSRKRGILETDLLLSRFAAKYLKDMSLKELEEYDSLLNELDWDIYYWATKNFDTSPLPKKWENSKL

GAEGQDDDVTVRIRIPPIKRTGESLDKKRARLIYQSRKRGILETDLLLSRFAAKYLKEMTPEQLEEYDQLLNELDWDIYYWATENYSITPLPDRWKNSNI

-ADKQGDDVILRVKVAPIKRNNETLEQQRARLVYQSRKRGILETDLLLSGFAAKYLKHMTAEELNEYDELLNELDWDIYYWATKNSDASPLPEKWQHSKI

KSKTETDDVLLRVKVAPIKRVGEDIEKKRARLIYQSRKRGILEADILLSGFAAKHLKVMSIEEINEYDQLLNELDWDIYYWATKNYTVTPLPEKWRNSVV

TTKKPEDDVTLRVKVAPIKREGEPLDRKRARLVYQSRKRGILETDLLLSRFAACYLKDMTPEELEEYDELLNELDWDIYYWATKNYEITPLPDKWKNSPI

VVISEKDEV--RVRLEPIKRAGETLENKRARLVYQSRKRGILETDLLLSRFAAKYLSSMTPEELEEYDALLDELDWDIYYWATKNYAITPLPERFKDSKL

VTPGEKDEL--RIKVAPIKRTGETLENKRARLVYQSRKRGILETDLLLSRFAARYLDSMTPEELDEYDSLLDELDWDIYYWATRNYTITPLPEKFKDSKL

      dd6  R646 PIkR  E    k aRL YQSRKRGILEtD6LLs FAa yL  M   26 EYD lL1ELDWDIYYWaT n    p P 45  S 6
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YOL071W    : 

Smik_15.87 : 

Skud_15.81 : 

Suva_15.94 : 

CAGL0I0808 : 

KAFR0C0113 : 

KNAG0K0101 : 

NCAS0B0522 : 

NDAI0B0259 : 

TBLA0E0267 : 

TPHA0M0046 : 

Kpol_1032. : 

ZYRO0B0532 : 

TDEL0D0479 : 

KLLA0E1333 : 

AER200C    : 

Ecym_5276  : 

SAKL0C0842 : 

KLTH0C0851 : 

Kwal_56.22 : 

             

                            

         *       220        

LKQLQEFSENKEKEILSMPDLSKYQ---

LKQLQEFSENKEKEILSMPDLSKY----

LNQLQKFSENKEKEILSMPDLSKYQ---

LAQLQEFSENKEKEILSMPDLSKYQ---

LKKLQDFSENKEKKILRMPDLENY----

LQKLRDFCKNEEKKILRMPNLENF----

LKDLQNFSENKEKKILRMPELDKY----

LAMLQDFCKNKEKEIIQMPTLNKYK---

LKKLQEFSQNKKKEILKMPDLDKY----

LKKLQDFSENTENEIIRMPDL-------

LAMLQEFSKNKDKEILRMPELDKY----

LKKLQEFSENKEKVILSMPELDKYK---

MKKLQVYAENKDKKILRMPDLKEYQ---

LEKLQDFSQNKEKEILRMPDLKNYWLKE

LKQLQEFSKNKDREILSMPDLSKY----

LRKLQAYSENKDKQILKMPDLSEF----

LRKLQEYSENKEKKILKMPDLSEF----

LQKLQAFSENRNREILRMPDLSKY----

LAKLQDFSENKNKEILRMPNLHSN----

LAKLQEFSENKGKEILRMPNLPIG----

6  Lq 5s N    I6 MP L       

      

      

 : 162

 : 158

 : 159

 : 159

 : 153

 : 145

 : 158

 : 158

 : 164

 : 176

 : 154

 : 201

 : 158

 : 163

 : 163

 : 160

 : 165

 : 209

 : 159

 : 161
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YOR292C 

  

             

             

YOR292C    : 

Smik_15.47 : 

Skud_15.45 : 

Suva_8.341 : 

CAGL0M1133 : 

KAFR0A0431 : 

KNAG0G0302 : 

NCAS0B0068 : 

NDAI0E0072 : 

TBLA0B0338 : 

TBLA0D0094 : 

ZYRO0G1568 : 

TDEL0B0351 : 

KLLA0B0819 : 

AFR568C    : 

Ecym_6264  : 

SAKL0H0437 : 

KLTH0D1320 : 

Kwal_26.92 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MPLQLFGRDQ-IVVHYDNG----------------------NMSND-------------DQNHQSVLGSW-TRRAAAALRTLMNKRIQRITLTHWLLLVI

MPLQLFGRDQ-IVVHYDNV----------------------NMSND-------------GQHNQGALGSW-TRRAAAALRTLMNKRIQRITLTHWLLLVI

MPLQLFGRDQ-IVVHYDND----------------------NVITD-------------DRHERAILGSW-VRRIAATFKTLMNMRIQRITLTHWFLLVI

MPLQLFGRDQ-IVVHYENN----------------------NMISD-------------DPHSQGVLGPW-VRRFAGALRTMMNRRIQRITLTHWSLLVI

MTIALPGVDGSTAYNY-------------------------------------------------------AVRQRNVFRTVFTANVFHISLTHWFLMFC

MPLQLFGRDQ-IVVHYDSS----------------------NEDIE----SHDDS---SPSLSRTVVLQY---KLLHFAEDITQFKLYNVTIVHWTLFLL

-MVGLSGSQQNVSIPYSHG----------------------AETDVGLTGPISLGGYDEAGSIRKRLMRI-GERVRAYEVKVLNSKAYKITVLHWGLLAL

MALELAGEDS--ITAFNDD----------------------SETRG------------VIKSSFKNIRTF-EENAVGKVKRFFTIRIYRITLTHLIILII

MPLQLPGSDR-IFALRGHS----------------------ASATQ-------QS---RLTILTRQIHRW-EDESISQIKNFFRLKVFRITLTHLIILSI

------------------------------------------------------------------------------------MKILTTPLQRQYTGLI

MPLKLFGRDR-ISVHYQDVVPAINNIASLSDNQSIDSSPIYNDLNRSDSSIWSEQNTPTNTHNNTTANALIMQKFSSIYEKIRHYYIYKISIIHWVLLTI

MSLQLLARDQ-IDVHYDNA----------------------SQDLD--------R---SKTDSQSPLIRW-IDKRRHSLRRLCQFKVYKISLTHIVVLIT

MEL--------------------------------------------------------LRSLRSRLEEW--------LDRVTHLRIVRISVIHWTLLCV

MPLSLPEESG--FASFESG---------------------------------------LRDSLTNKIEQW-KTITLNLIYSLRRFKILKITIIHWSILST

MNVRV-AVAA-YGSKWCIC----------------------GRVVAASAPPA------RMALPLGDEGRF-REMLAQAGARAHRMHLLGVPPTYWAVGGA

MPVQLLGRDQ-IAVAYEAP----------------------ATGSS-------------EGGFGHFERSW-QDRFIEIFERFRRSRVFQVPIVHCILLTV

MPIQLFGRDQ-IVVDYERN----------------------RHYTNSLDDFLNTR---VAVGVRSKIRHW----LDEVYRYIYSVRFLRITIVHWVLLVI

MPIELLGRDQ-IAVSYGED----------------------EEEPV-----WARQ---RPCDWRSRAMRWAAERARHARKAVETCTILRVGIVHWVMLAV

MPIQLFDRDQ-IAVSYGDD----------------------DMERG-----WTRR---ASRNVREKLLEW----ARRVDDKIQGYTLLHVGIVHWTLLTI

m                                                                                            h      

      

      

 :  63

 :  63

 :  63

 :  63

 :  45

 :  67

 :  76

 :  63

 :  66

 :  16

 :  99

 :  65

 :  36

 :  58

 :  69

 :  63

 :  70

 :  69

 :  65

      

             

             

YOR292C    : 

Smik_15.47 : 

Skud_15.45 : 

Suva_8.341 : 

CAGL0M1133 : 

KAFR0A0431 : 

KNAG0G0302 : 

NCAS0B0068 : 

NDAI0E0072 : 

TBLA0B0338 : 

TBLA0D0094 : 

ZYRO0G1568 : 

TDEL0B0351 : 

KLLA0B0819 : 

AFR568C    : 

Ecym_6264  : 

SAKL0H0437 : 

KLTH0D1320 : 

Kwal_26.92 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

WVTSLWK-FTSH-YRQLYANSAVFATLCTNILLFGISDILAQSIACFYSYHVDPIPQILNDTFHHVQNNR----------------------------DV

WVCGLWK-YTSQ-YRQLYTKSAIFATLCTNILLFGISDILAQGIACFYSYHMDPIPQVLNNTFLHVRRNP----------------------------DV

WVTSLWK-YTGH-YRQLYARSAVFATLCTNILLFGISDLLAQSIACFYSYDVDPISQILNEAFHHAQDSP----------------------------DI

WVTGLWK-FTGH-YRQLYSRSAIFATICTNVLLFGISDILAQSIACFYSYRVDPIPRVLNDTFHHVQGSP----------------------------DI

WLNLMWRYYFNH-YKDLYKYNRLIASQLSNCMLFGLSDILAQCITCYFSREMDPVPRIIDETVQNLIPYN------------------VMPLPGGIFEAN

WLWLLWS-LTNV-YNDLYQRSAHFASMCTNVILFGLSDIIAQSITCYFSSSIDPIPQIIDSTANEFMHQW------------------RH---NASPSQN

WGLLLLL-FMRV-YRDLYQKTRLVATACTNVLLFGISDIIAQCITCFHSHVIDPVPQFVSDTSNQLLRTF------------------SN-------SEG

WVSFLLK-YTSY-YNEMYAKNALVATLFMNSILFGISDCLAQSITCFFSGPLDPVPKIVDDTARHIMNQF------------------RS----PAHESL

WLCFLWN-YTSV-YGELYAVNTLIASMIMNTILFGISDTLAQSITCFLSETVDPIPQIVDDSARHLLHQF--------------------------ESPH

VSELLLLFLTGINYTSYYESNPVFITVMIDSILFAFSDTLAQLIAV------------------------------------------------------

WLSFLFK-LTRI-YYSLYNKTTLGASILTNIILFGISDILAQSISCYFSLQLDPSPSFINNTSHQFFRTLGIEELFDSDAQLTILNTNSLNNTVSNIENN

WVSLLLK-FTNH-YRKLYQNSALLATMCTNVLLFGISDSMAQSILCYFSTHMDPVPQVIDDMVSRLRRPA------------------------------

WVGLLLK-FTSV-YRSLYNKSALFATMWTNVLLFGISDILAQSIHCYMSYTVDPVPEIVDVTARNLVNRF------------------------------

WIVLLLH-FTSV-YGSLYQSSALLATMCTNVLLFGTSDCLAQCISCFLSYKVDPVPEVVDKVTRNLVAGL------------------SF-------RRT

TLMLVAL-LTRV-YGWLYERSVLVATYCSNVLLFGLSDCAAQGLACAATEASRAGGPL--AATRELLVQL----------------------------RP

WLVLLTK-FWGV-YGGIYKRSALLATYCSNILLFGLSDLLAQCISCVMASQIDPVPRVINNTAKNIMMHL------------------QR-RDPSESLFE

WVVLLLN-FTSV-YRKMYNKSALFTTMCTNVLLFGISDILAQCAVCYMSSKMDPIPGFIDSSARNLIDQL------------------QLSSGGHQLHRQ

WAALLLK-IASV-YGRWYARSALLTTICTNALLFGTSDILAQCVLQYTWAPVDPTPAPLDATARALAVRY------------------AL--------FT

WVMLLVK-VASV-YGRMYKRSALFTTLCTNAVLFGTSDILAQCILQYTWDPVDPTPAALDATAHNLVSRY------------------AL--------FG

w   6        Y   Y      a3   1 6LFg SD  AQ   c      dp p                                            

      

      

 : 133

 : 133

 : 133

 : 133

 : 126

 : 144

 : 149

 : 139

 : 138

 :  62

 : 197

 : 133

 : 104

 : 131

 : 137

 : 142

 : 150

 : 141

 : 137

      

             

             

YOR292C    : 

Smik_15.47 : 

Skud_15.45 : 

Suva_8.341 : 

CAGL0M1133 : 

KAFR0A0431 : 

KNAG0G0302 : 

NCAS0B0068 : 

NDAI0E0072 : 

TBLA0B0338 : 

TBLA0D0094 : 

ZYRO0G1568 : 

TDEL0B0351 : 

KLLA0B0819 : 

AFR568C    : 

Ecym_6264  : 

SAKL0H0437 : 

KLTH0D1320 : 

Kwal_26.92 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

ENGGGY-ESDELSIFNDFTS-------------EHSSYTDNDDYPE-------------------LDRPLATFKTDTFDFFRWGCFMFWGFFISFFQAPW

ENGGGY-ESDELSIFNDFAS-------------EHSSYTDDEGYPE-------------------LDRTQNAFKTDIFDFFRWGCFMFWGFFISFFQAPW

ENDGGY-ESDELSIFNDFTS-------------EHSSYAENDENPE-------------------LDTSPVNFKTDTFDFFRWGCFMFWGFFISFFQAPW

ENDVGY-ESDELSIFNDFTS-------------EHSSYSDNDDYPD-------------------VATSQATFKTDTFDLFRWCSFMFWGFFISFFQAPW

EELLDSDNDDNLSVFNDYGE-----------------YDNSNDEIE----------------------YNHTEKVATFHFRRWLGFMGWGGFISFFQVPW

NEDTGY-ESDNYSVFNDYGL---------------SAISSNVSDFE------------------FNTEYSKLRDTSIFNFWRWVCFMFWGLFISNFQVPW

PQELSYDDSDTFSVFNEYGI---------------TPVSSTEDLPR--------------------TSSPDNENTVIFEFPRWLWFMGWGAFVANFQVPW

DLENGY-ESDTLSVFNDYGL-----------SPASSSIGNEEGFLP-------------------SEEEVGTTRTYLFNFRRFFSFMFWGFFISFFQVPW

DIESGY-ESDNLSVFNDYGL-----------SPVSSLYEEELDEHN----------------DDHINAIQSRPETDVFNFRRFFGFMFWGFFISNFQVPW

EQKKLNAKKNKKKSFENIGE----------------KYEPVSR-------------------------------TSSFDYYRSLTFIIWGILMAYLQLVW

DNDNYTIEADRISIFNDYALPNDNANEPMAHRPLLGPFTDTQSHPDLESGLPDITHNDSLLENDLVESRGNLFKADVFGFYRWICFMFWGFFITFFQVPW

QIIDDDNDSDDLSVFNDYGE----------------PLDDDESVYD-----------------------FSAPDSHKFNFFRWACFMFWGFILSFFQVPW

TGDEGY-ESDNLSIFNEYGE---------------TAYDVEEGEEE--------------------DDDDNFRETHIFEFYRWICFMAYGFIISFFQVPW

ESFDDN-YSDNVSIFNDYGVERPSFEGQTDTRNASPGIDSELRHDW-----------DLDSNLDYDADGTSSSNNELFSFYRWICFMSWGWFLSFFQVPW

QPPVRLDEEDELRAFSDYGP-----------RPESHMTESEGVWVE--------------------------EEPRRFDFYRWGCFMLWGPVMANFQVPW

DEEMDD-EVDNVSVFNDYGP----------QRAAVGIYDPDDMGLD----------------------FGAEQAIQNFNLYRWACFVAWGWFMANFQVPW

NDRDED-DDDDISIFNDYGP----------SRLQTGMYDPGIETDP---------------GYREESGDNSEDGSYNFDVYRWLCFMFWGLFLSFFQVPW

DQESDT---DSASIFNEYGP-----------GASSSEVASGAVAPS--------------------PPLGQPLCPPLFDFYRWLCFMAWGSFLSFFQVPW

DQDSDA-ENDSISLYNEYGP----------------GATAQSPVPY----------------------HQSAQHPPRFDFFRWLCFMAWGSFLSFFQVPW

         1  s 5n                                                             F   R   F6 5G f6  fQ pW

      

      

 : 200

 : 200

 : 200

 : 200

 : 187

 : 210

 : 214

 : 208

 : 210

 : 115

 : 297

 : 194

 : 168

 : 219

 : 200

 : 209

 : 224

 : 207

 : 198
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YPL017C (IRC15) 

  

             

             

YPL017C    : 

Smik_16.21 : 

Suva_16.30 : 

Skud_16.26 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-----------------------------------------------------MGGEDEILSTMEDFAAVYDVLVIGCGPGGFTAAMQASQAGLLTACVD

---------------------------------------------------------------MTDNSVVYDVLVIGCGPGGFTAATQASQAGLRTACVD

---------------------------------------------------------------MTDIVAVYDVLVIGCGPGGFAAATQASQAGLHTACVD

MRWGGPPARTGWNARGGVHPDLHLRTLPLSLGGYLTCAPLYEKEERDIETILKMRNEADE-NTMTDIAAVYDVLVVGCGPGGFTAATQAAQAGLRTACVD

                                                               MtD  aVYDVLV6GCGPGGFtAAtQAsQAGL TACVD

      

      

 :  47

 :  37

 :  37

 :  99

      

             

             

YPL017C    : 

Smik_16.21 : 

Suva_16.30 : 

Skud_16.26 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

QRASLGGAYLVDGAVPSKTLLYESYLYRLLQQQELIEQRGTRLFPAKFDMQAAQSALKHNIEELGNVYKRELSKNNVTVYKGTAAFKDPHHVEIAQRGMK

RRVSLGGTYLIDGAVPSKTLLDESYFYRQLRQQEAMEKRGVKLLSAKFDMQAAQSALKQTIEGLSNMYERELCKNSVTMYKGTAAFKDSHHVEIEQHGMD

QRASLGGTYLVDGAVPSKTLLDESYFYRLLQQHELVEQRGVRLPPARLNMQAAQAALKGNIERLGKVYKSELSKYNVTVYKGTAAFKTPHRVEIAQHGEG

QRASLGGTYLVDGAVPSKTLLDESYFYRLLQQQELVEQRGVRLPYPRLDMQAAQSALKRNIERLSKVYKCELSKNNVTVYKGTAEFTGPYCVEISQRGLG

qRaSLGGtYL6DGAVPSKTLLdESYfYRlLqQqEl6EqRGv4L  a4 1MQAAQsALK nIE L  6Yk ELsKnnVT6YKGTAaFk ph VEI Q G  

      

      

 : 147

 : 137

 : 137

 : 199

      

             

             

YPL017C    : 

Smik_16.21 : 

Suva_16.30 : 

Skud_16.26 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

PFIVEAKYIVVATGSAVIQCPGVAIDNDKIISSDKALSLDYIPSRFTIMGGGTIGLEIACIFNNLGSRVTIVESQSEICQNMDNELASATKTLLQCQGIA

RFMVEAKYIVVATGSAVIQCPGVVIDEDKIISPGRALSLDYVPSRFTIMGGGTIGLEIACIFNNLGSQVTIIESQGEVCQNMDHELASATKTLLQSQGVI

GLIVEAKYIIVATGSAIVQCPGVAIDGTMVVSSSEALSLDYVPPRFSIMGGGTIGLEIACIFNNFGSRVTIIESQSEICQNMDAELASATKRLLQSQGIV

SFIVEARYIVVATGSAVIQCPGVAIDEDKIVSSDKALSLNYIPPRFSIIGGGTIGLEIACIFNNFGSRVTIIESQSEICQNMDDELACATKTLLQSQGIV

 f6VEA4YI6VATGSA66QCPGVaID dk66Ss  ALSL1Y6P RF3I6GGGTIGLEIACIFNN GSrVTI6ESQsE6CQNMD ELAsATKtLLQsQG6 

      

      

 : 247

 : 237

 : 237

 : 299
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YPR033C (HTS1) 

  

             

             

YPR033C    : 

Smik_16.27 : 

Skud_16.32 : 

Suva_16.36 : 

CAGL0K0531 : 

KAFR0K0214 : 

KNAG0B0212 : 

NCAS0A1471 : 

NDAI0A0131 : 

TBLA0I0088 : 

TPHA0B0149 : 

Kpol_520.1 : 

ZYRO0F1339 : 

TDEL0C0309 : 

KLLA0E0638 : 

ACR187W    : 

Ecym_4656  : 

SAKL0F1370 : 

KLTH0C0539 : 

Kwal_27.10 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

--------------------------------------------------------------------MLSRSLNKVVTSIKSSSIIRMSSATAAATSAP

--------------------------------------------------------------------MLSRTINKVVTSIKSSSIIRMSSATTASAAPA

--------------------------------------------------------------------MLSRAINRVISSIKPSSITRMSSAT------A

--------------------------------------------------------------------MLSRTINRVVSSIKPSSIVRMSSTTVPAAPTP

-------------------------------------------------------------------------------------------------MSA

--------------------------------------------------------------------MLNRVLGVITRASKRFILM----------SQE

--------------------------------------------------------------------MIRRAIGRIIPQVTASRSNHIKRVMSEISNAN

--------------------------------------------------------------------MLKRASQLFLPRLINTRPISTTIIM------S

MVLYVYCLDIFNVYTCLSLVFIVFRLYILSFLYSFFLYQMLKRASTSLFAKHSFVSSSLSQSNRVHRIITSRSLIINNTTIKRKMSTTTDTSAPAAVPAE

----------------------------------------MIRDLHHTFLSIHKLVNIPHLVINNFYIKNTLNLEYIYTKTRNSNSILFSRRSYSTMSEQ

--------------------------------------------------------------------MLNRLLKPSNSITKRLFTMMSEKVAVDQPKVA

--------------------------------------------------------------------MLNRL------TRTASIFKRFSSNMSEQAAAA

--------------------------------------------------------------------MINRLLKRLPSRLFTTMSQ----------DTA

---------------------------------------------------MKFFYCRCFEQSALNKRYDEPLRSFEDGSLMFIRAIRRPVNIKRYFSKM

--------------------------------------------------------------------MIRSQLRIIRSITR---------------TMS

----------------------------------------------------------------------MRNLPRINLKSTFTTFSRIMSQQKEVSAGV

--------------------------------------------------------------------MLSPKINLKSSIRLFGRTMSQNKEAGSRIASG

----------------------------------------------------------------------------MLNLARFSSLIRSNHTGVRIASKM

-------------------------------------------------------------MGSMIDENIDIICWMSIAAINSTLLRQSGRAARRLSIMA

---------------------------------------------------------------------------MIISPVNPTLFRLIGRRIRRFSIMA

                                                                                                    

      

      

 :  32

 :  32

 :  26

 :  32

 :   3

 :  22

 :  32

 :  26

 : 100

 :  60

 :  32

 :  26

 :  22

 :  49

 :  17

 :  30

 :  32

 :  24

 :  39

 :  25

      

             

             

YPR033C    : 

Smik_16.27 : 

Skud_16.32 : 

Suva_16.36 : 

CAGL0K0531 : 

KAFR0K0214 : 

KNAG0B0212 : 

NCAS0A1471 : 

NDAI0A0131 : 

TBLA0I0088 : 

TPHA0B0149 : 

Kpol_520.1 : 

ZYRO0F1339 : 

TDEL0C0309 : 

KLLA0E0638 : 

ACR187W    : 

Ecym_4656  : 

SAKL0F1370 : 

KLTH0C0539 : 

Kwal_27.10 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

TANAANALKA---SKAPKK-----GKLQVSLKTPKGTKDWADSDMVIREAIFSTLSGLFKKHGGVTIDTPVFELREILAGKYGEDSKLIYNLEDQGGELC

APAPASAAKA---PKASKK-----SKLQVSLKTPKGTKDWADNDMVIREAIFNTLSDLFKKHGGVTIDTPVFELREILAGKYGEDSKLIYNLEDQGGELC

PAAPVAAAKA---PKASKK-----SKLQVSLKTPKGTKDWADTDMIIREAIFSTLSSLFKKHGGVTIDTPVFELREILAGKYGEDSKLIYNLEDQGGELC

AADAAKAPKAPKPPKASKK-----SKLQVSLKTPKGTKDWADTDMVIREAVFNTLSGLFKKHGGVTIDTPVFELREILAGKYGEDSKLIYNLEDQGGELC

EQAPAHPQQN---AKKEKK-----SKLQVSLKTPKGTKDWADTDMVIREAIFSSLSQLFKKHGGVTIDTPVFELREILAGKYGEDSKLIYDLKDQGGELC

VPVPQAVKAP-------KK-----SKLQVSLKTPKGTKDWADTDMVIREAIFSTLSGLFKRHGAVTIDTPVFELRDILAGKYGEDSKLIYNLEDQGGELT

AEKPAAAVAPQEGEKKNKKSSKKASKLQVQLKTPKGTKDWADTDMVIREAIFETLSGIFKRHGGVTIDTPVFELREILSGKYGEDSKLIYNLEDQGGELT

EAKQEHPKQH---SSHKKK-----SKLQVSLKTPKGTKDWADSDMVIREAIFNTLSSLFKRHGGVTIDTPVFELREILAGKYGEDSKLIYNLEDQGGELT

TQQPQHPKHG----SSKKK-----SKLQVSLKTPKGTKDWSDSDMVIREAIFTTLSSLFKRHGGVTIDTPVFELREILAGKYGEDSKLIYNLEDQGGELT

IKDDTLIEKK-KTQPKQKS-----SKLQVSLKTPKGTKDWADSDMVIREAIFSTLSNLFKRHGGVTIDTPVFELREILAGKYGEDSKLIYNLEDQGGELT

ATLVGNVNKK-----ESKK-----NKLQVSLKTPKGTKDWADTDMVIREAIFSTLSNLFKKHGGVTIDTPVFELKEILAGKYGEDSKLIYDLKDQGGEIC

TAAGASAKNA------SKK-----SKLQVSLKTPKGTKDWADTDMVIREAIFNTLSNIFKRHGGVTIDTPVFELREILAGKYGEDSKLIYDLKDQGGELC

STNAASAPKS--------------NKLQVSLKTPKGTKDWADSDMVIREAVFGTLSNLFKRHGGVTIDTPVFELKEILAGKYGEDSKLIYDLKDQGGELC

SQIPDAPAAATAGSNKAKK-----SKLQVSLKTPKGTKDWADTDMVIREAVFSTLSSLFKRHGGVTIDTPVFELREILAGKYGEDSKLIYDLKDQGGELC

TPSEAVPKSG--------------GKLQFTLKTPKGTKDWAEKDMVIREAIFSQLSSLFKRHGGITLDTPVFELREILAGKYGEDSKLIYNLEDQGGELC

MASSGAKKEN------VKK-----SKLQVSLKTPKGTKDWADKDMVIREAIFQRLSGMFRRHGGVTIDTPVFELREILAGKYGEDSKLIYDLKDQGGELC

NDNKTKKESA-------KN-----AKLQVSLKTPKGTKDWADKDMVIRDAMFSKLSNIFKRHGGVTIDTPVFELKEILAGKYGEDSKLIYDLQDQGGELC

SAEASTPQQTQKQQQKAKK-----SKLQFSLKTPKGTKDWADKDMVIREAVFSKLSALFKSHGGVTIDTPVFELREILAGKYGEDSKLIYDLKDQGGELC

STQQEKVGK---------------SKVQFSLKTPKGTKDWSDKDVVIREEIFSRLSGLFKRHGGITLDTPVFELREILAGKYGEDSKLIYNLEDQGGELC

SVQQEKPAK---------------TKVQFTLKTPKGTKDWCDKDMVIREAIFSKLSGLFKRHGGMALDTPAFELREILSGKYGEDSKLIYNLEDQGGEIC

                 k       K6Qv LKTPKGTKDWad D66IRea6F  LS 6F4 HGg6t6DTPvFEL4eILaGKYGEDSKLIY1L DQGGE6 

      

      

 : 124

 : 124

 : 118

 : 127

 :  95

 : 110

 : 132

 : 118

 : 191

 : 154

 : 122

 : 115

 : 108

 : 144

 : 103

 : 119

 : 120

 : 119

 : 124

 : 110

      

             

             

YPR033C    : 

Smik_16.27 : 

Skud_16.32 : 

Suva_16.36 : 

CAGL0K0531 : 

KAFR0K0214 : 

KNAG0B0212 : 

NCAS0A1471 : 

NDAI0A0131 : 

TBLA0I0088 : 

TPHA0B0149 : 

Kpol_520.1 : 

ZYRO0F1339 : 

TDEL0C0309 : 

KLLA0E0638 : 

ACR187W    : 

Ecym_4656  : 

SAKL0F1370 : 

KLTH0C0539 : 

Kwal_27.10 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

SLRYDLTVPFARYVAMNNIQSIKRYHIAKVYRRDQPAMTKGRMREFYQCDFDVAGTFESMVPDSECLSILVEGLTSLGIKDFKIKLNHRKILDGIFQIAG

SLRYDLTVPFARYAAMNNIQNIKRYHIAKVYRRDQPAMTKGRMREFYQCDFDVAGSFESMVPDSECLSILVEGLTSLGIKDFKIKLNHRKILDGIFQISG

SLRYDLTVPFARYAAMNNIQNIKRYHIAKVYRRDQPAMTKGRMREFYQCDFDVAGNFESMVPDSECLSVLVEGLTSLGIRDFKIKLNHRKILDGIFQICG

SLRYDLTVPFARYVAMNNIQNIKRYHIAKVYRRDQPAMTKGRMREFYQCDFDVAGSFESMVPDAECLSILVEGLTSLGIRDFKIKLNHRKILDGIFQISG

SLRYDLTVPFARFVAMNNIQNIKRYHIAKVYRRDQPAMTKGRMREFYQCDFDIAGSYESMVPDAEILSILVEGLTGLGINDFKVKLNHRKILDGIFQISG

SLRYDLTVPFARFVAMNNIQNIKRYHIAKVYRRDQPAMTKGRMREFYQCDFDIAGTYESMVPDAEVLAILVEGLTKLGIQDFKIKLNHRKILDGIFKISG

SLRYDLTVPFARFVAMNNVQNIKRYHIAKVYRRDQPAMTKGRMREFYQCDFDVAGAYEALVPDAEILSIIVEGLTALGINDFKIKLNHRKILDGIFKIAG

SLRYDLTVPFARFVAMNNIQNIKRYHIAKVYRRDQPAMTKGRMREFYQCDFDVAGTYESMVPDAECLSVAVEGLTALGIKDFKIKLNHRKILDGIFQISG

SLRYDLTVPFARFVAMNNIQNIKRFHIAKVYRRDQPAMTKGRMREFYQCDFDIAGTYEHMIPDSEILSIVVEGLTALGINDFKIKLNHRKILDGIFQICG

SLRYDLTVPFARYVAMNNIQNIKRYHIAKVYRRDQPAMTKGRMREFYQCDFDIAGTYESMVPDAEILSILVEGLTGLGIKDFKIKLNHRKILDGIFQISG

SLRYDLTVPFARYVAMNNIQNIKRYHIAKVYRRDQPAMTKGRMREFYQCDFDVAGSYEIMVPDAEILSILVEGLTSLGINDFKIKLNHRKILDGIFQIAG

SLRYDLTVPFARYVAMNNIQNIKRYHIAKVYRRDQPAMTKGRMREFYQCDFDIAGAYESMVPDAECLSILVEGLTGLGINDFKIKLNHRKILDGIFQIAG

SLRYDLTVPFARYVAMNNVPTIKRYHIAKVYRRDQPAMTKGRMREFYQCDFDIAGNYESMVPDAECLSILVEGLTGLGIKDFKIKLNHRKILDGIFKVSG

SLRYDLTVPFARFCAMNNIQNIKRYHIAKVYRRDQPAMTKGRMREFYQCDFDIAGTYEPMVPDAECLSVAVEGLTSLGIKDFKIKLNHRKILDGIFKVAG

SLRYDLTVPFARYVAMNNVQSIKRYHIAKVYRRDQPAMTKGRMREFYQCDFDVAGTYESMVPDAEILSILVEGLTSLGIKDFKVKMNHRKILDGIFQIAG

SLRYDLTVPFARFVAMNNIQNIKRYHIAKVYRRDQPAMTKGRMREFYQCDFDIAGSYESMVPDAECLSILVEGLTGLGIQDFKIKLNHRKILDGIFEIAG

SLRYDLTVPFARYVAMNNIQNIKRYHIAKVYRRDQPAMTKGRMREFYQCDFDVAGTYESMVPDAECLSILVEGLTSLGIKDFKIKLNHRKILDGIFQISG

SLRYDLTVPFARYVAMNNIQSIKRFHIAKVYRRDQPAMTKGRMREFYQCDFDIAGTYDSMVPDAECLSIIVEGLTSLGIKDFKIKLNHRKILDGIFQVSG

SLRYDLTVPFARFVAMNNIQSMKRYHIAKVYRRDQPAMTKGRMREFYQCDFDIAGSYDSMIPDAEVLSIVVEGLSNLGIKDYKIKLNHRKILDGIFQVAG

SLRYDLTVPFARFVAMNNIQNIKRYHIAKVYRRDQPAMTKGRMREFYQCDFDIAGTYESMIPDAECLSILVEGFSSLGIKDYKIKLNHRKILDGIFQIAG

SLRYDLTVPFAR5vAMNN6q 6KR5HIAKVYRRDQPAMTKGRMREFYQCDFD6AG 5es66PDaE Ls6 VEGl3 LGI D5K6K6NHRKILDGIF 6 G

      

      

 : 224

 : 224

 : 218

 : 227

 : 195

 : 210

 : 232

 : 218

 : 291

 : 254

 : 222

 : 215

 : 208

 : 244

 : 203

 : 219

 : 220

 : 219

 : 224

 : 210
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Category II ORFs 

YAR031W (PRM9) 

  

             

             

YAR031W    : 

Smik_1.102 : 

Skud_1.87  : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MSPQYHFYFVSFRNLVLNEKCLRSKKQVMKSFNWYKTDRYFDPHNILQHHSRAIEKTRYKLGMQTSSESTDAKSDFLDEPSAYLIEKNVALPKDIFGSYL

-------------------------------------------------------------------------MNTLDEPAAHLIEDNVALPEDMFSSYP

------------------------------------------------------------MTNTNPSESTDFKLDARNEPSAHLIEENVALPEDMFKSYW

                                                                  sestd k 1 l1EPsAhLIE NVALPeD6F SY 

      

      

 : 100

 :  27

 :  40

      

             

             

YAR031W    : 

Smik_1.102 : 

Skud_1.87  : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

SYWIYEVTRHKAAVILLVLIVTSILLLVFFYNTEFCVAFEILLFSFCFPGTCMVVIAFS-EPIGDREFKVKLLMEIITRKPAVKGKEWRTITYKMNQYLF

SYLFYETAHFPPLAVMLLVTTGLVSLLVFFHDSYRSTLFYVFSSLVSVPLLVRSLILYCRKQVRDHDFDTELLLEVITRKPVYIRSWTMAYTVLRSP---

SYLLYEVVRYKPIMVFVLIKVSLILFGVIFHDNEDCVGFSMLFLFFTLLISIYPVTLFW-LRVNDRDFEIELLVEVIARKPAVKGKEWRTITYKMNRYLF

SYl YEv r kp  6 666 v l6lllVfFh1 e cv F 6l   f  p     6il5    6 DrdF  eLL6E6ItRKPavkgkewrtiTykmn ylf

      

      

 : 199

 : 124

 : 139

      

             

             

YAR031W    : 

Smik_1.102 : 

Skud_1.87  : 

             

                                                                                                   

         *       220         *       240         *       260         *       280         *         

DHGLWDTPYYFYRDEDCHRYFLSLIKGRTFKKQKESSASNVKDAQSNDETAGTPNEAAESSSFSAGPNFIKLLTKAAEIEQQFQKEYWRQEYPGVDEFF

---------------------------------------------------------------------------------------------------

NEGKWNTPYYFYCEESCHRYFLRLIEGRTFQKQP---------------ATGTPNEGPESFTFQSGPDLQKLLSKAAEIEQQSQHNYWRVQYPEIDAHS

  g w tpyyfy  e chryfl li grtf kq                  gtpne  es  f  gp   kll kaaeieqq q  ywr  yp  d   

      

      

 : 298

 :   -

 : 223
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YBL055C 

  

             

             

YBL055C    : 

Smik_2.61  : 

Skud_2.49  : 

Suva_2.62  : 

CAGL0A0427 : 

KAFR0L0163 : 

KNAG0B0246 : 

NCAS0E0273 : 

NDAI0E0421 : 

TBLA0C0513 : 

TPHA0A0098 : 

Kpol_479.1 : 

ZYRO0B0292 : 

TDEL0C0174 : 

KLLA0E1995 : 

ACR238W    : 

Ecym_4702  : 

SAKL0F1199 : 

KLTH0C0715 : 

Kwal_27.10 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MWGILLKSSNKSCSRLWKPILTQYYS-------------------MTSTATDSPLKYYDIGLNLTDPMFHGIYNGKQYHPADYVKLLERAAQRHVKNALV

MWCRLLKFSNESSVRLWRPIWTQYRN-------------------MTSISTDSQLKYYDIGLNLTDPMFQGVYNGKQYHAADVRKVLERAAQRNVKVALV

MWCCLLKSSSKNSVRLWRPFWTQYCN-------------------MTSTPTDSSLKYYDIGLNLTDPMFHGIYNGKQYHSADYAKVLERAAQRHVKVALV

MWSGLLKSSSRRSSGLWRPLWTQYCN-------------------MTSTSTESLLKYYDIGLNLTDPMFHGVYNGKEYHPADYGRVLDRAAQRHVKVALV

---------------------------------------------M---SIARRMRFYDIALNLTDPMFFGVYRGKQKHEPDTYELLHRAYDAGVHASMV

-----------------------------------------MNHIKSSILRAMPMKYYDIGFNIVDPMFQGVYHGRKSHDSDILHVLNRATRHNVKAALL

-------------MLK-SATSRAMSS-----------------VTPGKVVSGTAPHFYDIGLNLTDPMFQGIYHGKQKHASDISNVLFRASECNVKSVLL

-------------MPAIRSLLTRPFP-------------------VLYRTMSSKIKYYDIGFNLTDPMYQGTYHGKKYHESDIPEILQRAYDRNVRSLLI

-------------MRIVPPILLKQTK-----------------KLVTPKNMTRATKYYDIGLNLTDPMYQGIYNGKKYHESDIKQVLNRAVDRHVKCGLL

------------------------------------------MIKALKI----KPKYYDIAYNLTDMRFKGIYRGKKHHENDTKHVLYRAINSNVKRLLA

-------------MFCIQRF-----------------------AKAIAIPKMTRPLYYDIGFNITDQMYKGIYNGSAKHESDLACVLERAQARGVGAALI

-------------------------------------------------MVRMGKRFYDIAVNATDCMFHGSYNGKKYHDIDLINVFKRAYQQNVLCCLL

------------------------------------------------MAWKMCKKYYDIGLNLTDGMFQGVYNGKKYHSSDIVQVLNRASKIGVKEALL

--------------------------------------------------MMS-QRYYDIGLNLTDPMYRGVYNGKQYHGADVHTVISRAFERGVKAALL

MRKRICNSSHFRTIKGLPVCLAYFRFIMAIVYHCETASTLYMSRALQKMTGLKQIRYFDIGFNISDHMFKGKYHGKKQHETDLSNILNRCRLTNVDKLLI

--------------------------------------------------MSK-LRYYDIAVNLADPMFQGVYRGKARHGGDLAAVLERCRGARVDVLLA

--------------------------------------------MLKRAGMCKRIRYYDIGFNLSDPMYQGVYRGKRYHKADVERILERCKESRVERMLL

--------------------------------------------MLRR--MSNAIRYYDIGFNLTDPMYQGVYHGKSYHEADVAQVLHRCQKSRASHVLL

--------------------------------------------MLRR--MSHAIKFYDIGLNLTDPMYQGLYNGKQYHQPDIQRVLRRAQQARVHAMLL

--------------------------------------------MLRR--MSSALKYYDIGFNLTDPMYQGVYNGKKYHEADIPHVLARASQAHVQTMLL

                                                        55DIg N  D m5 G Y G   H  D   6  Ra    v   6 

      

      

 :  81

 :  81

 :  81

 :  81

 :  52

 :  59

 :  69

 :  68

 :  70

 :  54

 :  64

 :  51

 :  52

 :  49

 : 100

 :  49

 :  56

 :  54

 :  54

 :  54

      

             

             

YBL055C    : 

Smik_2.61  : 

Skud_2.49  : 

Suva_2.62  : 

CAGL0A0427 : 

KAFR0L0163 : 

KNAG0B0246 : 

NCAS0E0273 : 

NDAI0E0421 : 

TBLA0C0513 : 

TPHA0A0098 : 

Kpol_479.1 : 

ZYRO0B0292 : 

TDEL0C0174 : 

KLLA0E1995 : 

ACR238W    : 

Ecym_4702  : 

SAKL0F1199 : 

KLTH0C0715 : 

Kwal_27.10 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

TGSSIAESQSAIELVSSVKDLS---PLKLYHTIGVHPCCVNEFADASQGDKASASIDNPSMDEAYNESLYAKVISNPS----FAQGKLKELYDLMNQQAK

TGSSIVESQSAIELIDSIEGRS---ALKLYHTIGVHPCCVNEFADAGQEDKPSASIDSPSMDETYNESLHGKVISDPS----FAQAKLKELFQLMDQQSR

TGSSIVESQSAIDLINGVKNCS---PLKLYHTIGVHPCCVNEYADASQGEKPSATIDNPSMDETYNESLIGKVLSDPS----FARGKLKELYQLMDQQVN

TGSSIVESQSAIELINGVKGRS---SLKLYHTIGVHPCCVNEFADVSQADKPSSTIDSPSMDEAYNESLYKKVLSDPS----FAQGKLKQLYQLMIQQGN

TGSSIEGSIDAISLVKRLSHKDHI-QMKLFYTVGVHPCTVNEFM--AHTMDGAFNIHEASNDSDHNDRLYRQVIENPQ----LAVPKLRELHLLQEKAMH

TGSSIEESKETIQMASQLRDKT---NMNLYYTIGVHPCCVNEFCNTKSQS---STIDNPSNDHDYNKLLHDTMWDDLS----YPKAKLKELYELYESQLA

TGSSFTESKDAMKLAQVWRDNSF--ALNLYYTVGVHPCCVNEFA-LQHQN---QTIDRPSNDEEYNSQLHNSVSSDPA----TAVTNLRKLFDLIQLSMQ

TGSSIEESQLAIKLANSLTKDETCPDIKLNYTIGVHPCCVNEFG--TEDS---MTIDNPSNDESFNELLISKVRQDPT----FAKLKLHQLYDLVQTQLS

TGSSWKESNQAIALSHKYGEGT---GVKLYYTIGVHPCCVNEFA--MEDS---MTIDNPTHDEKFNESLIHDILREGSEKNKVAIKKLRQLYELIERQLQ

TGASIYESKEVIEYCKKFELP----DYPLYYTIGVHPCCVNEFGRILDEKYSMSTLYTPSDDEPYNLKVYNDTIENPS----FAQAKLLELYQLWELQLK

TGSSVSESKDAIALINKYRNPEV--AMNLYYTVGVHPCSVNEFG--QDAY---STMDNPTHDEAHNESLYEGVIMADSELHSIAKARLAELYNLYAEVLK

TGSSIKESIITKSIANEYATTSLFKLPSLYYTIGVHPCSVNEFITYNNNY------NNKTDHTLSNDQFFQLAQDSPL----VPVENLNLLLQLWKDSLN

TGSSIVESQQAAQLAHQYSTE----ELQLGYTVGVHPCCANEF---AQYD---ATIGNPSNDEESNERIAVKVKENPS----IAHKKLDELYRLTKDSLS

TGSSLKESREAIALASDSELSDR--GVRLKYTLGVHPCCVNEF---ADHD---ATIDNPSHDEEWNQSLHLQVLQNLE----PTKLKLKELYDLCQQQIM

TGSSLEESRHSIKLCSEFATEN---GPKMMYTIGVHPCQVNEFMPKHSKS---YRKSDSSEDLPFA-------IENHQ----FTKARLHELYDLWKLQAM

TGSSLAESAHTRALVREYAGN----GPRLLYTAGVHPCCADEL---------------------------------------ARPGALAELRQLWAECAG

TGSSLVEVRQTIDLVDQYESLAKGLGLGLYYTIGVHPCCVNEFV--TEEM---MTLAEPSNDEAMNQALD---VKDVE----VTRTRLVELYQLMRERQE

TGSSIHESKEAIALSQQFHGQF---ETCLYYTLGVHPCCVNEFV-LKDTK---STIDNPTNDQDFNAGVK---VRDVQ----FTKAKLRELYSLISEQAS

TGSSIHESQEAVALAARFHSP----DARLYYTLGVHPCCVNEFV-LADTN---STIDNPTNDPEFNARLD---VADAA----FTKSKLRQLYTLMRDNAR

TGSSLEESRAAIQIANTYHTP----QARLYYTLGVHPCCVNEFV-LDGAD---STISNPTNDPHFNEQLD---ITDLS----FTIGRLHALYTLIKDNAK

TGsS  es                    6 yT GVHPCcv1E                p  d   n                     L  L  L      

      

      

 : 174

 : 174

 : 174

 : 174

 : 145

 : 149

 : 159

 : 159

 : 162

 : 146

 : 157

 : 141

 : 138

 : 137

 : 183

 : 106

 : 144

 : 140

 : 139

 : 139

      

             

             

YBL055C    : 

Smik_2.61  : 

Skud_2.49  : 

Suva_2.62  : 

CAGL0A0427 : 

KAFR0L0163 : 

KNAG0B0246 : 

NCAS0E0273 : 

NDAI0E0421 : 

TBLA0C0513 : 

TPHA0A0098 : 

Kpol_479.1 : 

ZYRO0B0292 : 

TDEL0C0174 : 

KLLA0E1995 : 

ACR238W    : 

Ecym_4702  : 

SAKL0F1199 : 

KLTH0C0715 : 

Kwal_27.10 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

PHDTSFRSIGEIGLDYDRFHYSSKEMQKVFFEEQLKISCLN-DKL------SSYPLFLHMRSACDDFVQILERFIAGFTDERDT-FQLQKLG--------

KHVGSFRSIGEIGLDYDRFHYSSKDMQMLFFEEQLKISCLN-DKL------SRYPLFLHMRSACDDFIQILQKFITGFTDEKDI-FKLQQLG--------

TSDTSFRSIGEIGLDYDRFHYSSKEMQMLFFEEQLKISCLN-AKL------SNYPLFLHMRNACDDFIQILQKFVAGFTDNKDI-FKLQELD--------

ASESSFRSIGEIGLDYDRFHYSSKEMQMLFFEEQLKISCLN-DKL------GSYPLFLHMRNACDDFVRILQKFITGFTDDKDT-FQLQGLD--------

D--PHFRAVGEIGLDYDRLNYSSKEMQMLFFEEQLKIACMA---A------PSKPLFLHMRNCAADFISILRKFINGFTDTEDT-FNWIQIAPHRN----

SS-QYFRAIGEIGLDYDRLNYSCKDLQLLFFEEQLKISCLLGEKG------DKLPLFLHMRNCGTDFIKILSKFIKGFTDNEDR-FEMKKLI--------

N--SQFRAIGEIGLDYDRLHYSSREMQQIFFEEQLKLSCLV--ND------DKKPLFLHMRSCAGDFIRILKKFIIGFLDHEDR-FQLRDLVHEG-----

EDSTKFRAFGEIGLDYDRFHYSSKEMQLCFFEEQLKLSCLI--DD------LKLPLFLHMRNCCDDFIAILQKFITGFTDIEDP-FGWRQLKSL------

DDKERFRAVGEIGLDYDRFHYSSKQLQLVFFEEQLKLSCLI--RD------PKLSLFLHMRNCSNDFVTILKKFIDGFEDLEDP-FNWKGMF--------

NDPKNFRALGEFGLDYDKFNFSNKEMQKLFFQEQLKLVCLFYENHFEFLEKNPIGLFLHMRIASDDFVEIFKKFIDGFNTSNDI-FKLKEII--------

D--TNFRAVGEIGMDYDRLYYSSKDMQKLFFEEQLKLSCLP--GL------AQKPLFLHMRNCCDDFIQILSKFIDGFIDTADY-FNIKGLV--------

D--PKFRALGEMGLDYDRLNYSSKEMQLLFFKEQLKLSCDP--QL------QHLPLFLHMRNCSEDFIPILNQFINGYHDTSMI----------------

D--GRFRAIGEIGLDYDRLFYASREMQLMFFEEQLKLSCLV---G------QHLPLFLHMRTSCSDFINIMQKFINGFQDHEDR-FSWSQRC--------

IDGGNFGAVGEIGLDYDRFYYSGKEMQKIFFEEQLKMSCLV--SN------PKMPLFLHMRNCCDDFLAIMNKFVQGFSDVQDT-FGWRSIAGR------

TDNEHFRAIGEIGLDYDRFHFSGLEIQKFFFLEQLKLSCFF----------PDKPLFLHMRSCADDFLHILKLFINGFNDDKDL-FGYKSWIDPSV----

D--ETFRALGEMGLDYDRLEHAGRPAQLRAFEAQLRLSCEF----------AAVPLFLHMRASCADFIEMMGRFVRGFTSADELDEELRAAGARGA----

HD-GRLRAIGEIGLDYDRFYYSGKNMQLLFFKEQLKLSCMF----------PDIPLFLHMRNCHSDFIGILGQFVEGFPDSEDR-FRLKELILDTE----

RD-DKFRAIGEIGLDYDRLYYSSEEMQKLFFEEQLKLSCLF----------PHIPLFLHMRNCCDDFVRLMDRFVKGWYDSQDR-FDWKGIISSAAPAPS

D--PKFRAIGEIGLDYDRFYYSSQEMQLLFFEEQLKLSCLF----------PEMPLFLHMRNCCADFVAVLDKFVRGFADADDR-FDHRELVREAG-ASH

D--PKFRAIGEMGLDYDRFYYSSQKMQLTFFEEQLKISCLF----------PEVPLFLHMRNCCEDYVAILRKFVKGFTDPIDR-FNVKELLRHHS-TNE

     fra GE G6DYD4   s    Q  fF eQL46sC               pLFLHMR    D56 6   F6 G5 d  d  f              

      

      

 : 258

 : 258

 : 258

 : 258

 : 229

 : 233

 : 243

 : 244

 : 245

 : 237

 : 238

 : 215

 : 218

 : 222

 : 268

 : 190

 : 228

 : 228

 : 225

 : 225
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YBR044C (TCM62) 

  

             

             

YBR044C    : 

Smik_2.162 : 

Skud_2.156 : 

Suva_4.276 : 

CAGL0I0459 : 

KAFR0C0060 : 

KNAG0J0096 : 

NCAS0I0175 : 

NDAI0A0634 : 

TBLA0G0300 : 

TPHA0A0410 : 

Kpol_1037. : 

ZYRO0A0352 : 

TDEL0D0378 : 

KLLA0B0673 : 

AER406C    : 

Ecym_4757  : 

SAKL0D0400 : 

KLTH0C0800 : 

Kwal_56.22 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

--------------------------------MLRNCLRKLGNHQT----KCSVKTLHTPIYRTK-NLQVLRDTLSGIKLLEKIITSSSYNKTLIYEPKY

--------------------------------MLVKFLRRLGNHQT----RCSIKTLHTPVYRTQ-NLQVLRDMLSGIKLLEKIITSSSYNKTLIYEPKY

--------------------------------MLRNCLRELRNHQT----RRTIKTLHTPIYRTK-NLHVLRDMLSGIKLLDKIINSSSYNKTLIHEPKY

--------------------------------MLRNCLKKLGSHRT----RCTIKTLHTPVYRMK-NLQVLRNILSGIKLLDKILSSSSYNKTLIYEPKY

----------------------------------MTTIVRIL--------RRGLKTIHTPVHSLN-DQKIRQQLISGIGRLNQILESSYNHRNILHKGKY

--------------------------------MLRWRCDNNTLFKRS---IRTLKTNSSHIYSLK-AAECQIEFLSHITKWDAILNSISNSKSLLYANKY

--------------------------------MFISSRTVRTLRGIQCHTVRTVTTKYTVAQRLTADFCTKLQLTNEIKVLDKVLNAVSHNSSMLYKGKY

--------------------------------MVDKSFPFARL-------TRSIKTLHTPIYDAK-APITRTHLLAKVKLLNKILNSCTYNRTLLCTTKY

--------------------------------MLKRKLSRVQP-------YRALKTLHTPVYKFN-HLSDRKPFIKDIELLDKILSASSYDHSLLYTSKY

--------------------------------MLRTSKVYTNLLQLSA--IRSITTLQTPIHNLS-NVETINSLTKSITLLDDILNSSSHNKTLLYKSKY

--------------------------------M-HSIRVSNNIYQSLNVFSRTLKTLHTPVYKIN-TLPTREILLQKIIDLDNILCQSSHNKFLLYQWKY

--------------------------------MLRCHLRYNNIQ------NRTIKTLHTPVYKIN-NSEYRENLLSAIKQLDSILNSSSYNKQLLYQGKY

--------------------------------MFRRSIHKSVCQS-----IRTVKTLHTPIYETG-QLSTKQSLMQGIKLLDNVVNSTTYNKTLLQLSKY

--------------------------------MLRKAVGRGGS-------IRSIKTLHTPVFKTN-DLATKQALLDDIKLLDKIVNSTSHNKSLLSTGKY

MNLHRSRVTVGHCEPAVTRAVLKYSNFWDSGSWVSHSTLRGGKMIRF---CRSIKTLHTPTH-FT-DATVRSNLMSKVKLLDEILSRISYDRSVLYTPKY

-----------MCALPSDPQRLHLGGSRIMHVMLRSS-------------VRGVKTLYTPVYNAQ-DAATRDGLLYHLRLLDKVLNNSSHSRTLLFESKY

--------------------------------MLVRKGF-----------IRGVQTLHTPILNTN-HLSTRQGLLHHIRLLDDVLNRTSYNKTLLFEGKY

--------------------------------MIRRLNKTS---------IRTVKTLHTPVYDGK-QFVTRQYLLHHIALLDKVLNATSYNKSILYTGKY

--------------------------------MLKKAQWLC---------SRTVKTLHTPIYNAS-NLATRQSLLTYIAILEKVVHSASYSRSVLYAGKY

----------------------------MIPSMLRKTTLLS---------VRTVKTLHTPIYDGR-KLGTRQNLLTYIGLLEKITNAASFNKSLLYTGKY

                                m                  r 6kT h3p                 6  l  6         66   KY

      

      

 :  63

 :  63

 :  63

 :  63

 :  57

 :  64

 :  68

 :  60

 :  60

 :  65

 :  66

 :  61

 :  62

 :  60

 :  95

 :  75

 :  56

 :  58

 :  58

 :  62

      

             

             

YBR044C    : 

Smik_2.162 : 

Skud_2.156 : 

Suva_4.276 : 

CAGL0I0459 : 

KAFR0C0060 : 

KNAG0J0096 : 

NCAS0I0175 : 

NDAI0A0634 : 

TBLA0G0300 : 

TPHA0A0410 : 

Kpol_1037. : 

ZYRO0A0352 : 

TDEL0D0378 : 

KLLA0B0673 : 

AER406C    : 

Ecym_4757  : 

SAKL0D0400 : 

KLTH0C0800 : 

Kwal_56.22 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

KSKPQVVSSHDTMRLHNVMRELLDSLQVDEATNTRLQS--NRPRKLGRVGLQLFMDCIQDNL-TATSTSLTCSLLEHYFKYP-EKEVTNGIKAGLRYIRD

KSRPQVISSQDTMRLQNVIRELLDSLQVDEAMNTKVQL--NRTRKLGRVGLQLFMNCTQDNL-TLTSTCLTSSLLEYYFKYP-EKEVVKGIGIGLRYIRG

KSRAQVVSSQDTVRLNSVIRELLDSLQMDETTNTKLQS--NKPRKLGRVGLQLFMDCSPDIL-TSTSTSLTSFLLEQYLKYP-EEEVVNGILIGLKHIRD

KSRPQVVSSQDTMRLQNVLREFLDSLQIDEATNTELQL--DSSRKLGKVGLQLFLDCTRDNL-TLNSTSLTSSLLECYFKYP-EKEVVNGIKIGLRYIRG

KTYPQFVSSKDNVRFQKVIRDYLDSSAVNEIKSGNTGK--DFDSKLATIGLNLFMDVNGANI-NPLASLLTYEMLSHYNKYP-EKETIEGFELAINTVRQ

DTKPRVFSSDDHTQLTFLIKRHLDSLLFSQ-------------DKLGRIGLNLFLDIFQDRLTTPLATTLLASLLGQIRLNF-HFDTIQAVITGLEHVRI

RNTPQIIGAQDYGQLQHVANGLVESLERQDVLNSHW----TGKTNIGKIALQLFLDCHKGNV-TPLASSLTCSLLQQFLQYP-YKSTVQGMINSLKKVQA

NASPKFLSSRDTVRVKNVIDEYLRSLHVKEA--SKFKV--TPKEKLEKLGLELFLQCNESHK-SPVATTLACSLAENMNRYP-DVDISTGINMGLDYARE

NSHPRFISSQNSIQWRHIIYEYMNSLQKSVLFENNKMS--RQRSHLGKIGLDLFLKCTNGEV-SSLSTTLSSNLFREVIKYK-DIDILPGVQLGLTKVRE

KRTPESLSSQESTRLEHVVKNFLIDQQKNEITSSIKEQLSNPENRLSQLGLQFFLECNRGNL-TPLSTTLSRYILEGIRKNP-TTDTIKHIHLSIEMIRK

RNTPQLITSDDYLISQKVVKDYIESLQQDDANSKGLQR--HKESKLGKIGIQLFLECHNNNV-TQLSTSLATGIMKIYNKNP-SKSTLEGIKLAFDLLRN

KSFPQLINSNDSIKLQKIIRDYTDSLQLNEANNKLKQI--DPASKLGKIGLQLFLDTYNGKV-SPLATSLAISLMTQYNQYP-HPETMKGINMAIRQVQE

NTNPKFITSRDSIRLQNVVRELLDGLRMDEVMTGRERQ--DHQSRLAKIGLQLFCEIHESNI-LPISTSLTLTLMAEYAKSP-NVTTLRAMLDGLEKVRT

RTKPQIITSQDTVKLQNVVREFLDRIQMEQSMADPKQV--DLKQKLSKIGLQLFVDCHDRNI-IPMSTTLSHILMQQYNQSP-TRETLNGIQQSLSKVRK

KRIPQLVTAKDTVRMGTLVRNFIDNITMDQAYDVSKQL--DPKEKLGKVGLELFLECNKNHI-TPLSTHLAVMMLDTYNRYSNEVGFLEMMLEELRDAQS

KRLPTFVTSRDTTRLDKITKELMTDLQKDQILNHTLQL--DPRQKLGKIGLELFLDCAEGEL-SPTGTTLALALLQAYNRFP-SRETLTDITGTLDEARR

KRLPSFITSRDTVRLENVIREFTDGLQMAQALDTSLQL--NPNEKLGKIGLQLFMECHRNMI-VPTSTSLTISLMNEYNKYP-SKETLDGILRGIRKVYT

KKLPQLITSQDSVRVNNVVRDMLESLQMDEAFDQQRQR--DPSSKLGKIGLQLFMDCHQNNI-TPVSTSLTKSLTEQFNRYP-ERTTIVGIEEGISEVRQ

KKLPQAISGNDTVRMNYMLKELLTSLQLSEAENPEQQR--DPSRKLGKIGLQLFMACQQDNI-TALGTGLTKRLVECYNRYP-SQDMAASIETSLSRVRE

KKLPQVISGNDAVQMEHMVKEFLTSLQLSEAMNSQQQR--DPANKLGKIGLQLFMDCHQDNV-TALSTSITRRLMEYWHRCP-TPEMITAIESSLLKVRE

   p    s        6                           6  6g6 lF  c          3 6   6       p                r 

      

      

 : 159

 : 159

 : 159

 : 159

 : 153

 : 150

 : 162

 : 154

 : 156

 : 163

 : 162

 : 157

 : 158

 : 156

 : 192

 : 171

 : 152

 : 154

 : 154

 : 158

      

             

             

YBR044C    : 

Smik_2.162 : 

Skud_2.156 : 

Suva_4.276 : 

CAGL0I0459 : 

KAFR0C0060 : 

KNAG0J0096 : 

NCAS0I0175 : 

NDAI0A0634 : 

TBLA0G0300 : 

TPHA0A0410 : 

Kpol_1037. : 

ZYRO0A0352 : 

TDEL0D0378 : 

KLLA0B0673 : 

AER406C    : 

Ecym_4757  : 

SAKL0D0400 : 

KLTH0C0800 : 

Kwal_56.22 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

FLAKNKIIVKSQNDVDALVEQ-LTMSSSDSQSIKRVLKAINYELFSDDIVRVINGNKTYDEVDVSKGWKYPAGILDSNEAYLRSLELPTKKLVSI-DKDM

FLENNKIMVQSQNNIDALVKQ-FTMSSCDNQSVKRVLQSINYELFSDDIVRVINGNKTFDEIDVSKGWKYPAGILDSNEAYLRSLELPTKKIVSI-DKEM

FLEKKKIMVKGQSEIDALVDQ-FAISSLDGRSVKKVLQAINYELFSDDVVRVVNGNKTDDEIDVSKGWKYPAGILDSNEAYLRSLELPKKKLVSI-DREM

FLEQNKIMVKGQNDIDALVDQ-FTMSSLDSQSVKNVLRAVNYQLFSDDIVRVINGNKTYDEIDVSKGWKYPAGILDTNEAYLRSLDLPNKKLVSV-DKKM

FLRENKIPVTSPDDILTLVGR-LVHDVREFETSKEILEALNYNLNSDDIVRVVKGNKTFDEVEFSKGCRLSSGVIDKNELYLRSLDLPQKKLVSI-DQQM

FLANNRVFIDSPKAIGEFIDN-LGIDPESHEITSKVLKEIDYKLSTDDIVRAARGTHRYDVVDVSKGWKWTSGIPETDEKYLRSIFIKNNKFVSI-NGGA

FLHDNKLTINDSHDIDILISH-LTHSPKDAKLVREVMQAVNYKLFSDDIVRVVRGKRTTDEIDISKGWKFTVGLLNESEPYLRSIDIPKNKLVSA-NEPL

FLLKNKIILSSPKEVDALVDN-LVTEEKDSEVIKKVLKILDYDLTSDDMVRVIKGQRVDDEVSTSQGWKFFNSSLWTNEAYLRSLEIPKNKLVSL-KDRA

FLSERKILLKDSKQIQSLIDS-LTINEIDSELLKRVMEILEYELASNDVVRIVKGKRFIDELDITQGWKVYNGLI-GNKQYLRSLNLPQNNLVSF--GKS

FIKDNRVTNIKPKQIDILIKK-LSNSQKDFDTIQQILKPIDYKIYSDTSIIFQKGKTREDSITISDGYQFPTGIIQGNEPYLRSIDIPKKKLLSFNDKPL

FLNENKIQINDKEEVNAVVKKQLNDNEKDIQIVNKVLESIDYNLFSDDIVRFVRGNTFLDNLEVTKGWKFCDGIIASNEPYLRSLDIPKKKLVSI-DSDL

YIQGNKISANSKSEVDAIVDR-LCADNKDSEIIKKILVSLDYQLKSDEIVRVVRGNKTFDEIEVTKGWKFSNGILNSNEAYLRSLEIPQKKLVYI-DSKL

FLTENIIHISSTVDIDALVDK-LTILREDSETVKQVLKALDYKLYSDDLVRIVKGRKTTDEIDVSKGWKFPAGILDTNEAYLRSIELPQKKLVSV-DDEM

FLEENKVIIKSKDDIDALVNE-VYSSRLELDIIKRVLEAVDYKLHSPDTVRVVKSSRTTDDLEISKGWRFPAGIMDTNEAYLRSLRLPEKKLVSI-EKEM

YLMENRFMIEKNEDIDMLIDK-LAFTQQDATTMKNVMDQLNYELPSDDIVRVVRGNTMEDTIDLSKGWKYRAGVLDTNEPYLRSLQIDKKKLVTV-SESS

ILAEQKVILSSPADIEALVDQ-LAFDRDDGVTAKRVLKALDYKLHSDDIVRVVRGNTMSDEIEKSEGWKYPCGVWDRSEAYLRSLELPTRKLVSI-NQPC

HLDSHKFHLKEPADIDSLVDR-LAFSQANAATVKNALRILNYELYSDDKVRVVRGRKTSDEIEVSKGWKYAAGIPTLSDAYTRSLDLHNRKLVSI-NEPS

FLREKKIQLREPWEIDPLVDK-LAHLSKDAETIKKVLSLLDYKLFADDIVRVNRGKKTTDEIDISKGWKYPTGIVDTNDAYLRSLQFSKKNLITI-NRDS

FLKQNKLIIKDRGDIDQLVSK-LASSEEDASTIQKVLLELNYELVSDEVIRVVRGRRTEDEIEVSKGWKFPSGLLDSNEPYKRSLQLSKNKLVAV-NSES

YLENNKLVLQDPRDIDQLVEK-IASSPENADAIRKVLTELNYKLISDDVVRVTRGRRREDEIEISKGWKYPSGVLDTNEGYIRSLELPKNKLVAL-NTPS

 6            6   6                 6  6 Y 6   d 6r   g    D 6  3kG     g     e Y RS6     k 6       

      

      

 : 257

 : 257
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 : 251

 : 248

 : 260

 : 252

 : 252

 : 262

 : 261

 : 255

 : 256

 : 254

 : 290

 : 269

 : 250

 : 252

 : 252

 : 256
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YBR111C (YSA1) 

 

  

             

             

YBR111C    : 

Smik_2.251 : 

Skud_2.238 : 

Suva_4.359 : 

CAGL0K0774 : 

KAFR0D0266 : 

KNAG0B0145 : 

NCAS0I0107 : 

NDAI0A0794 : 

TBLA0F0121 : 

TPHA0M0161 : 

Kpol_376.1 : 

ZYRO0C1647 : 

TDEL0C0507 : 

KLLA0B0930 : 

ADL342W    : 

Ecym_3461  : 

SAKL0B0794 : 

KLTH0F1047 : 

Kwal_23.36 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-----------------------MFLRNVRVISLNSRRL------FRTMSTV--KGKPEDAKIIEARHVKETSDCKWIGLQKIIYKDPNGKEREWDSAVR

-------------------MFSQIFSRSIRPISSSSRRL------FGTMSAV--KGKPEEAKIIEARHVKDTSDCKWIGLQKIIYKDPNGKEREWDSAVR

-------------------MFCKIFPKSARQVFLNSKRL------FRTMSSV--KGKPEEAKIVEVHHVKDTSDCKWIGLQKIIYKDPNGKEREWDSAIR

-------------------MLPLILSKNRRPISLNLRRL------FRTMSTV--KGKPEEAKIVEARHVKDTSDCKWIGLQKIIYKDPNGNEREWDSAVR

-------------------MFGRRVAISGHRF-------------LSRMISA--KGKPEAAKIVQKSQVKDTSECKWIGLEKITYKDPNGNERVWDSAVR

-------------------MSIRSIPKIISLVKPSIKRS------LQVMCAV--KGKPEQAKITKKESVKNADLCKWIGLEKITYSDPNGNERQWDSAVR

----------------MSLCLGRRLVSRG----------------FKVMSAV--KGSPSKARLVSSRPVLDTNECKWIGLEKMKYLDPNGNEREWDCAVR

----------------MSLAFVCKRTLPKQLLIRRT---------FSIMSPV--KGKPDNAKILKTTPVADASQCKWIGLEKITYQDPNGNERQWDSAVR

---------------MSTLTSLSKITLQKRLSLSLSISSRTYF--KRRMSPTISKGKPEDAKIIEAKPVSNTKDCKWIGLEKIKYTDPNGNEREWDSAVR

-------MTIVALCSKSIFKLLPSRFLLIGKRHISIKSKTLDNIIQSKMSK---KGDPRDSKLIEKKIVQDTNECKWIGLEKITYLDPNGVTRQWDSAVR

----------------MYIAKGLRLKLINQSANPTTKFI------TRKMSIP--KGKPELAELISSRPVVRTDECKWIGLEKLSYKDPNGGTREWDMAVR

--------------------MNIARRIGIRSCSGRL---------VRAMSVV--KGKPEEAKLVNVRKVVNTNDCKWIGLEKITYLDPNGVEREWDSAVR

-------------------MLRLVGRITRVRSSIRL---------LRTMPVV--RGKPESAKLLKARPAQPGE-CKWIGLEKLTYKDPNGQEREWDSAVR

-------------------MISRVITKRITSVKLCRTF-------LRSMSTQ--KGKPELAKLLKARK-AESDECKWIGLEKLTYVDPNGSEREWDSAVR

-------------------MNRFKVVRAI----------------IRSIHMS--KNKPELAKLLSSKPVSDTSDCKWIGLRKLTYQDPNGKVREWDSAVR

-------------------MTPLAQGIRLQLLYRTQYQ-------VRRMAGST-KRGPEQAKLLERRAVTDTSEFKWIGLEKLKYADPLGRERDWEGAVR

-------------------MGSKAVKYTSRLATSHSHRVLGVVININRMSHVS-KNKPEQAKLVATHGVTDATNMKWIGLEKIIYLDPNGQEREWESAVR

MSQKHFYPYFFMFSSSNQTHYNLVSMLRLVKTNAKVIVQKTFARNLSRTMVI--KGKPEEAKMLNSYPVADASECKWIGLEKLTYLDPNGNKREWDSAVR

----------------MIRTCSRNLYDTARPLSSRTIG-------IKRMSS---KGRPENAKFLKAHPVSNADECKWIGLERIEYLDPNGTKRQWDSAVR

----------------MLTCGLKRSIPRHYRLFSALSIR------LKNMSS---TGRPEDAKFLEAVPVSNTAECKWIGLERIEYLDPKGVKRQWDSAVR

                                                       g Pe a       v     cKWIGL 46 Y DPnG  R WdsA6R

      

      

 :  69

 :  73

 :  73

 :  73

 :  66

 :  73

 :  66

 :  73

 :  83

 :  90

 :  76

 :  69

 :  69

 :  71

 :  63

 :  73

 :  80

 :  98

 :  74

 :  75

      

             

             

YBR111C    : 

Smik_2.251 : 

Skud_2.238 : 

Suva_4.359 : 

CAGL0K0774 : 

KAFR0D0266 : 

KNAG0B0145 : 

NCAS0I0107 : 

NDAI0A0794 : 

TBLA0F0121 : 

TPHA0M0161 : 

Kpol_376.1 : 

ZYRO0C1647 : 

TDEL0C0507 : 

KLLA0B0930 : 

ADL342W    : 

Ecym_3461  : 

SAKL0B0794 : 

KLTH0F1047 : 

Kwal_23.36 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

TTRSSGGVDGIGILTILKYKDGK-PDEILLQKQFRPPVEGVCIEMPAGLIDAGEDIDTAALRELKEETGYSGKIISKSPTVFNDPGFTNTNLCLVTVEVD

TTRNSGGVDGIGILTILKYKDGK-PDEILLQKQFRPPVEGVCIEMPAGLIDAGEDVDTAALRELKEETGYSGKIISKSPTVFNDPGFTNTNLCLVTIEVD

TTRGSGGVDGIGILTILKYKDGK-PDEILLQKQFRPPVEGVCIEMPAGLIDADEDVDTAALRELKEETGYKGKIISKSPTVFNDPGFTNTNLCLVTVEVD

TTRHSGGIDGIGILTILKYKDGK-PDEILLQKQFRPPVEGVCIEMPAGLIDAGEDVDTAALRELKEETGYKGKIISKSPTVFNDPGFTNTNLCLVTVEVD

MTRSTGEIDGIGILAILKFPDGK-PDEIVLQKQFRPPVEGVCIEMPAGLIDANEDIDTAALRELREETGYIGKIVNKSPVIFNDPGFTNTNLCLVTAEID

LTRSSGDIDGIAVLTILKYKDGR-PNEILLQKQFRPPVEGVCIEFPAGLIDEGEDVVAAALRELKEETGYIGKFLNMSPVVFNDPGFTNTNLSIVNVEVD

KTRNTGNVDGIGIFTILNYKDGR-PLEVLLQKQFRPPVEGVCIEVPAGLIDADEGIETAALRELLEETGYIGKIIKQGPIIYNDPGFTNTNMSLLTAEVD

LTRAAGGIDGIGILAILKYKDGR-PNEILLQKQFRPPVEGVCIEMPAGLIDANEDVRTAALRELKEETGYVGKIVHVSPVAFNDPGFTNTNLALVTVEID

LTRHDGEIDGIGVLAILKYDDGR-PDEILLQKQYRPPVKGVCIEMPAGLIDKGEDVATAAIRELKEETGFVGKIIHISPTAFNDPGFTNTNLVLVTIEID

KTRNSGGIDGIGMFTILKYHDNKTPDQVLLQKQFRPPVEGVCIEVPAGLIDANEDVETAALRELREETGYVGKIIDVGPVIFNDPGFTNTNMSLLTVEVD

TTRQAGGIDGVGIIPILKYPDGK-PDEILLQKQYRPPVDGVCIEMPAGLIDGTESVQVAALRELKEETGYVGKIIDDSPVMFNDPGFTNTNLVLLTVEID

TTRNSGGIDGIGIIAILKYPNDK-PDEIVLQKQFRPPVEGVCIEMPAGLIDSNESIATAALRELKEETGYIGKIVEESPIMFNDPGFTNTNLSMVTVEVD

MTRSSGGIDGIGILTILKYPDGR-PDEIVLQKQFRPPVEGVCIEIPAGLIDENESIEEAAVRELKEETGYVGKIVGKTPIIYNDPGFTNTNLSLVTVEVD

LTRGKGEVDGIGILAILKYKDGK-PDEILLQKQFRPPVGGVCIEMPAGLIDEGESIETAALRELKEETGYVGKIVAKGPVAFNDPGFTNTNLSLVTIEVD

LTRSEGGVDGVGILAILRYSD-K-PDEILLQKQFRPPVEGVCIEMPAGLIDGGESIETAALRELKEETGYVGKILHATPIIFNDPGFTNTNLSLVTAIVD

TTRASTGVDGVGILAIVREP-GQ-PDRILLQKQFRPPVGGVCIEMPAGLIDEGETLEEAVARELREETGYSGRIVTTSAILFNDPGFTNTNLRMVTVEID

KTRSSGGIDGVGILAILRHPD-Q-PDRIVLQKQFRPPVNGVCIEMPAGLVDEGETIEQAALRELKEETGYSGKIISKSPTIFNDPGFTNTNLSMVLVEID

KTRSADGVDGVGILAILKNP-GQ-PDEILLQKQFRPPVEGVCIEMPAGLIDANESIEVAALRELKEETGYIGKIVGKSPVIFNDPGFTNTNLSLVTVEID

RTRNSGGVDGVGILAILRAP-GQ-DPEILLQKQFRPPVEGVCIEMPAGLIDSEESVDMAALRELKEETGYSGKIVSKTPTIFNDPGFTNTNLSLVTVEID

RTRNSGGVDGVGILAILKAP-GK-EPEILLQKQFRPPVEGVCIEMPAGLIDAGESVDVAALRELKEETGYSGKIVSKTPTIFNDPGFTNTNLSLVTVEVD

 TR  g 6DG6g6  I6    g  p  66LQKQ5RPPV GVCIE PAGL6D  E 6  Aa REL EETG5 G4i6   p  5NDPGFTNTN6 66t e6D

      

      

 : 168

 : 172

 : 172

 : 172

 : 165

 : 172

 : 165

 : 172

 : 182

 : 190

 : 175

 : 168

 : 168

 : 170

 : 161

 : 171

 : 178

 : 196

 : 172

 : 173

      

             

             

YBR111C    : 

Smik_2.251 : 

Skud_2.238 : 

Suva_4.359 : 

CAGL0K0774 : 

KAFR0D0266 : 

KNAG0B0145 : 

NCAS0I0107 : 

NDAI0A0794 : 

TBLA0F0121 : 

TPHA0M0161 : 

Kpol_376.1 : 

ZYRO0C1647 : 

TDEL0C0507 : 

KLLA0B0930 : 

ADL342W    : 

Ecym_3461  : 

SAKL0B0794 : 

KLTH0F1047 : 

Kwal_23.36 : 

             

                                                                 

         *       220         *       240         *       260     

MSLPENQKPVTQLEDNEFIECFSVELHKFPDEMVKLDQQGYKLDARVQNVAQGILMAKQYHIK--

MSLPENQKPVTQLEDNEFIECFSVELHKFPDEMVKLDQQGYKLDARVQNVAQGILMAKQYHIQ--

MSLPENQKPVAQLEDNEFIECFSVQLHKFPDEMIKLDQQGYKLDARVQNVAQGILMAKQYHIQ--

MSLPENQKPVTQLEDNEFIECFSVELHKFPDEMVKLDQQGYKLDARVQNVAQGILMAKQYNIQ--

MSLPENQNPVTELEENEFIECFSVPLKEFPEKMIELDSQGYKLDARVQNVAQGIILANQFNISQ-

MSLPENQNPQSELEENEFIECFRVPLSEFPEEMTKLDEQGYKLDARVQNVAHGITLARQYNLC--

MTLDENKNPKTQLEENEFIECFTVPLKELPEEMLKLEKEGYKLDARIQNVAHGIAIARQYNL---

MTLPENLNPQTSLEDNEFIECFAVPLDKFEQELISLEKQGYKLDARVQNVAQGILLAKQYNINK-

MSLPENKNPQTELEENEFIECFSVPLKKFAEELIELEKKGYKLDARVQNVAQGILMAKQYNINEQ

MRLPENINPKTELEDNEFIECFTVPLSTFDEEMVKLNQQGYKLDARVQNVAHGIWVAKNYNVFK-

MALPENQNPQANLEDNEFIECFTVPLKDFVSEMTKLDKQGYKLDARVQSFAQGISFVQKYKF---

MTLPENINPVTHLEDNEFIECFTIPLKDFVKEMISLDKQGYKLDARVQAFAQGVSFAQTYKF---

MSLPENVNPQSKLEENEFIECFNVPLKDFAQAMIELDSQGYKLDARVQNVAQGIRLAQQYHLS--

MTTSENRNPQTNLEDGEFIECFKVPLKNFADEMAALDKQGYKLDARVQNVAQGIQLAQIYKILD-

MSLPENQNPVSELEENEFIECFTVPLASMADEMAKLAEQGYKLDARVQNVAQGIKLAQDLKL---

ATAPENRNPQPELEDDEFIECFMVPLRDFPEEMGRLDAAGYKLDARVDNVAHGIKIARMYGL---

ETLPENQNPVNNLEANEFIECFTVTLKDFPDKMLELDRLGYKLDSRVDNIAQGIRLAKQFDL---

CTLSENQNPQPQLEDNEFIECFKVPLKHFAEEMIKLDQKGYKLDARVQNVAQGIRLAQQYGL---

TSAPENQNPQTQLEDSEFIECIKVPLKNFADEMDNLAKQGYKLDARVQNVAQGIRLAQKYSL---

ITAPENQNPQTALEENEFIECFKVPLKSFAEEMEKLAEQGYKLDARVQNVAQGIRLAQQYNL---
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 : 231

 : 235
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 : 235
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 : 236

 : 247

 : 254

 : 237

 : 230

 : 231

 : 234

 : 223

 : 233

 : 240

 : 258
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YBR250W (SPO23) 

 

  

             

             

YBR250W    : 

Smik_2.393 : 

Skud_2.382 : 

Suva_4.511 : 

KAFR0G0364 : 

NCAS0H0114 : 

NDAI0F0216 : 

TBLA0C0376 : 

TPHA0B0257 : 

Kpol_1036. : 

ZYRO0G2202 : 

TDEL0F0182 : 

KLLA0B1037 : 

AFL048W    : 

Ecym_2248  : 

SAKL0A0563 : 

Kwal_27.11 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-----------------MLFSSSSSSLNSEVSQVFSEN-------ISSRSTTLTESSTQSEIRQHFGNEDFSGELPK-KLIQLKKLKNGGTTIKKAKEDL

-----------------MLFSTSSSSLNSEVSQVLSEN-------IPSRSSTLTRNSTQSQINEDVRSKNFTDQLPK-KLIQLKKLKNGGTTIKRAKEDL

-----------------MLFSSSSTSLSSEVSQVLSEN-------IPSRSTTLTGDSTQFQINEDLGTEDLTNGLPK-KLIQLKKLKNGGTTIKKAKTDL

-----------------MMFSTSSSSINSEVSQVLSEN-------IPSISTTLTRNSTQNRISENWDGEGSTDELPK-KLIQLKKLKNGGTTIKKAKEDF

-----------------MIGVTQNRNGDDSVMSDVDLTN------LHSFSSVTSTSTVQDQLFSKS--EDEL-LFSQNKRIKLKDLSCGGTLIENSSHVL

-----------------------------------------------------------------------MDTLPR-KTLRLKDLKYGGTTIKNDTGQF

--------------------------------------------------------------------MSIKSYLPR-KEIRLKELNNNGTIIKNDTLEW

-------------MKTSPLFNTALWRYSNSKKNNSAATLHLMNE-ASTSQESSNKLKKKQNIFENLP-SYEVTTSEEKKIIKLKNLKFEGTLLRNYHESL

----------------MKITKLGDPISMIVSDEYYELFPYKNYETNNGADNQLNEPKVLSKYLLFLKKQNTINKEPVPKVLKLRKLKFGGTTIINDSGRK

MVFEVSSVSFSESNDNLTTENLKSKNLQLTLINPIHRSKNKNKSKDKVKDKDANLHDVQAKIEFFKSKHVPQNKLPI-KIIKLNNLKHGGTTIKNDTGNF

----------------MGICSETLKTLGFTKENQAKRARTR----SSSLQSML--TTTSNESRSSCSSNEEN-GKKSHKLVKLKNLKNGGTTVKNDPGEY

--------------MDMGLYAKTKRSLSIGSAEKSTS--------GPSYWRRLS--GSTFSTFASLN-ENTNDDTKLKKVVRLRNLKHGGTTIKNNSGNY

-----------MFFRKLSLSGSCDYKKPPAYNQNDDLNH------LPVVLDQR-ISPAGPKINPFNGGDNNS-GGSSRPIISLKSLKRQNVNVSS-----

---------------------------------------------MPIKKSILS-SSRTEPYYAPC--NQEL-SGTKCKVIQLKNLKCRGTLIKHKTPVP

-------MSNLSGSSLSPFWNTGAKELTGRKRLVSKSSK------MALRKSIFSGNSRTECCYGEC--THSGGIDAKCKVVQLRNLKCHGTLIKHKTPVP

----------MVLSRLSINCSKEKPSVPPDYASVSPDSTVLFS--MPLKSSLSSSKTYSSVALPDVP-RHASSSELAPSLVKLRSFKNKGTLLKHATSTV

----------MVPAPTAPPCYDASMALAPSLVDSNRLLPF-----LKPRRSQLTPPASTPASAPASAPSPTLPSQPA-QICKLKKLGANGTLLKHGSSET

                                                                              k   L  lk  gt 6       

      

      

 :  75

 :  75

 :  75

 :  75

 :  74

 :  28

 :  31

 :  85

 :  84

 :  99

 :  77

 :  75

 :  76

 :  51

 :  85

 :  87

 :  84

      

             

             

YBR250W    : 

Smik_2.393 : 

Skud_2.382 : 

Suva_4.511 : 

KAFR0G0364 : 

NCAS0H0114 : 

NDAI0F0216 : 

TBLA0C0376 : 

TPHA0B0257 : 

Kpol_1036. : 

ZYRO0G2202 : 

TDEL0F0182 : 

KLLA0B1037 : 

AFL048W    : 

Ecym_2248  : 

SAKL0A0563 : 

Kwal_27.11 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

EYC-YDSLRLYENPYVTSSVDKKCGYSIELYLD-NKYKTLMFSDLQLNADYP------------LYYD--SSLDNISTNVERERA---------------

EYC-YDSLRLYENPYVTTSIDKKCGYSIDMCLE-NKYKTLMFSDLQLNTDYP------------LYYD--SSLNHLSTNNERENV---------------

EYC-YDSLRLYENPYVATSRDKKSGYSIELCLD-NKYKTLMFCDLQLNTDFP------------VYYD--SSLENVAENIERENV---------------

EYC-YDSLRLYENPYVTSSIDKKSGYSIELSLD-NKYKTLMFSDLQLNNDYP------------LYYD--SSLENVPRRNERETV---------------

NYI-YDAANELENPCITEFHDKKKDHSVTLLLA-PDSKEVLISDLNAQLRS-------------SIYE-NSTDLSMGRIRKVETS---------------

EYC-YDPALTDWNPCVSQYVNSKLGHKVEIIVS-PECERLFIPDLLESTCY-------------------EVSEDMSSSDADWSTAPK------------

EYC-YDPTQSYANPTIDSNNDTLNGYRSQLLLD-PECEKIFISDLLTEAAS-----------NSSLYD-DPESLHIEVRNNDDSV---------------

EYL-YDSLNIEENPFQNFCHNNKDGYSIELVVP-EMNKKIYIPTLPVHKEQ-----------EFGYNH-EFNTIDLGKNYVDPEISNS------------

KYF-YYPLKTVDNPCVTICNNIKKGYNIELIIN-PGSSKVYLPDLPINKDH----------VTENVFD-PDANHLKGYTSSDPDYYDK------------

EYR-YNPLELKSNPCINKTNNDHEGYSIELILD-HGSSKVFIADLPVR--NSVNASIYDTFSTSSLFDSPEAIFNVDNSLNSNSNSSPNSSTNSNSSPNS

EYY-YEPLEIFTNPFNTKCVSSDKGYSVELKVDTPPDKVVLLPDLPTQYSEVTSTRHSNSSSTTHLFE-NSSTSSVPNVRIASQSLTN------------

EYL-YNPLEVGTNPYHTKSAHQNEGFFVELSLD-ALSKNVYLSDLATQADNPATPS-----RSSPIYA-DSSTTIIPDA--SESSYNN------------

SFL-YNAFDESLNPTKK--IHDSNTMRVELVLD-NDT--VYLPGLKEDLRS------------------HTSLMDLNRYPGEEEELSN------------

PILVFNSLNFENNPLMD--VHDSANLRVQLVLS-HDT--CYLPGIFTQQES------------------LATTTASARSSADDEMLLQ------------

PVIVFNSFNLEYNPLVD--VHESASLRIQLVLP-QDT--CYLPGIFTQEES------------------MAATTSSTRSSVDEETLLQ------------

PDFIYNPFDLYQNPVQG--THSSNNLSISLQLD-QDS--VYLPGLFIEEKS------------------SSTTPQYSNETNDTQEAA-------------

PRIEYNCFNTEENPPRT--LHDSKSLRVELELA-SDR--CYMPAL-------------------------DHGFSADSTSLNSASQPQ------------
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 : 144

 : 144
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 : 143

 :  95

 : 102

 : 159

 : 159

 : 195

 : 163

 : 153

 : 140

 : 116

 : 150

 : 151

 : 142

      

             

             

YBR250W    : 

Smik_2.393 : 

Skud_2.382 : 

Suva_4.511 : 

KAFR0G0364 : 

NCAS0H0114 : 

NDAI0F0216 : 

TBLA0C0376 : 

TPHA0B0257 : 

Kpol_1036. : 

ZYRO0G2202 : 

TDEL0F0182 : 

KLLA0B1037 : 

AFL048W    : 

Ecym_2248  : 

SAKL0A0563 : 

Kwal_27.11 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

-------------TPLQIKGKIRINIDREDQ--ALLITSHSISLKCFTKEYACFVNSETSKN---------------------SYSDKIIKELNHTEFFE

-------------TPLQIKGKIRINIDRDDQ--VLLITSQTISLKCFTKEYACFIDSGAGEN---------------------SKINKIIKELNHTEFFE

-------------TPLQIRGKIRIHIDRDDQ--ALLITSQSISLKCFTKEYACFVDSGTGEN---------------------TSSSKIIKELNNTEFFE

-------------TPLQIKGKIRIHIDRDDQ--ALLITSQSISLKCFTKEYACFVNSELNEN---------------------SSNRQIIKQLNHTDFFE

-------------ATATISGKVVINVENSWY--PLLIKSFKVKLCCYTTEMVNYIDKDQKIYRPLNGDLDDLSN-----CKE-RTSFAYLNKYCSENP--

-------------APVSITGKVIITVSRHDI--PLVVKCNTVTLKCFIKEYGCFVFGGV------------------------EPYYNVVKNLNVLEY--

-------------NSVSLTGKLRIEILKGNS--PMILKSCHISLKCYVKEYGCFNYKTTNKKDKWGRVFHNTNE-----KEDEIVYAKIVKELESEKYY-

-------------SPISISGKVKISLVRDY---PIKINCIIVSLKCFSNEFGHYVKENSKNQKGTVRLLDST-----------TTSNKYSEPFPDFSYQL

-------------FPAVVSGKLKFTVYQDNFELPLFLTNLDINLKCFSNEYINITHIDSH-----------------------HNLSRKNENSEEFDKKL

VHSNYLKYFYDEVAPVSLTGRIKINVFNEKLKHPLFLKSLSVHFKCYSNEYVCYVDPDKKNNSHN------------------KNNIKLFENDSNTKF--

-------------GGVTVSGTIVVKSLNSQI--PQRLRHQSVALKCFVEEYACFVDSNNPGSNNK------------------TKQIKLLNKKNDADI--

-------------AGVTISGKLKICVNQTKK--PVYIKSHCIKLKCFVHEYVCIVESAKRDGSAT------------------KRIVKMV--EDGDEF--

-------------YKASLTGKLVITVKSTS----LIVQDLKVRLNGYSREYICVLGSNKGQTQNDLTDSDDTEDDLFYVQKKKDRSVRLLKDNSSDNF--

-------------SKSVFAGYVHITVKGQS---GVLFQDLKVQLSGYSSEFVCLTQFG-------------------------EKVVRLLKDLTSDSC--

-------------SKSVFGGTLFITVKGQS---GVLFQDLKVQLSGYSSEYVCLTQFG-------------------------EKAVRLLKDLSAEHC--

-------------GKSSLSGSLVITVKSKN---AVLTQGLQVRLSCYSSEFVCMMNPKSK-----------------------TRCVKILHNEPTRRY--

-------------N-GLVSGILHVTVKGTT---PQLLKNIHVRISGYCSKFACSTATGSPTD---------------------KSKVVHLRDFSHSSS--

                   G 6                   6    5  e  c                                               

      

      

 : 208

 : 208

 : 208

 : 208

 : 220

 : 154

 : 181

 : 232

 : 223

 : 275

 : 228

 : 216

 : 221

 : 173

 : 207

 : 210

 : 202
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YBR293W (VBA2) 

 

  

             

             

YBR293W    : 

Smik_2.434 : 

Skud_2.423 : 

Suva_4.553 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-------------------------------------------------------------------------------------------MSISNWITT

-------------------------------------------------------------------------------------------MSISNWITT

-MLKSIRHISPNKNKDGIYGSIE----VTETSLVEDNADIEDVDKDEDMALSRIPNLWIIEATLFSNVFLSGFDGTVTASTYQTIGNEFNQMSISNWITT

MESSSIKHVTLKKKGDCTYGSIDGSGIVIANNHVRDNEEIQNADDDEDIPLSRIPNLWIIEATLFSNVFLAGFDGTITASTYQTIGNEFNQMSISSWITT

                                                                                           MSISnWITT

      

      

 :   9

 :   9

 :  95

 : 100

      

             

             

YBR293W    : 

Smik_2.434 : 

Skud_2.423 : 

Suva_4.553 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

AYLITSTSFQPLYGSFSDALGRRNCLFFANGAFTIGCLACGFSKNIYMLSFMRALTGIGGGGLITLSTIVNSDVIPSSKRGIFQAFQNLLLGFGAICGAS

AYLITSTSFQPLYGSFSDALGRRNCLFFANATFTIGCLACGFSSNIYMLSFMRALTGIGGGGLITLSTIVNSDVIPTSKRGIFQAFQNLLLGFGAICGAS

AYLITSTSFQPLYGSFSDALGRRNCLFFANAAFTIGCLACSLSTNIYTLSLMRALAGIGGGGLITLSTIVNSDVIPSSKRGIFQAFQNLLLGFGAICGAS

AYLITSTSFQPLYGSFSDALGRRNCLFFANAVFTIGCLACSFSTNIYMLSFMRALAGIGGGGLITLSTIVNSDVIPSSKRGIFQAFQNLLLGFGAICGAS

AYLITSTSFQPLYGSFSDALGRRNCLFFANa FTIGCLAC fS NIYmLSfMRAL GIGGGGLITLSTIVNSDVIP3SKRGIFQAFQNLLLGFGAICGAS

      

      

 : 109

 : 109

 : 195

 : 200

      

             

             

YBR293W    : 

Smik_2.434 : 

Skud_2.423 : 

Suva_4.553 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

FGGTIASSIGWRWCFLIQVPISVISSILMNYYVPNQKEYNRQNSSIFQNPGKILRDIDVMGSILIITGLTLQLLYLSLGCSTSKLSWTSPSVLLLLVGSV

FGGTIASTIGWRWCFLIQVPISMISSILMNYYVPNQKEYNDQNSNIFNDPKKILTGIDVMGSILIITGLTLQLLYLSLGCSTSNLSWTSPSVLLLLFGSV

FGGTIASTIGWRWCFLIQVPISIISSVLMNYYVPNQKEYNHENSNIFRNSKRILTDIDITGSILIITGLTLQLLYLSLGCSGSKLSWTSPSVLLLLVGSI

FGGTITSTIGWRWCFLIQVPISMIASLLMNYYVPNQKEYDDQKINILLSSKKILKDIDITGSILIIAGLTLQLLYLSLGAS---FSWTNPPVLMLLLASI

FGGTIaS3IGWRWCFLIQVPIS6IsS6LMNYYVPNQKEY1 2nsnIf   k4IL dID6 GSILIItGLTLQLLYLSLGcS s lSWTsPsVL6LL gS6

      

      

 : 209

 : 209

 : 295

 : 297
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YDL049C (KNH1) 

 

  

             

             

YDL049C    : 

Smik_4.189 : 

Skud_4.205 : 

Suva_4.200 : 

CAGL0H0799 : 

KAFR0G0310 : 

NCAS0A0237 : 

NCAS0J0131 : 

NDAI0J0208 : 

NDAI0D0450 : 

TBLA0I0278 : 

ZYRO0B0739 : 

TDEL0E0149 : 

KLLA0E0129 : 

AFR590W    : 

Ecym_2770  : 

SAKL0H0385 : 

KLTH0D1368 : 

Kwal_26.93 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-----------------------------------------------------MLIVLFLTLFCSVVFRTAYCDVAIVAPEPN--SVYDLSGTS--QAVV

-----------------------------------------------------MLVVSFLALFFLVRFKMGYCDVAIVAPEPN--SVYDLSGSS--QATI

-----------------------------------------------------MLVVPFLALLCSLALQTVYSDVAIVAPLPN--SVFDLSGSG--QSTI

-----------------------------------------------------MLIVSFLALFCSLASQTVYCDVAIVAPAPN--SVYDLSGSG--QATV

-----------------------------------------------------------MLSIILLLMQLVAADIAVVGPSLD--QSFDASG-G--TAKI

------------------------------------------------------MILCMFLWIFTILPVISSTDIEILSPTLN--TKYLLKSNN--NFEI

-----------------------------------------------------MMTIYQLIVSFILFTTLIRADVGITAPTAG--KTYDLSDSG--EVQI

---------------------------------MSENKIISHNSKQTNKQASKRTKMLFYPLAWLLMIVVGQCKMVITSPKLG--AQLDFHKEP--VQKL

----------------------------------------------------MIVLYYILLQLLLFITTTTWADIIILEPKQN--AVLNFGKAK--TKDL

----------------------------------------------------MQLRLIYILPIFVFLLNLVKADLTIITPEPG--EKYDLSETG--EVSI

-----------------------------------------------MILITNFLKLHTFVHILIFSIKFVSCDVELIRPNKLLVINYDDKNNNVQEKTL

---------------------------------------------------------MRLLLPLFLLVSHVLGQVNVDSPKFG--TKYDLSS-G--TSMI

------------------------------------------------------MLLTTTLLLFPWFILLAIGDVKITYPPDDSFESFDLSS-G--FATL

---------------------------------------------------------MRLLVLLLLYVCKVLADVSVTVPKPG--SSYAASG-G--EVEI

---------------------------------------------------MKYGPLAFLVLTLLWGMQPAAADFRLSAPRNR--AVVSVSR-G--AARV

-------------------------------------------------MKLGGGFSILVGVFFGLVFSPVLSDVVISSPAAG--SSYAVSG-G--SASI

MLSGYVLSNQNRKKLSPAATPKKEKPAYISVAPPDDKKYVKLLLEPFPTRNSVNKMQLSQLLILLFTFAFTLADVAVLKPGAG--QTFSASS-G--SVDI

-------------------------------------------------------MRPFFVLLVLWRL--TVADLSVSRPSAG--AKFSGSS-G--AASV

------------------------------------------------------MVSAFFLISILHLLGRTMADLSVTKPAAG--AKLSAS------ASV

                                                                         d  6  P          s        6

      

      

 :  43

 :  43

 :  43

 :  43

 :  36

 :  42

 :  43

 :  63

 :  44

 :  44

 :  53

 :  38

 :  43

 :  38

 :  44

 :  46

 :  95

 :  38

 :  38

      

             

             

YDL049C    : 

Smik_4.189 : 

Skud_4.205 : 

Suva_4.200 : 

CAGL0H0799 : 

KAFR0G0310 : 

NCAS0A0237 : 

NCAS0J0131 : 

NDAI0J0208 : 

NDAI0D0450 : 

TBLA0I0278 : 

ZYRO0B0739 : 

TDEL0E0149 : 

KLLA0E0129 : 

AFR590W    : 

Ecym_2770  : 

SAKL0H0385 : 

KLTH0D1368 : 

Kwal_26.93 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

KVKWMHTDNT-PQEKDFVRYTFTLCSGTNAMIEAMAT--LQTLSASDLTDN--------EFNAIIENTVGTDGVYFIQVFAQ-TAIGYTIHYTNRFKLKG

KVKWMHTDNT-PQEKEFIKYTFILCSGTNAMIEAMAT--LQTLAATELTGN--------EFNAIIENTVGTDGVYFIQVFAQ-TAIGYTIHYTNRFKLKG

KVKWMHTDST-PQEKDFIKYTFTLCTGTNAMIEAMAG--LQTLTAAELTDN--------EFEAVIKNTVGTDGVYFIQVFAQ-TAIGYTIHYTNRFKLKG

NVRWMHTDTT-PQENDFIKYTFTLCSGTNAMIEAMAT--LQTLTAAELTSN--------EYGAVIENTAGTDGVYFIQVFAQ-TAIGYTIHYTNRFKLKG

PIQWLFTPNT-PSQDDFTSLTFSLCSGPNYKIEAFKV--IGKLS--DIGTT--------DFEAEVSQSVGANGYYYVQIYAA-TTDGYTIHYSPRFKLTG

PIHWDFRNDEVPR-----SMTLKLCKGSNTNIQVIYN--IASLIKAEKSQ---------LLAIIPSDQIGINDIYFIQFYLE-YPFGYMIKYSPRFKLLS

QIKWTDVGSI-PKNTDITKYTFSLCAGPNGNIENMAT--LGTVTPSEVTGS--------SYEATIQATMGTDGQYYIQIFAQ-TASGYTIHYTPRFTLKG

KLQWHSDNDD--DAQVIQRYKFTLCSGPGDQITNMGH--LLTLETVRAQG---------EVELSIDSRAGTDGYYYVQIFQELSGASYVIQYTVPIHFIG

SIKWTHSEEW-PKQEEIIKYTFILCAGPNTQIQAIAT--LDTLYPEQITQSPPPNGHQFQVKLKLNNMMSVSGYYYVQIFAQ-TVEGYTIHYTHPFYIKG

DLSWVYLDST-PSKADITSFTFSLCTGPNYKINCLAT--LAKVSAAEVDSD--------IYKANILGTLGTDGVYYIQIFAQ-TESGYTIHYSPKFYLEG

RISWKLNSLS-PTIDEIEKYTFSLCSGPSNAIKNFGE--MLTINSNMVVGK----NNIYEVDLQLKNNIGTNGYYYIQVFAL-TDIGYSIHYTQKFEMRG

TVEWSVSDSPGPKKQEILEYIFTLVSGPNLNIEAFET--VGKADAKQVENQ--------KFSFPLRNNVGANGWYYIQVLAL-TEEGHVIQYSPRFQLTG

NVKWFVTEDW-PNENDIEYYTFALVAGSNRGLGAMAD--LGTLQAEELSGN--------EAQFLVSNTIGTTGMYMFQVLAM-SLTGYTIHYSQRFKLAG

EIQWTDDETT-PLLDEIIEYKFVLCTGSDSNIVPVDT--LGPFKPSEVSDY--------KYQASFPATTAPDGTYFIQIYAA-YKEGYTIHYSGRMKLSG

RLEWKDDGDE-PQLSDIDNVKILLCGGPNANLVCLPEEFLGSLDKNAIRKG--------SYDVEIRQGVVHDGVYLFQLYST-MNRGHTIQYTQRFQLRG

EVAIIDDGTF-PTLTDAAQFIFELCYGAYKENLCQIS--LMSQTAAQFSAA------NYKIRLPVQSSIGSNGDYYLRVMIQ-FTEGSSTHYSSRFRLTG

TITWMENNGS-PKLSEIGSYSFLLCSGPNDDIKCGNA--LKKVKASDLSEN--------QITVTVPSTYGNNGNYYIQVYAE-NSKGFTIHYTNRFKLTG

EVEWIEAGGA-PALSSVSEFTFVLCSGPNSDIQAVTK--ISTVQASSVAAG--------KHKLSIDRALVSNGMYFVQVVAV-SPEYVTIHYSNRFTLEG

EVEWLDTGGS-PELSSVSQYVFTLCMGSNSDISAVAT--LGTVPAAEIKNR--------KYSIPIDRSAGTDGMYFIQVVAV-SPDYVSIHYSDRFTLSG

 6 w       p         f Lc G            6                             g  g Y  q  a     g  ihY3  f   g

      

      

 : 131

 : 131

 : 131

 : 131

 : 122

 : 125

 : 131

 : 150

 : 140

 : 132

 : 145

 : 127

 : 131

 : 126

 : 134

 : 136

 : 183

 : 126

 : 126

      

             

             

YDL049C    : 

Smik_4.189 : 

Skud_4.205 : 

Suva_4.200 : 

CAGL0H0799 : 

KAFR0G0310 : 

NCAS0A0237 : 

NCAS0J0131 : 

NDAI0J0208 : 

NDAI0D0450 : 

TBLA0I0278 : 

ZYRO0B0739 : 

TDEL0E0149 : 

KLLA0E0129 : 

AFR590W    : 

Ecym_2770  : 

SAKL0H0385 : 

KLTH0D1368 : 

Kwal_26.93 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

-------MIGT--KAANPSMITIAPEAQT-RITTGD-----------------------VGATIDSKSF-TVPYNLQTGVVKYAPMQLQPATKVTA-K--

-------MVGS--KLANPSMITIAPEAQT-RITTGD-----------------------LGATIDSKSF-TVPYNLQTGVVKYAPMQLQPATRVTA-K--

-------MVGA--KAASPSMITIAPEAQT-RITTGD-----------------------LGATIDSRSF-TVPYNLQTGVVKYAPMQLQPATKVTA-K--

-------MKGS--KVANPSMVTIAPVPQT-RITTGD-----------------------LGATIDSKSF-TVPYNLQTGVVKYAPMQLQPATKVTA-K--

-------MTGS--KLPDTLLITAPPTPET-RVTTGD-----------------------LGATIDSKSF-DIPYGEQNGKAKFAPMQTQPGTKITA-T--

RANIELIISTTLVPNAETKTTANVPATTTSSTTTSS-----------------------SSSEITGDTR----YTEQTGLTRYAPMQFQPQTKCNPRA--

-------MKGA--KVAESAADTVPPVAQT-MITTGA-----------------------VVGVIDSRSF-TVPYTKQTGIVRYAPMQTQPPTKVTM-G--

-------MRGE--KVANKDGTLKEPAMEA-ELE--------------------------PESELYGDGVGYIPYYKQMGPVKYAPMHTQPPSAEVRFRPR

-------MKNVVNKLPFDKDVKYPEPPAEHKTTLVE-----------------------PQAPQDPINLGKIPYHKQTGLIKYAPVQTQPKTFINVKK--

-------MTGV--LVAYTIMESADPTPET-RITTGA-----------------------VGATIDSRSF-TVPYTKQTGKARYAPMQMQPGTKLTA-K--

-------MIGL--DKADTNIADIRMHNGV-GIGGGAPLLQFGIDGKEINQNNELAGAPPPETALAASYLVGLPYGKQNGNIKYAPMQTQPGTKVTA-K--

-------MVGG--RTPQLATDTMTPSREI-MLTPN------------------------ILANMNSMSF-SVPYGMQTGLARFAPMQTQPATKVTK-K--

-------MTGT--KIAPESTDKRPPDPEF-KNFQDA-----------------------VPIEIDSRSF-TVPYHLQTGRVKFAPMQMQPPTKMTK-T--

-------MDGTLSVSAESVTDTDGPPKQI-SL---------------------------DAASVDTRSF-TIPYTKQTGISRFAPMQQQPGSTVTL-E--

-------MTGT--RALPDSSDLDPPARAV-QIAGLE-----------------------PW---------RVPYTLQTGRIRHAPMQTQPGTKVTA-R--

-------MTGNLQVGTFPDEPDRDPAYDI-RFGML------------------------PSSAVN--------YVSQTGRIFVAPMQLQPGSTVTA-K--

-------MSGT--AFASSATDTSPPPGQT-SLRNED-----------------------DTGTINTASF-TIPYTKQTGVSRFAPMQTQPGKSVTV-T--

-------MQGR--NRALSVTDSRPPAAEIIRVGGEN-----------------------PPPPINSASF-SITYVSQTGSWRFAPMQSQPRATITA-T--

-------MQGQ--KAAPSVQDLHGPSAETMRVGPDG-----------------------APPPINSASF-SIPYVSQTGSWRFAPMQAQPPATITA-T--
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 : 194

 : 194

 : 194

 : 194

 : 185

 : 196

 : 194

 : 214

 : 208

 : 195

 : 232

 : 189

 : 194

 : 187

 : 189

 : 193

 : 246

 : 190

 : 190
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YDL107W (MSS2) 

  

             

             

YDL107W    : 

Smik_4.129 : 

Skud_4.147 : 

Suva_4.139 : 

CAGL0H1029 : 

KAFR0A0678 : 

KNAG0A0559 : 

NCAS0B0599 : 

NDAI0B0330 : 

TBLA0B0934 : 

TPHA0C0464 : 

Kpol_534.1 : 

ZYRO0A0710 : 

TDEL0G0264 : 

KLLA0E1474 : 

ADL282W    : 

Ecym_3373  : 

SAKL0E0649 : 

KLTH0F0954 : 

Kwal_23.34 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

--------------------------------MQRFVSKFV---------STPPVPKKFQEI---FPKKRTVNKILFQLDTRLTYHEMYPIFLQVSQNTN

--------------------------------MQRFVNRFV---------STPRISRKFQEF---FPKKKTINRVLFQLDTRLTYREMYPIFLHVSQTTN

--------------------------------MQRFVSMLV---------SKRRTPTKFQEI---FPKKRTINRILFQLDTRLTYREMYPIFVQISQSST

--------------------------------MQRFVSRLV---------SAPRISNKFLEC---FPKKRTINKVLFQLDTRLTYHEMYPIFVQVSQLTN

---------------------------------MSFVSQF--LKKKPDVLGTLEVSKKFMEH---FPKKKTINKLLFDLNSRLTYKKLYPIYVGLYHGVP

----------------------------------------------------MDQVMTFKYI---FPSKRVINKILFQLDTPLTSKYLLPLYEDVFLGR-

--------------------------------------------------MSSGLRQPFGKI---FPSKKLINRILFKLDSNVTSRNIIPLYRQLHENGK

--------------------------------MNR-------VIIRRIATKSTSTLRPFHEI---FPRKRLINRILFELDSNDTYKTLYPNFETLYLKH-

MVATPRWNYNRDIPPNLYREDKKLDTERRDETRQKSMNKWSIILRRNLTTTPTKQLRPFNEL---FPSKRFINKILFEIDSDKTYHELLPKFTKLYQNTS

--------------------------------MNSILRKYYSVLTKASSKKTLTNTNEFVEFMNIFPRKKQVQRTLFELDSNLTYKQLLPVFQHIYLNNK

--------------------------------MSRTVNSII----RLYSRVSRTTRPSFDHV---FPKAKTIKSILFELDSKHTYSKLLPVYKWNYEHMD

--------------------------------MLRFQIKWV----RQYSNVSSINRPLFETV---FPKQKFIKKILFDLDSRLTYSKLQPLFKYFYENMD

--------------------------------MLRFIR----IAKCYSTASLSRQRPQFHEV---FPQKRTVNRILFELDSKHTFGKLYPVYDNIYQNMQ

---------------------------------MRYRSIYC-FARRYTSTRSQVLRPSFNEI---FPQKRMVNRILFELDSRLSFGKLYPLFELAYNNVD

--------------------------------MLGFRSCIL-VSSRRLISSLANKRPPLHEI---FPQKKMVSRILFELDSRLAYNKLYPMYEKLYEGLD

--------------------------------MLTPMTNPLRLIGAGCRFLSTNNRPPLHKI---FPSKKLVNRMLFDLDSRLTFRKLLPVYEQVYTQLD

-------------------------MASGPLAGMNFRHLSGRFAVKCTLSTKSYSRPPFYDV---LPPNKMMKRILFELDSRLTLSKLYPLYKQVYESMD

------------------------------------MSKGIPIIWKRLISHNASRRPPFYDV---FPQKKLVNKLLFELDSRLTFPKLYPLYESLYNTMD

--------------------MRSSLLRFEGTNSRSSMNSKASLCFKRLASFKLPNRPPFHEV---FPQKTLVNRILFELDSKLTFPKLYPVYESIYNNLG

----------------------------MRAHPGKMLNRSLQL--TRLASSLAKKRPPFYEV---FPQKKMVNKILFQLDSKLTFPKLYPVFESLYDNAG

                                                          f      fP k  6   LF 613      6 P 5        

      

      

 :  56

 :  56

 :  56

 :  56

 :  62

 :  44

 :  47

 :  57

 :  97

 :  68

 :  61

 :  61

 :  61

 :  63

 :  64

 :  65

 :  72

 :  61

 :  77

 :  67

      

             

             

YDL107W    : 

Smik_4.129 : 

Skud_4.147 : 

Suva_4.139 : 

CAGL0H1029 : 

KAFR0A0678 : 

KNAG0A0559 : 

NCAS0B0599 : 

NDAI0B0330 : 

TBLA0B0934 : 

TPHA0C0464 : 

Kpol_534.1 : 

ZYRO0A0710 : 

TDEL0G0264 : 

KLLA0E1474 : 

ADL282W    : 

Ecym_3373  : 

SAKL0E0649 : 

KLTH0F0954 : 

Kwal_23.34 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

EENIPW--RKKYPYIRS--SDIMQMRNVLITLRTQNKFVHKDLLAMEDKLLNIAAELGNNDAISILSFNVIHE-YKKENVKSSYEKDIETANEFIKKLYA

EESISL--KKKFPYIKS--SDIMQMRSALITLRMQNKFVHKDLLVMEDRLLNIAAELGSNDAISILSFKVVHE-HEKENVEYKDENDVETANRFIKKLYA

EEKIPW--KKKYPYIKS--SDLIQMRNVLITLRMQNKFVHKNLLAMEDKLLNFAAELGNNDAISILSFNAIQQ-HDKGNAKYYDQNDVETADRFIKELYA

KESIPW--KKKYPYLKS--SDIMQMRNVLVTLRMQNKFVHKDVLAMENKLLNIAAELGNNDAISILSFNAVKA-LENDNTKDNDQNDVETANRFIKELYA

VPQQQ----KLLDGVKG--SDLIVMRNVLEKVRNRTRYARPDMLKLEDKLLELAAELGNNDAIAILSFRSIRENMGTNSAAEANNEEVTIAKKLFKDLYN

---------RPSRKVSG--DVYYMMSEVLRKVKDRNRYEPMELAKLRKDLLFLSSLNGCNDGIAKLCYDIIKE-------DNESTDNKTKSKDLLLQLVK

L--------IDSSGISGNPNTLFLMNRVLFEVKKQTKQQNETLKYMELYFLKKAALLGQADAISLLCFDVLNN------AKGNSTNDVNHCSKLLKALVQ

---------ELPSTVSG--PQLLLMDRVLLEVSKQQKMINEVLMKMRGELLELAAGKGENDAISTVCYNILSS------PKDDSKGDAEDASRLIGELVK

YSLRPL-----YDFQDS--HELMLMNKILRQISKRQRMTNESFIKMENLLLERAAELGDNDAISMLCFNILKD-----NASGENDGDVKNAKKLVKELLE

DLSI-----IKERNIQN--EDLMIMKKVLERIRFKNKSVNKKIINLEDNLLNLAAEHGNNDAISILSFRTIIN--QEKGKNTTNTNEVKIAKDLIKQLFE

DESPRELDAKSSKGISS--NDYMLMKKVLERIRKDTKSANKNLLALENALLDKAVDMGNEDAIAIISFDTLKN------PENNDVVDVEYANKLVKNLYE

NDEVEITANKLWKGITG--DDLMLMKKVLERTRRKTKATNKHLLVLENSILDKAADVGNQDAIAILSFDVLKD------PKNSTDEDIDYARMLTKQLYK

KGIDT----EIPKGISP--SDLMIMKKVLEKIRHRTKSINPHLLALENALLDRSAELGNNDAISLLAFDVLRD------PGHNNPEDVDYGKKLIKELYK

SEDIPV-----TSGITA--SDVMVMKKVLEKVRSRTKSVNRHLLKLENVLLDKAAEMGNNDAVSLLAFNVLKN------PSKNTSDDVLHAKLLIKDLYK

TGNDV----DIPNSIKG--KDLMIMKKVLEKVRHKTKAINKNLLALENVLLDRAAEIGDNDAISLLCFDVLKD------PDSNTEDDVSHAKKLIKNLYQ

SSTGDL---VVPRGVRA--HDVMIMKKVLEKTRRRTKSSNRHLLALENELLYMAAQMGHKDAAALLAFDTLCN------PASQTAADMEYAKLMVKDFYR

STNPSI---NLSSGINA--TDLMIMKKALEKIRYKSKSINKNLLALENELLYKAAELGDNNAVSLLAFDVLNH------PSDNCEKEVKHAKELIKQLHL

DAQSQV---KVPTSVTA--SDIMVMKKVLEKLRHRTKSINKNLLALENEILNKAAEMGNNDAISLLAFDTLKD------SDSNSHEDIAYAKTLIKELYQ

HSDREN---ALPKSFTA--SDVMIMKKVLEKLRHRTKSTNRNFIALENELLEKAAEMGDNDAIGLLAYSVLKN------PQKNSAEDVAHAKSLIKQLYQ

NRDPSE---LIPTSFKA--SDVMIMKKVLEKIRHRTKSTNKNLIGLENELLETAAEMGDNDAIALLAFSFLKN------PGKHAPEDVLHAKNLIKELYQ

                    d   M   L       4        6e   L  aa  G n1a   6 5  6                   a    k l  
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 : 151

 : 151
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 : 156

 : 126

 : 133

 : 140

 : 185
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 : 153

 : 153

 : 149

 : 150

 : 152

 : 154

 : 161

 : 150
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YDL107W    : 

Smik_4.129 : 

Skud_4.147 : 

Suva_4.139 : 

CAGL0H1029 : 

KAFR0A0678 : 

KNAG0A0559 : 

NCAS0B0599 : 

NDAI0B0330 : 

TBLA0B0934 : 

TPHA0C0464 : 

Kpol_534.1 : 

ZYRO0A0710 : 

TDEL0G0264 : 

KLLA0E1474 : 

ADL282W    : 

Ecym_3373  : 

SAKL0E0649 : 

KLTH0F0954 : 

Kwal_23.34 : 
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RNHHLTVKLIGDL-FFENKTYDKAEKYYQEFLK--LENS-----------TKLAGEVHGKLGEIQIKQVNGFLK---AEKSWLSCIELLEIERSSRWYFL

RNHHLTIKLIGDL-FFEHKTFEKAEKYYREFLK--LENS-----------TKIAGEVYGKLGEIQIKQINGFLK---AENSWLKSIELLEIERSSRWYFL

RNHHLTIKLIGDF-FLKNKAESKAEKYYKEFLK--LESN-----------TKLAGEVYGKLGEIQIKQVNGFLR---AEKSWLECIRLLELERSSRWYFL

RNHHLTIKLIGDT-FLKNKAYDKAEKYYKEFLK--LENN-----------TKLAGEVYGNLGEIQIKQVNGFLK---AEKSWLKCIELLELERSSRWYFL

INHLLAIKLLGDL-ALEANNWEEALTFYNKYINIAVKDN----GHLLTGNDDLTGEVYGKLGEIEFTYLANMTK---AEEYWQKCLELTSVEDSVRWYFL

HGHLLSFKLVGDIYFYKTQEFDEAKRWYSKFVE--NYKD-------RIFDNEVLGNAAENLGIISFHD-GDFEL---AERIFLKVIKMVPKAQCVRSIFY

KNHPLALKVVGDL-NYSVSQPEESAKWYSQYLKIVPQGK----------DGIWRPQVLEKLGELEFRK-GGFSNVSIAEQYFLEAIGTSKLQDCVKSYFY

AGNVLTFKHLGDL-SRLKGDINEAKLWYDKFMEC-VDQD-----ETRVSDVSIIGQVLERLGEIEFNQ-SRVLG---AEKYWLDAIARSKLEDSVKSYFY

IEHPLTLKNVGDL-CVVRHDNNEAKRYYNKFLQTVLHGN-----DDNNSNVLLIGQVYEKLGEIEYQE-GNFLK---AEEYWLKCIKICKLEDCNKSYFY

LSHPLTFKLTADM-MYNSNNFQDASKYYKQFLK--LEADKSSSIGDESGNSILEAEVYTKLGQISMKL-SDLND---AERYFIKAIQLAPIEYTCNSYYY

NSHPLTIKLTGDL-LMKAGDDKLAEKNYMKFIK--MQDN-----------TALAGEVYGYLGRIHLRK-PDIHK---AEEYFRKSIKYSRLENAVFSYYY

SQHPMTIKFIGDL-SLRQHNDVEAEKYYKKFLE--LEDD-----------TVLAGEVYGQLGELYFRR-ANVFK---AEEHFKKSVKLTPMDLSVRSYYY

KNHHLTMKLLGDL-SLKSGNDTEACKYYLKFLD--LEDR-----------TFLAGEVYGKLGQINFRK-PDLRK---AEQFFLKAIKLSPLEYSVHSHFY

RKHHLTMKLTGDL-ALKAGDNSQAETYYRRFLE--LESD-----------TFLAGEVYGQLGQFSFHK-TDLIP---AERYFLKSIQYSPLEYSVHSYFY

MNHPLTVKLTADI-ALKNHDDATAEVYYMKFLD--LQND-----------TFLAGEVYGQLGQIHFRK-PNLIE---AEKCFLKSIKLCPIDYSVRSYFL

SGHPLTLKLTGDL-SLANGDNTTAEEYYMKFLK--KEAD-----------TFLAGEVYGQLGRISFLR-SHFAQ---AEERFLQAIKLTPLEYSVQSYFY

SNHPLSLKLMGDF-ALKNNNDEVAEQYFLKFLH--FEKD-----------TSLAGEVYGQLGKIFLRK-PILAA---AEEYFLKSIKYCTLEYSVHSYFY

LRHPLTVKLTGDL-TFKNNDLINAEKYYKDFLA--LEDD-----------TFLAGEVYGQLGQISFRK-PNLFK---AEDYFLKSIKLCPLEYSVHSYFY

MNHSLTLKLTGDF-AWRSDDFTNAESYYKRFLE--FEND-----------TFRAGEVYGQLGILYLRK-PDLKE---AERCFLSSISLAPRENVVKSYYH

LQHPLTIKLTADL-AVKSNHFEDAERYYLHFLE--LESE-----------TPRAGEVYGQLGLIYFRR-PNLKE---AERCFLSSIRLCPLEAVTHSYYH

  h 6  K  gD           a   5  56                      g vy  LG               AE  5   6           y5 
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YDL108W (KIN28) 

  

             

             

YDL108W    : 

Smik_4.128 : 

Skud_4.146 : 

Suva_4.138 : 

CAGL0H1031 : 

KAFR0A0679 : 

KNAG0A0558 : 

NCAS0B0600 : 

NDAI0B0331 : 

TBLA0B0959 : 

TPHA0C0465 : 

Kpol_534.1 : 

ZYRO0A0706 : 

TDEL0G0262 : 

KLLA0E1478 : 

ADL283W    : 

Ecym_3371  : 

SAKL0E0653 : 

KLTH0F0950 : 

Kwal_YGOB_ : 
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---------------------------------MKVNMEYTKEKKVGEGTYAVVYLGCQHSTGRKIAIKEIKTSEFKDGLDMSAIREVKYLQEMQHPNVI

-------------------------------------MEYTKEKKVGEGTYAVVYLGSQHSTGRKIAVKEIKTSEFKDGLDMSAIREVKYLQEMQHPNVI

-------------------------------------MEYTKEKKVGEGTYAVVYLGSQHSTGRKIAVKEIKTSEFKDGLDMSAIREVKYLQEMQHPNVI

---------------------------------------------------------------------------------MSAIREVKYLQEMQHPNVI

----------------------------------MERAEYTKEKKVGEGTYAVVYVGTKQSTGRRIAVKEIKTSEFKDGLDMSAIREVKYLQEMQHVNVI

-------------------------------------MEYSKEKKVGEGTYAVVYVGTQRSTNRQIAIKEIKTSEFKDGLDMSAIREVKYLQELNHPNVI

-----------------------------------MRESYSKENKVGEGTYAVVYLGTRQSDSKKIAIKEIKTSEFKDGLDMSAIREVKYLQELEHPNVI

--------------------------MSTEITTPITQTEYTKEKKVGEGTYAVVYLGTKQSTGRQIAVKEIKTSEFKDGLDMSAIREVKYLQEIQHDNVI

--------------------------MSTANNTPIAKVEYTKEKKVGEGTYAVVYLGTKQSTGRQIAVKEIKTSEFKDGLDMSAIREVKYLQEMQHDNVI

-------------------------------------MEYSKEKKVGEGTYAVVYLGTKQSTNRRIAIKEIKTSEFKDGLDMSAIREVKYLQELRHENII

-------------------------------MSDKIVSEYTKEKKVGEGTYAVVYLGTKQSTGRKIAIKEIKTSEFKDGLDMSAIREVKYLQEINHINVI

MLKNYQPFNKKKVSRLRTALNSCLKMANNDIDGTVIVSEYTKEKKVGEGTYAVVYLGTKQSTGRKIAIKEIKTSEFKDGLDMSAIREVKYLQEIQHVNVI

-------------------------------------MEYTKEKKVGEGTYAVVYLGTKQSTARRIAIKEIKTSEFKDGLDMSAIREVKYLQEMQHQNVI

----------------------------------MSQVEYTKERKVGEGTYAVVYLGTKQSSGRKIAVKEIKTSEFKDGLDMSAIREVKYLQEIQHENVI

------------------------------MTLKSTVDDYTKEKKAGEGTYAVVYLGTKKSTGRSIAVKEIKTSQFKDGLDMSALREVKFLQELKHVNVI

----------------------------------MTAVNYTKEKKVGEGTYAVVYLGHRQTDGRQIAIKEIKTSQFKDGLDMSAIREVKYLQEIRHANVI

----------------------------------MTSEKYTKTKKVGEGTYAVVYLGIKQSDGRQIAVKEIKTSQFKDGLDMSAIREVKYLQEMKHINVI

----------------------------------MSNTEYTKEKKVGEGTYAVVYLGTKMSNKRKIAIKEIKTSEFKDGLDMSAIREVKYLQEMRHINVI

---------------------------------MISQAEYSKEKKVGEGTYAVVYVGTKQSSNRKVAIKEIKTSGFKDGLDMSAIREVKYLQEMQHINVI

---------------------------------MISQAEYSKEKKVGEGTYAVVYVGTKQSSNRKIAIKEIKTLGFKDGLDMSAIREVKYLQEIRHVNVI

                                       y ke kvgegtyavvy g         a keikts fkdgldMSA6REVK5LQE6 H N6I
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YDL108W    : 

Smik_4.128 : 

Skud_4.146 : 

Suva_4.138 : 

CAGL0H1031 : 

KAFR0A0679 : 

KNAG0A0558 : 
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TBLA0B0959 : 
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ELIDIFMAYDNLNLVLEFLPTDLEVVIKDKSILFTPADIKAWMLMTLRGVYHCHRNFILHRDLKPNNLLFSPDGQIKVADFGLARAIPAPHEILTSNVVT

ELVDIFMAYDNLNLVLEFLPTDLEVVIKDKSILFTPADIKAWILMTLRGVYHCHRNFILHRDLKPNNLLFSPDGQIKVADFGLARAIPAPHEILTSNVVT

ELVDIFMAYDNLNLVLEFLPTDLEVVIKDKSILFTPADIKAWMLMTLRGVYHCHRNFILHRDLKPNNLLFSPDGQIKVADFGLARAIPSPHEILTSNVVT

ELVDIFMAYDNLNLVLEFLPTDLEVVIKDKSILFTPADIKAWMLMTLRGVYHCHRNFILHRDLKPNNLLFSPDGQIKVADFGLARAIPAPHEILTSNVVT

ELVDIFMSYGNLNLVLEYLPTDLEVVIKDKSILFTPADIKSWMLMSVRGVHHCHRNFILHRDLKPNNLLIAPDGQIKVADFGLARAVPSPHEVLTSNVVT

SLIDIFMAYDNLNLVLEFLPSDLEVIIKDRNILFTPGDIKAWMLMTLRGIHHIHRNFVLHRDLKPNNLLLSPDGMIKIADFGLARIMPGPRETLTSNVVT

RLMDIFMAYNNLNLVLEFLPSDLEVVIKDKSVLFTQADIKSWLLMTLRGVHHCHRNFVLHRDLKPNNLLISPEGIIKVADFGLARAVPNPREILTSNVVT

ELVDIFMAYDNLNLVLEFLPSDLEVIIKDRSILFTPADIKSWMLMTLRGVHHCHRNFILHRDLKPNNLLLSPDGVIKVADFGLARAVPSPHEMLTSNVVT

ELIDIFMAYDNLNLVLEFLPTDLEVIIKDKSILFTPADIKSWMLMTLRGVHHCHRNFILHRDLKPNNLLVSPDGIIKVADFGLARAIPAPHENLTSNVVT

ELVDIFMAYDNLNLVLEFLPTDLERIIKDNSIIFSPSDIKSWILMTLRGVHHCHRNFILHRDLKPNNLLISPNGIIKLADFGLARAIPAAHEMLTSNVVT

ELVDIFMAYNNLNLVLEYLPTDLEVVIKDQNILFTPADIKSWMLMTLRGVYHCHRNFILHRDLKPNNLLISPDGQIKVADFGLARAIPAPYDVLTSNVVT

ELVDIFMAYDNLNLVLEFLPTDLEVIIKDKNILFTPADIKSWMLMTLRGVYHCHRNFIMHRDLKPNNLLLSPDGQIKVADFGLARAVPSPHESLTSNVVT

ELVDIFMASENLNLVLEFLPSDLEMIIKDKSILFTPADIKSWMLMTLRGVHHCHRNFILHRDLKPNNLLIAPDGQIKVADFGLARTMPLAHEILTSNVVT

ELIDIFLAYDNLNLVLEFLPSDLEKVIKDRSILFTPADIKSWMLMTLRGVHHCHRNFILHRDLKPNNLLLSPEGIIKVADFGLARTFPSAQEILTSNVVT

ELVDVFMANDNLNLVLEFLPADLEIIIKDTSIMFSPADIKSWILMTLRGVHHCHRNFILHRDLKPNNLLLAPDGQLKIADFGLARLMASPQEILTSNVVT

ELVDLFMAQENLNLVLEFLPADLEMLIKDSSLLFTQADIKSWLLMTLRGVHHCHRSFILHRDLKPNNLLLAPDGQLKIADFGLARTLAAPHEFMTSNVVT

ELVDLYMDQDNLNLVLEYLPADLEMIIKDKSILFTQADIKSWMLMTIRGVHHCHRNFILHRDLKPNNLLLAPDGQLKLADFGLARSMAAPQEFLTSNVVT

ELVDVFMAQSNLNLVLEFLPADLEMIIKDSSILFTQADIKSWILMTLRGVYHCHRNFILHRDLKPNNLLLAPDGQLKLADFGLARSMGAAHEFLTSNVVT

ELIDVYMAQSNLNLVLEFLPADLEMIIKDTAILFTQADIKSWLLMTLRGVHHCHRNFILHRDLKPNNLLLAPDGQLKLADFGLARNMGSPQDFLTSNVVT

ELIDVYMAQSNLNLVLEFLPADLEMIIKDNSILFTQADIKSWLLMTLRGVHHCHRNFILHRDLKPNNLLLAPDGQLKLADFGLARNMGSPQDMLTSNVVT

eL6D656a  NLNLVLE5LP DLE 6IKD s66F3 aDIK W6LM36RG6 HcHRnF66HRDLKPNNLL  P G 6K6ADFGLAR    p e 6TSNVVT
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YDL108W    : 

Smik_4.128 : 

Skud_4.146 : 

Suva_4.138 : 

CAGL0H1031 : 

KAFR0A0679 : 

KNAG0A0558 : 

NCAS0B0600 : 

NDAI0B0331 : 

TBLA0B0959 : 

TPHA0C0465 : 

Kpol_534.1 : 

ZYRO0A0706 : 

TDEL0G0262 : 
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KLTH0F0950 : 

Kwal_YGOB_ : 
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RWYRAPELLFGAKHYTSAIDIWSVGVIFAELMLRIPYLPGQNDVDQMEVTFRALGTPTDRDWPEVSSFMTYNKLQIYPPPSRDELRKRFIAASEYALDFM

RWYRAPELLFGAKHYTSAIDIWSVGVIFAELMLRIPYLPGQNDVDQMEVTFRALGTPTDRDWPEVSSFMTYNKLQIYPPPSRDELRKRFIAASEYALDFM

RWYRAPELLFGAKHYTSAIDIWSVGVIFAELMLRIPYLPGQNDVDQMEVTFRALGTPTDRDWPEVSSFMTYNKLQIYPPPSRDELRKRFIAASEYALNFM

RWYRAPELLFGAKHYTSAIDIWSVGVIFAELMLRIPYLPGQNDVDQMVVTFRALGTPTDRAWPEVSSFTSYNKLQIYPPPSRDELRKRFIAASEYALDFM

RWYRAPELLFGAKHYTSAIDVWSLGVIFAELMLRIPYLPGQNDLEQMEVTFRALGTPTDKDWPEVSSFNSYNKLQMYPPPSRDELRKRFIAATENALNFM

RWYRAPELLFGAQHYTYAIDIWSIGIIFAELMLRIPYLPGQDDVSQMEVTFRALGTPTDKDWPEVSSFPSYNKLQIYPPPSKDEFRKRFIAAPESALDLM

RWYRAPELLFGAKHYTYAVDVWSVGVIFAEMLLRVPYLPGKDDVDQMEVTFRALGTPTEKDWPSVSMFPSYNKLQIYPPPSRDELRNRFIAVSSSALNLM

RWYRAPELLFGAKHYTSAIDIWSVGVIFAELMLRIPYLPGQNDIDQMEVTFRALGTPTDKEWPEVSSFGSYNKLQIYPPPSIDELRKRFIAASENALNFM

RWYRAPELLFGARHYTSAIDIWSVGVIFAELMLRIPYLPGQNDVDQMEVTFRALGTPTDKDWPEVSSFNSYNKLQIYPPPSTFELRKRFIAASENALKFM

RWYRAPELLFGAKHYTTAVDIWSVGIIFAELMLRIPYLPGRDDIDQIDVTFRALGTPTDRDWPQVSSFSTYNKLQIYPPPSRDELRKRFIAASERALDLM

RWYRAPELLLGAKHYTSAVDVWSLGIIFAELMLRIPYLPGQNDVDQIDVTFRALGTPTDKDWPGVSKFSTYTQLQTYPPPSRDELRKRFIAASENALDLM

RWYRAPELLFGANHYTSAIDIWSVGIIFAELMLRIPYLPGQNDLEQMDVTFRALGTPTDRDWPEVSTFSLYNKLQIYPPPSRDELRKRFIAASENALNFM

RWYRAPELLFGAKHYTSAIDLWSVGVIFAELMLRIPYLPGANDVDQMEITFRALGTPTDREWPEVSTFPSYNKLQIYPPPSREELRRRFIAASENALNLM

RWYRAPELLFGAKHYTSAVDIWSAGVIFAELMLRIPYLPGQNDVDQIEVTFRALGTPTDADWPDVSFFSAYNKLQIYPPPSREELRRRFIAASENALSFL

RWYRAPELLFGAKHYTSAVDIWSVGVIFAELMLRIPYLPGKDDVDQINVTFRALGTPTDADWPEVSSFSNYNKIQIYPPPSREELRRRFIAATENALELI

RWYRAPELLFGARHYTAAVDLWSVGVIFAELMLRIPYLPGRDDVDQIDVTFRALGTPTDKDWPEVSSFSAYNKIQVYPPPSRSELRSRFIAATENALDLM

RWYRAPELLFGARHYTSAIDIWSVGVIFAELMLRIPYLPGKDDFDQIDITFRALGTPTDREWPEISYFSGYNKLQIYPPPSREEMRGRFIAATENALNLM

RWYRAPELLFGARHYTSAIDMWSVGVIFAELMLRIPYLPGKDDIDQIDVTFRALGTPTDKDWPEISTFSTYNKIQVYPPPAREELRRRFIAATENALDLM

RWYRAPELLFGARHYTGAIDMWSVGVIFAELMLRIPYLPGKDDIDQIDVTFRALGTPTDKDWPEISTFGTYNKIQFYPPPSREELRRRFIAATENALDLM

RWYRAPELLFGAKHYTGAIDMWSVGVIFAELMLRIPYLPGKDDIDQIDVTFRALGTPTDKDWPEISTFGTYNKIQFYPPPSREEMRRRFIAATENALNLM

RWYRAPELLfGA HYT A6D6WS G6IFAE66LR6PYLPG 1D dQ6 6TFRALGTPTd dWP 6S F  Ynk6Q YPPPs  E R RFIAa e AL  6
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YDR004W (RAD57) 

  

             

             

YDR004W    : 

Smik_4.239 : 

Skud_4.257 : 

Suva_4.257 : 

CAGL0M1037 : 

KAFR0F0257 : 

KNAG0J0120 : 

NCAS0I0195 : 

NDAI0A0655 : 

TBLA0A0012 : 

TPHA0A0445 : 

Kpol_1036. : 

ZYRO0A0470 : 

TDEL0D0424 : 

KLLA0E1751 : 

AER008W    : 

Ecym_5304  : 

SAKL0C1080 : 

KLTH0G1614 : 

Kwal_56.23 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MPRALSIKFDNTYMDLYDELPESKLLYDEEFSYLLDAVRQNGVCVVDFLTLTPKELARLIQRSINEVFRFQQLLVHEYNE--------------------

MSSALSIKFDNTYMDLYDELPESKLLCDEEFSYLLDAVQQNGVCVVDFLTLTPKELARLIQRSINEVFRFQQLLIHEYNE--------------------

-------------MDLYDELPESKLLCDEEFSYLLEAVQQSGVCVVDFLTLTSKELARLVQRSINEVFRFQQLLTHEYNE--------------------

-------------MDLYDELPESKLLCDEEYVYLLDAVQQNNVCVVDFLTLTPKELARLVQRSINEVFRFQQLLVHEYNE--------------------

-------------MDLYEELPGSQLLFDPEFETFLEALNANKVTCVDFLTLKAPDLAKLSQRSINEVIRFQQRLIREYDA--------------------

-------------MDLYDELPDSNLLYDVEFSSLLEAARVFQVTVLEFLKLSAQELARTLQRSVVEVSKFQNLLQKDLDE--------------------

-------------MDLYDELPQSKLLYDSEFTQLLESCRRYEVSVIDFLSLNARELANLTQRSITEVIKFQNALFGELNN--------------------

-------------MDLYDELPQSELLYDPAFTLLLESCEQHQLSVVDFITLNARELSRISQRSITDVYKFQQLLLRELHL--------------------

-------------MDLYDELPHSELLSDPEFTQLLQSTRHNQLTVVDFITLNTRELARVSQRSITEINKFRNLILKEFED--------------------

-------------MDLYSENSRSKLIDKEEFSLLFDACVENKVTTIDFLILSPNELSKKLKRSINEIVLFQNELIKEFDSINDHFIQLIKTKNEVSIEND

-------------MDLYDELPNSELLYLPEFTLILEASAQNNVTVMEFLMLNPNDLSRVLKRSINEVVKFKQILIRELEQ--------------------

-------------MDLYDELPKSELLDTLEFSLLLEAAIQYNVSLVEFISLNARDLARLLRRSINEVAKFQRLLILELEA--------------------

-------------MDLYDELPQSSLLCDEEFTSLLDACKKYQVSVVDFLTLPSKELARQLQRSTNEVDKFQKSMIAEYDD--------------------

-------------MDLYDELPWSELLYDEEFTALLDATKQHQVSVVELLTVNAKELARILQRSINEVSKFQEVLSLEFN---------------------

-------------MDLYEQLPSSGMIHQPEYKFLLDAATFHGITCLDFLSQSPSNLMKTINRSINEIIKFQAALRNEFEL--------------------

-------------MDLYEQLPSSQLVFDAQFQFLLECSQQQGVSVLDFLTLSPQQLVKMLNRSVSEISKFQELLREEFRA--------------------

-------------MDLYDQLPTSSLIDDEQYQFLLQHSERYGVSVLDYLTLSPQQLATSVNRSITEVCRFQEALRNEFYK--------------------

-------------MDLYDQLPTSSLVHFPEFLPLLEAARNNCVSVLEFLTLDPSDLAKLVPRSTNDIAKFQHLLKREYRA--------------------

-------------MDLYDQLPNSRLICLPEYVPVLESAKQNGVTVVEFLTLNPDELTKLVTRSINDIVKFQNALKQEFRA--------------------

-------------MDLYDQLPDSKLICLPEYASMLESVKQHGITVVEFLTLKPAELTKMLPRSITDIANFQQALMAEYRQ--------------------

             MDLYd2lp S 66    5   l       6  6  6      L     RS  e6  Fq  6  e                       
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YDR004W    : 

Smik_4.239 : 

Skud_4.257 : 
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CAGL0M1037 : 
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--------KYLEICEKNSI-----------------SPDNGPECFTTADVAMDELLGGGIFTHGITEIFGESSTGKSQLLMQLALSVQLSEPAGGLGGKC

--------KYLDICENSSI-----------------SSDDGPKCFTTADVALDETLGGGIFTRGITEIFGESSTGKSQLLMQLALSVQLSEAAGGLDGKC

--------KYLDMCENSSI-----------------SPDDGPKYFTTADVAIDELLSGGIFTHGITEIFGESSTGKSQLLMQLALSVQLSEAEGGLAGKC

--------RYLDICENSSI-----------------SADEGPKCFSTADVAIDELLGGGIFTHGITEIFGESSTGKSQLLMQLALSVQLSEATGGQDGKC

--------QYNSNSTKPLA-----------------KQIPNKQ-FTTGDLGIDEVLGGGISTNCITEIFGESSTGKSQLLMQLCLSVQLPISEGGLNAKC

--------QYGVLNNVNQL-----------------RECAIPHPITTGDISIDEALGGGIFTKCITEVFGESSTGKSQFLMQLSLAVQMPKDCGGAEAKC

--------QFQKKNKIVPI-----------------MDFEGPHPFTTGDVTLDELLNGGIYTQSITEIFGASSTGKSQLLMQMALSVQLPRQTNGLGGKC

--------QYVNENQPHLL-----------------ERGSEPKHFTTGDLAIDDILGGGIFTKNITEIFGESSTGKSQFLMQLSLSVQLPLKMGGLGGKC

--------QYNELTQPKPIRILDSTDSTETYRQGNGQDGCSPVCFTTGDVTIDESLGGGIFLGNITEIFGESSTGKSQLLMQLCLSVQLPKSMGGLESKC

KLAQDTLINYPNISKQPDIRSNILTNSRQSLKSN--QHYNDIQHFTTGDPKIDQLLNGGIYTHEITEVFGESSSGKTQFLLQLSLNVQLGIEKGGLDGSC

--------QNEEKDKPVLL-----------------TELSKPVSFTTGDVEIDNLLGGGIYTHGITEIFGESSTGKSQFLMLLSLSVQLPLSLGGLNGKS

--------QFNKKSQPVLL-----------------PKSQAPELFSTGDLGLDEALGGGIYTQCITEIYGESSTGKSQLAMLLSLCVQLPKSLGGLEGKS

--------QLMNFNEVKPI-----------------SEVEGPVPFTTTDVGIDEALGGGIYTHGITEVFGESSTGKSQLLMQLCLSVQLPTNMGGIKGKC

--------KQLTQSKPSLT-----------------AEIEDPKSFSTTDVSIDDALGGGIHTHGITEIFGESSTGKSQLLMQLSLAVQLPPKLGGLGGKC

------ALADIKIQDITTL-----------------KEDDKPRCFTTGNLGLDKLLGGGIYSKGITEIFGESSTGKSQLLLQLALSVQLPEDMNGLNGQS

--------EVFQANPILPA-----------------SALKKVQCFTTGDVGIDALLNGGIYTHGITEVFGESSSGKSQFLMQLSLAVQLPLELDGSAGQC

--------EVIELNPIRSF-----------------SSLEGPKCFTTGDLDIDAVLNGGIYTHGITEIFGESSSGKSQLLMQLALSVQLPSKFNGFSGQC

--------HL------STT-----------------RTCHVPLSFTTGDAEMDRLLGGGVFTGNITEVFGESSTGKSQFLMQLSLSVQLPRSQGGLQGKC

--------QVFELNPPKQV-----------------SEQDCSLAFTSGDRDVDDLLGGGLRTHGITEIFGSSSTGKSQFLMQLSLCVQLPKSLGGLDGKC

--------HIFEVSGPQAV-----------------SLEDEPFTFTTGDEGIDELLEGGLRTHGITEIFGSSSTGKSQLLMQLALCIQLSKEAGGLDGKC
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YDR004W    : 

Smik_4.239 : 

Skud_4.257 : 

Suva_4.257 : 

CAGL0M1037 : 

KAFR0F0257 : 

KNAG0J0120 : 

NCAS0I0195 : 

NDAI0A0655 : 

TBLA0A0012 : 

TPHA0A0445 : 

Kpol_1036. : 

ZYRO0A0470 : 

TDEL0D0424 : 

KLLA0E1751 : 
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Ecym_5304  : 

SAKL0C1080 : 

KLTH0G1614 : 
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VYITTEGDLPTQRLESMLSSRPA-YEKLG----I--------TQSNIFTVSCNDLINQEHIINVQLPILLERSKGSIKLVIIDSISHHLRVELQ------

VYITTEGDLPTQRLESMLLSRPA-YGKLG----I--------TQSNIFTVSCNDLINQEHIINVQLPILLERFKGSIKLVIIDSISHHLRVELQ------

VYITTEGDLPTQRLESMLSSRPA-YEKLG----I--------SQSNIFTVNCNDLINQEHIINVQLPILLERSRGAIKLVIVDSISHHLRVELQ------

VYITTEGDLPTQRLESMLSSRPD-FEKLG----I--------SQSKIFTVSCNDLINQEHIINVQLPILLERSKGSIKLVIIDSISHHLRVELQ------

VFITTEGDLPTNRLAGMIEARKD-WHELG----I--------SQSNIFTVSCPDLISQEHIVNVQLPVLLERNKGEIKLIIIDSISHHLRVELD------

VYITTEGDLPTQRIQDMIESREE-FKKSS----I--------SQSNIYTVSCNDLVTQEHILNVQLPILLEQSKGAIKLVIIDSISHHMRVELE------

VYITTEGDLPTKRLEEMIASRDE-FTENC----V--------SQKNIFTVSCNDLMNQEHILNVQLPVLLERNAGDIKLVIIDSISHHLRVELV------

VYITTEGDLPTQRIEGILSSRSE-FTESG----V--------SQDNIFTVSCNDLESQEHILNVQLPVLLERNNSAIKLVIIDSISHHMRVELQ------

VYITTEGDLPTTRLEGILDARPE-LKKHG----V--------SQHNIFTVSCNDLITQEHILNVQLPVLLEQNESKIKLIIIDSISHHMRVELQ------

VFITTEGDLPTRRLEDLIVENKK-YKSYQ----FEKNDFLYYSQEKIYTVSCNDLISQDHILNVQLPILLERNP-NIKLVIIDSISHHMRVELQIPRKRY

VYITTEGDLPTERLKEIITSRPE-FSNNN----V--------SQSNIFTVGCNDLMTQEHIIKVQLPVLLEQNK-DINLLIIDSISHHMRVELQ------

VYITTEGDLPTERLEGIINSNET-FSSNG----V--------SQEKIFTVSCNDLINQEHILDVQLPVLLDNSKGSIKAIIIDSISHHLRVELQ------

VYISTEGDLPTQRLASMISAREE-LVKHG----V--------SQENVYTVTCCDLINQDHILNVQLPILLENSRGAIKLIIIDSISHHMRVELP------

VYITTEGDLPTQRLQEMIASRPE-FKENG----V--------SQDNIFTVSCNDLVNQEHILNVQLPILLENHEGAIKLVIIDSISHHLRVELE------

VYITTEGDLPTRRLKSIIEQSSL-FKDEGGDCLV--------SQKKIFTVTCNDWANQEHVTTVQLPVLLERHP-SIKLVIIDSISHHLRVELQ------

VFITTESDLPTKRIESMIKSREI-FSAGR----V--------SQSNIFTATCNDWTSQNHILSVQLPILLERNP-NIRLVIIDSISHHLRVELA------

VFITTEGDLPTQRLEGIIQLRKE-FVENG----V--------SQNNIYTVTCNEWAAQNHILSVQLPILLERNP-KIKLVIVDSVSHHLRVELE------

VFVTTEGDLPTQRLDEMIRSRRDLFGDSA---LV--------SQDNIYCVSCNDLDNQEHILNVQLPILLERNN-DVKLVIVDSISHHLRVELE------

VYITTEGDLPTRRLDEMIRSKSQKDGFQS----L--------SQDNIFTVNCNDLANQEHILNVQLPILMERNH-DIRLIIVDSVSHHVRVELE------

VYITTEGDLPTRRLDEMIRLKAQQPGYER----V--------SQDNIFTVNCNDLVNQEHILNVQLPILIERNR-DIKLIVVDSISHHVRVELE------
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YDR109C    : 

Smik_4.355 : 

Skud_4.370 : 

Suva_2.269 : 

CAGL0B0172 : 

KAFR0B0556 : 

KNAG0H0326 : 

NCAS0B0387 : 

NDAI0J0140 : 

TBLA0E0440 : 

TPHA0B0324 : 

Kpol_392.9 : 

ZYRO0C0178 : 

TDEL0F0384 : 

KLLA0F1904 : 

AGR092W    : 

Ecym_4313  : 

SAKL0H1716 : 

KLTH0G1379 : 

Kwal_56.23 : 
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---MKSRKRQNNMQNE-TREPAVLSSQETSISRISPQ-DPEAKFYVGVDVGTGSARACVIDQSGNMLSLAEKPIKREQLISNFITQSSREIWNAVCYCVR

------------MQDK-IWQSTTFPSQRTSDSRISQH-ESETKFYVGVDVGTGSTRACIIDKSGNILSLAEKPIKREELLSNFITQSSREIWNAVCYCVR

---MYVKKLRRRMQIK-TCHLEVSPSKKISLSTIPLK-DPEVKFYVGVDVGTGSARACIIDQSGNMLSLAEKPIKREELRPNFITQSSREIWDAVCHCVK

MNVYKYKELQNKMPLKNASYSGQLPSQNKLLPQTSLQ-DSQEKFHVGVDVGTGSTRACIIDQFGKILSLAEKPIKREEVRSNFITQSSKEIWDAVCHCVK

-----------------------------------------MGYYIGVDVGSGSVRACVVDDQGAMLSMATRDISKEEKLPGHVTQSSNEIWDAVCYCVK

------------------------MGRFQNPLTNGKEKGGDNFHFIGVDVGTGSVRACVIDRKGDILALVDKPISREELKPGFITQSSEEIWDSICFCVR

--------------------------------------MGEAGYYIGVDVGTGSARAVMLQHDGAALALEEHPIKRQELRVDFITQSSSEIWSAVCHCVR

----------------------------MSVFTEKKNTDEQTGYYVGIDVGTGSVRACVVDSCGNMLSLVEKSINREELKPNFITQSTREIWQACCFCVK

-------------------------------------MEKDIYYYIGVDVGTGSVRACIIDDLGTIKSQAELSIHRQELKTDCITQSSQEIWRAVCFCVK

-----------------------------------------MSYYIGVDVGTGSARACLIDLNGDILSIKELAIDRQELKPGYITQSTNQIWNNICICIR

-----------------------------------------MSNYIGVDVGTGSARACITNKNGEILAVEVKDISKQELQLGFITQSSNEIWDAILDIIK

-----------------------------------------MNHYIGVDVGTGSVRACVINDKGEILSLRSKDITKEELKPNYITQSSREIWQCICECVN

---------MYRGRSRSSMSISQQRLLSQSMLGLSLE--QRMIYYIGVDVGTGSARACLIDSMGNIMSLAEKPIQREELKPTYITQSSKEIWSAICYCVK

--------MRHRGQSRSSLSIAQQRFMSQSMAAISLE--QAMIYYVGVDVGTGSARACIIDNTGNILSLAEKPIQREELKPNYITQSSQEIWQSICHCVK

--------MFGSRKSHSSLSISQQRLLSHSMSGLSLQNERKMVYYVGVDVGTGSARACVIDNLGNILSLAERPIQRHELKPNYITQSSQEIWNAICYCVK

-----------------------------------MSAAEMKQYYVGVDVGTEFARACIIDKSGAILATTQNPISRSQPKHDHITQSSSEIWGAVCKSVR

----------------------------------------MLQHYIGVDVGTESVRACVVDVHGTILSLASKPISRQEIQPNYLTQSSNEIWRAICFCIR

---------MHSRKSRSSLSISQQRLLSQSMSALSME-QNKMTYYVGVDVGTGSARACIIDNMGNILSLAERPIQRQELKPSYITQSSQEIWLAICYCVK

---------MHSRRSRSSVSISQQRMMSRSMVGLSLE-QQKMLYYVGVDVGTGSARACIIDSMGNILSLAERPIQREQLKANFITQSSQEIWQAVCHCVK

---------MHSRKSRSSLSISQQRMMSRSMTGLSLE-QQKMLYYIGVDVGTGSARACIIDSMGNILSLAERPIQREQLKPNFITQSSQEIWQAVCHCVK
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TVVEESGVD--PERVRGIGFDATCSLVVVSATNFEEIAVGPDFTNNDQNIILWMDHRAMKETEEINSSGDKCLKYVGGQMSVEMEIPKIKWLKNNLEAGI

KVIQEAGVD--PARIHGIGFDATCSLVVVSATDFKEIAVGPDFTNNDQNIILWMDHRAMKETEEINFSGNTCLKYVGGQMSVEMEIPKIKWLKNNLESGI

AVIQESRVD--PDRVHGMGFDATCSLVVVSATDAKGVAVGPDFTKNDQNIILWMDHRAMKETEEINSSEDKCLKYVGGQMSVEMEIPKIKWLKNNLRSEL

AVLQESEVD--PKKVHGIGFDATCSLVVVSATDLKGIAVGPDFSNNDQNIILWMDHRAMKETEEINSTGDKCLKYVGGQMSVEMDIPKIKWLKNNLEAEI

SAIGNSNVN--NGDILGIGFDATCSLVVLNKDSFEPVAAGPNFDNNNQNIIMWMDHRAIEETKEINRSGDPCLKYVGGQMSVEMEIPKIKWLKNHMAPEE

KVIADAKIP--ANKVIGIGFDATCSLAVVDKDTLEGLAVGPQFSKNDQNIIMWMDHRASQETDEINSIYDAPLKYVGGKMSIEMEMPKIKWLKNHMPRET

GVVTKSGVN--PRLVKGIGFDATCSLVAVDAVTGDAVPVGPNFDDSTQNIILWMDHRATRETDAINATGDRCLKYVGGQMSVEMELPKIKWLKGHMPRGQ

TAIEQCKVD--KSLVLGIGFDATCSLVAIEKGTDKQVGVGPNFENRDMNVILWMDHRAVKEANEINATNDKCLKYVGGAMSVEMDIPKIKWLKNNMDPNM

KVVNELGCT--RDQVKGIGFDATCSLVVVDKVTNRGVAVGPDFNDSNQDIILWMDHRALKETKEINSTNDECLKYVGGQMSIEMELPKIKWLKRHMSKDV

NILQESNVDDISSKIKGIGFDATCSLVVLNSKTDQEVAVGPNFEDNDQNVILWMDHRALIETVEINSTDSKCLKYVGGQMSVEMEIPKIKWLKNNMNPAV

RVIDISNVD--PSSIDGIAFDATCSLVVFDKNSLEPIAVGPNFDDSNQNIILWMDHRAASETDLINSTNDKRLKYVGGKMSVEFELPKIKWLKDHLSPET

YVLQESQII--PSSVLGIGFDATCSLVVIDKETQQEVGVGPNFEDDNRNIILWMDHRAVKETDEINATGDKCLKYVGGKMSVEMELPKIKWLKNNLADGV

TVVRDSGVD--IERIHGIGFDATCSLVAVNSKDGADVPVGPDFENPDQNIILWMDHRAVQETAEINSTNHPVLKYVGGQMSIEMEIPKIKWLKNHMPREK

SVVRDSGVP--VERIHGIGFDATCSLVVVD-DEDKEVGVGPVFANNDQNIVLWMDHRAIAETNEINATNDKCLKYVGGQMSVEMEIPKIKWLKNNLPKEQ

NVVRDSGVD--PRTIHGIGFDATCSLVVVD-NNNEDVGVGPDFTDNLQNIILWMDHRAIEETEEINATGDKCLKYVGGQMSVEMEIPKIKWLKNNIPEKK

AAVAESQVA--VDEVAGINFDATCSLVVLDEDSDGEVAVGPDFSDNRQNVILWMDHRAVAEASEINSTGHSVLRYVGGKMSVEMQMPKIKWLQRHMPRGE

KIICDSQVV--KDSIIGIGFDATCSLVVLEEVTNKGVAVGPNFDDFEQDIILWMDHRAIDEVNEINSTGHRCLKYVGGKMSIEMQIPKIKWLKNNLPQGK

SVVKDSGVL--PEKIHGIGFDATCSLVVVEDDSDKEVAVGPDFFNTEQNIILWMDHRAIDETKEINATNDKCLKYVGGQMSVEMEIPKIKWLKNNLPREK

SVVRDSGVP--AEKIHGIGFDATCSLVVVEEQTNKEVAVGPDFSNTDQNIILWMDHRAIEETQLINATGDKCLKYVGGQMSVEMEIPKIKWLKNHLPENK

SVVRDSGVP--SEKIHGIGFDATCSLVVVEEGSNKEVAVGPDFQNTNQNIILWMDHRAIEETEQINATGDKCLKYVGGQMSVEMEIPKIKWLKNHLPNNK
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FQDCKFFDLPDYLTFKATGKENRSFCSAVCKQGFLPVGVEGSDIGWSKEFLNSIGLSELTKNDFERLGGSLR----EKKN--FLTAGECISPLDKKAACQ

FQDCKFFDLPDYLTFRATGKENRSFSSVVCKQGFLPEGVEGSNLGWSKQFLDSIGLSELTDNDFEKLGGSLR----NQKN--FLSAGECIGPLDGKAARQ

FQDCKFFDLPDYLTFKATGKENRSFSSAVCKQGFLPAGVEGSNLGWSEEFLNTIGLSELIESDFEKLGGSLR----HKKN--FLSAGECIGSLDWKAARE

FKDCKFFNLPDYLTFKATGKENRSFASAVCKQGFLPAGVESSKLGWSEEFLNSIGLSELTTNDFERLGGSLR----DKKN--FLSAGECVGFLDVNSACE

FKKLVFMDLPDYLTFMASGVNTRSYCSAVCKQGFLPKGVEGSSKGWSTEFLTKIGLEEISQSNFNALGGPNE-----SGN--FTYAGNQLSTVSESFIKS

FRKAVFFDLPDYLTFKATGMQNRSLCSAVCKQGLLPIGVEGSTEGWSRTFLSNTGLPELIENEFERIGGPGN----NSRN--FLSAGEYVSTLSKSSGEQ

FTKCKFFDLPDYLTFMATAKDRRSFCSAVCKQGLLPPGVDGSEGHWSPEFLEAVGLSELIDTNFVQLGGTSE----SKPK--FLTAGQPVGQLTLEASEQ

FKKCEFFELADYLTFKATGKRTRSFCSVVCKQGFLPNGVEGSSEGWSKEFLSSIGLEDLAGNSYDSLGGALK--NDSQDN--FQSSGKCLGPLSNEAVIE

FARCEFYDLADYLTFKATGRKTRSFCSVVCKQGMVPMGVEGSKLGWSKDFLRNIDLEELTYNDYAKLGGSVS--GSHGRN--FLTAGEYIAPLNDQAIEE

YKDCKFLDLPDFLTYKATGNSIRSFCSAVCKQGLLPLGVEGSTKGWTEEFLLNIGLEDLMEDNFVKLGGPVKQDSQGKVS--FSTAGEFIGYLSDKSSKI

FHRCVFLDLADFLTYKATGKIVHSFSSAVCKQGLLPTGVEGSKLGWSKEFLEKIGLEELSTNNFEKLGGSIN---LKEGN--FLIPGDLVGHVDKKFAGL

FSNCKFFDLVDYLTYKATDKDVRSFSSTVCKQGLLPLGVEGSDIGWSKEFFTKIDLDELSSDNFSAIGGSIH-SEQLENN--IRSVGEYVGHLSEISAKE

FNDTVFFDLADFLTYKATGLGTRSFNSSVCKQGLLPLGVEGSNNGWSGEFLNLIDLPELVANDFAKLGGSVKPKGDDHRS-NFLSAGQYVGALSPEAAAD

FDKCKFFDLADYLTFKATNKDTRSFCSTVCKQGLIPIGVEGSKEGWSKDFLNTINLPELVENVFCQDRWPATATAADGTTHSFLSAGEYVGALDEEAAEE

FAQCKFFDLADYLTFKATGSEIRSYCSTVCKQGLLPLGVEGSKNGWSKEFLQEIGLEELIADDFAKLGGSVT-----ETT--FLSAGECIGTLTEESAAE

FAKCKFYDLPDFLTYQATGIESRSFCSTVCKMGLVPNGVDSSTSGWSREFLEQIGLEELCEDGFRRLGGALD---EPGSE--FRSAGEPVGLLSEAAAAS

FDKCEFYDLPDFLTYRATGNKCRSFCSTVCKMGLLPLGVDGSTKGWPQDLFEDIGLAELCRREFSKLGGVVS---STASN--FLSAGDYVGHLSDEAAAD

FEKCKFFDLADYLTFKATGLETRSYCSTVCKQGLLPVGVESSKQGWSKEFLTNIGLEDLCQDDFRKLGGSIKSDGSGGST--FLSAGECIGSLDPSAAEE

FNECKFFDLADYLTFKASGKETRSFCSTVCKQGLLPVGVEGSAEGWSREFLTEIGLEELIEDDFRRIGGSVK-NSDKGKN--FLSAGEFIGAIDATVAEE

FDECKFFDLADYLTFKASGKETRSFCSTVCKQGLLPVGVEGSKEGWSREFLTEIGLEDFIEDDFRKIGGSVK-NSDKGKN--FLSAGEFVGAIDPAVAEE
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CAGL0B0188 : 

KAFR0B0543 : 

KNAG0H0316 : 
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--MEGFFRIPLKRANLHGMLKAAISKIKANFTAYGAPR--------------INIEDFNIVKEGKAEILFPKKETVFYNPIQQFNRDLSVTCIKAWDNLY

--MRSSFRIRLKRTVSYGMLKAAISKIKANFTAYGAPR--------------INIDDFNIVKEGKAEILFPRKETVFYNPIQQFNRDLSVTCIKAWDNLY

------------------MLRAAISKIKANLTAYGAPR--------------INIEDFNIVKEGKAEILFPKKETVFYNPVQQFNRDLSVTCIKAWDNLY

------------------MFRAAISKIKANLTAYGARK--------------INIEDFNIVKEGKAEILFPKKETVFYNPIQQFNRDLSVTCIKAWDNLY

---------------MSAMLKAAFSKVRNNLFKGQLPAVA------------VDPSDFTIVTEGKADILFPKQEEVFYNPIQQFNRDLSVTCIQAWDHLY

------------------MLRSAINKIKSSFLQKNIKAAAKNN---------IKIEDFKIVKEGSAEILFPKKEDVFYNPIQQFNRDLSVMCIKAWDKMY

------------------MWKSVLQKLIGRGVPEAAASGSATPEY-------LNVEDFNVVEEGKAQILFPKRETVFYNPVQQFNRDLSVTCIKAWDNLY

------------------MIRAAFTKIKSKINTYIPPQQAQ-----------INVEDYNIVKEGSAEILFSKKETVFYNPVQQFNRDLSVTCIKAWDNLY

MTIKSVYIFQETISLASTMIRAALTKIKSKINTYIPPIQSQTQAQSHVEHKPIHVEDYNIIKEGSAEILFPKTETVFYNPVQQFNRDLSVTCIKAWSNLY

------------------MLKA-VTSIKNKLISLKNLNSK------------ISPDDYNIIKEGRAEILFPKEETVFYNPIQQFNRDLSVTCIKAWNNLY

---------------------------MSS----------------------INPEDYNVITEGKANILFPKTETVFYNPIQQFNRDLSVTCIKAWDNLY

------------------MLQAVASKIKSKIFDSEPKRIE------------INPDDYNIVKEGKAEILFPKKETVFYNPVQQFNRDLSVTCIKAWDNLY

--------MSPLKRIRIIKMIQVWQQLKNKIIGSNPNA--------------FNLEDFNVVKEGKAEILFPKKDTVFYNPIQQFNRDLSVCCIKAWDQLY

------------------MLRAALTKIKSRFASAGSSW--------------INPEDYNVVKEGKAEILFPKAETVFCNPVQEFNRDLSVCCIKAWDNLY

------------------MLRAAFQSLKSKFGRKVTLDSST-----------IDVSQFKVVQEGDAKILFPNKETVFYNPIQQFNRDLSVTCIKAWDELY

------------------MFRAAIQKLKANFVGSPTPLASSAPASKAQ----INLAEYNVVSEGKAQILFPEKETVFYNPIQQFNRDLSVTCIKAWDNLY

------------------MLRAALHKLKANLGTGSSSRNANTPSKPA-----INLSDFNVVTEGKAQILFPEKETVFYNPVQQFNRDLSITCIKAWDNLY

------------------MIRAALNKITKRFCRPSVTPSTTK----------INPDDYNIITEGKAHILFPEKETVFYNPIQQFNRDLSVTCIKAWDNLY

------------------MIRAALAKVRSRFVKPAPK---------------PDASKFTVVTEGKAHILFPEKETVFYNPIQQFNRDLSVSCIKAWDNLY

------------------MIRAALTKVRNRFLKPVIK---------------PDADKFTIVTEGKAHILFPEKETVFYNPIQQFNRDLSVSCIKAWDNLY
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GEEC-------GQKRNNKKSKKKRC-----AETNDDSSKRQKMGNGSPKEAVGNSNRNE-----PYINILEALSATGLRAIRYAHEIPHVREVIANDLLP

GEDC-------GQKRKSKKGKKKRC-----AENNDDSSKRQKTENGSPKETVENFNKKE-----PYINILEALSATGLRAIRYAHEIPHVREVIANDLLP

GEDC-------GQKRKNKKSKKKRP-----AQNSDDSSKRQKMDNGSSKEIFEEANKKT-----PYINILEALSATGLRAIRYAHEIPHVKEVIANDLLP

GDEC-------GQKRRNKKGKKKRT-----AQNSDDSSKRQKMEDGSSREIAEDSRTKT-----PYINILEALSATGLRAIRYAHEIPHVKQVIANDLLP

GSKL------------KSHRQRKRT-------SSEPEAKRRKLDPKDEEH--------------RYITILEALSATGLRAIRYAKEIPHVKEIIANDLLP

RQEA-------------QTKGNKR------SKSSRFTSKKRKLEDGSTITEEIKEQDPE-----KYMRILEALSATGLRAIRYAKEIPNVKELVANDLIP

GFPQ-------------HRQGPSR--------------KRRKTADGSTRATGE-----------RYMRILEALSATGLRAIRYANELPHIQKVVANDLLP

GPRS-------------NNKTQKKI---------QHMDKRRKLNNSSAKNARSDND--------SYLNILEALSATGLRAIRYANEIPHIKEIVANDLLP

GSSS----GSKNRKGRRDNNKKKRTSSEKDQEQKDDDLKRRKLSNGNVEITTTGIPTK------PYIKILEALSATGLRAIRYANEIPHVKEIIANDLLP

GPKA------KNNRKTVIKPSHKRANEDS-DSDDQTSIKHRKLEDGSVQVETFVHRK-------PYLKILEALSATGLRAIRYAKEIPNVKEIVANDLLP

GSKLPPSININNKRVKNQNTEKENDEP---VANEEITAKSRKLEDGSRGDVKDEIKRENKKETIPYIKILEALSATGLRAIRYAHEIPNVKEIIANDLLP

GPKS------SGNGKKSKKAQNKRS-----IEEDEDIAKIRRLADGSKQEISTSKHA-------PYLKILEALSATGLRAIRYAHEIPNVKEIVANDLLP

RENK-------------HKKGSKR------SSEDEPLEKRRKINTDNDDR--------------RYMRILEALSATGLRAIRYAHEIPRVKKIVANDLLP

GGQT-------KIGRKSKSNSRKRSNT---GEDDGTCEKRRKLDDKSAERNVP-----------SYMRILEALSATGLRAIRYAHEIPHVKEIVANDLLP

QEEQ------RESRELKSKNKKRKPIESNEDGSDYDTIKRRKLNEDQDSVAVSSKDHSTR----PYIKILEALSATGLRAIRYSKEVPNVKTIVANDLLP

GSKA--------IRGKRVGSNGKRSF----DGTDQEATKKRKLAASKEAVDPTGSGSDDPG---RYIKVLEALSATGLRAIRYAHEIPHVKNIVANDLLP

GTTN------DGNSTKASYTNNKRSF----DGIESGSTKKRRITDGAGNDGAIKSNSPPGL---PYMRILEALSATGLRAIRYAHEIPNAKQIVANDLLA

GNLK------------QTRKGRKRSL----QSPGEESSKKRKLEDGSAETQTSSR---------PYIKILEALSATGLRAIRYAHEISNVKEIVANDLLP

GQAK---------QEKSRGKGKKRG-----LEHGEEASKKRKLEDGSSAEVKASSSR-------PYIKILEALSATGLRAIRYAHEIPNVKEVVANDLLP

GQPK---------QERSKSKGKKRG-----MDESEESSKKRKLDDGSASHVKAANR--------PYIKILEALSATGLRAIRYAHEIPNVKEVIANDLLP

g                                     K r4                       Y6 6LEALSATGLRAIRYa E6p    66ANDL6p

      

      

 : 167

 : 167

 : 151

 : 151

 : 140

 : 149

 : 137

 : 141

 : 190

 : 155

 : 148

 : 152

 : 145

 : 147

 : 161

 : 163

 : 164

 : 147

 : 146

 : 145

      

             

             

YDR120C    : 

Smik_4.365 : 

Skud_4.381 : 

Suva_2.281 : 

CAGL0B0188 : 

KAFR0B0543 : 

KNAG0H0316 : 

NCAS0B0376 : 

NDAI0J0130 : 

TBLA0H0144 : 

TPHA0A0173 : 

Kpol_543.4 : 

ZYRO0D0688 : 

TDEL0F0401 : 

KLLA0F1940 : 

AGR075W    : 

Ecym_4296  : 

SAKL0H1676 : 

KLTH0G1342 : 

Kwal_56.23 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

EAVESIKRNVEYNSVENIVKPNLDDANVLMYRNKATNNKFHVIDLDPYGTVTPFVDAAIQSIEEGGLMLVTCTDLSVLAGNGYPEKCFALYGGANMVSHE

DAVESIKRNVEYNNVENIVKPNLDDANVLMYRNKATNNKFHVIDLDPYGTVTPFVDAAIQNIEEGGLMLVTCTDLSVLAGNGYPEKCFALYGGVNMVSHE

EAVESIRRNVEYNNVGNIVKPNLDDANVLMYRNKAINNKFHVIDLDPYGTVTPFVDAAIQSIEEDGLMLVTCTDLSVLAGNGYPEKCFALYGGANMVSHE

DAVESIKRNVEYNNVESIVKPNLDDANVLMYRNKATNNKFHVIDLDPYGTVTPFVDAAIQNIEEDGLMLVTCTDLSVLAGNGYPEKCFALYGGVNMVSHE

AAVKSIQRNIDYNGVQDIVTANQDDANVLMYRNKSDNKKYHVIDLDPYGTVTPFIDAALQSIEEDGLMLVTCTDLSVLAGNGYPEKCFALYGGVNMVSHD

AAVDSIQRNISFNEVDHLVKANLDDANALLYREKGQNNRFHVIDLDPYGTVTPFIDAALQNIEENGLLLVTCTDLSVLAGNGYPEKCFALYGGVNMVNHE

AAVESIARNARYNGTQQLVQANEDDANVLMHRETAQGRKFHVVDLDPYGTVTPFVDAAVQSVEDGGLMLVTCTDLSVLAGNGYPEKCFALYGGVNMVSHE

AAVESINRNAQYNNVEDKVTGNLDDANVLMYRNKAQGTKYHVIDLDPYGTVTPFVDAALQSIEEDGLMLVTCTDLSVLAGNGYPEKCFALYGGVNLVSHE

AAVESISRNAQFNNVSHIVKPNLDDANVLMYRNKAENNKYHIIDLDPYGTVTPFVDSALQTIEEDGMMLVTCTDLSVLAGNGYPEKCFALYGGVNMVSHE

EAVESIRRNAQYNNVLDIVKPNQDDANVLMYRNKAQNKKYHIIDLDPYGTVTPFVDAAFQNIEDDGLMLVTCTDLSVLAGNGYPEKCFALYGGVNMISHE

AAVDSIKRNVEYNKVEAIVKPNIDDANILMYRNMASNTKYHVIDLDPYGTATPFVDAALHSIEEDGLMLVTCTDLSVLAGNGYPEKCFALYGGVNMVSHE

EAVDSIRRNAEYNKVENIVKPNIDDANVLMYRNKSTNTRYHVIDLDPYGTVTPFVDAALQTIEDDGLMLVTCTDLSVLAGNGYPEKCFALYGGVNMVSHE

EAVESIRRNAEYNHVEELVEPNTDDANVLMYRNKALNQKYHVIDLDPYGTVTPFIDSSLQAIEEDGLMLVTCTDLSVLAGNGYPEKCFALYGGVNMVSHE

EAIESIKRNVQFNGVENIVKPNLDDANVLMYRNKSENVKYHVIDLDPYGTVTPFVDAALQSIEENGLMLVTCTDLSVLAGNGYPEKCFALYGGVNMVSHE

EAVESIKRNVIYNEVSDKVVPNLDDANVLMYRNKSKNEKYHVIDLDPYGTVTPFVDASMQSIEDGGLMLVTCTDLSVLAGNGYPEKCFALYSGVNMAGHD

EAVDSIRRNIDYNHLSHLITANQDDANVLMYRSKAEGKKFHVIDLDPYGTATPFIDASLQSIEEGGLMLVTCTDLSVLAGNGYPEKCFALYGGVNMAGHD

DAVESIKRNVQFNDVSNIVTPNKDDANVLMYRTKSEGGKFHVIDLDPYGTATPFIDSSMQCIEDGGLMLVTCTDLSVLAGNGYPEKCFALYGGVNMAGHD

AAVESIKKNVEYNKVEKIVKPNLDDANVLMYRNKSTNTRYHVIDLDPYGTATPFIDAAMQTIDDEGLMLVTCTDLSVLAGNGYPEKCFALYGGTNLAGHD

EAVDAIQRNVDYNKVGHIVKPNIDDANVLMYRNKAAHKRYHVIDLDPYGTATPFIDAALQNIEDDGLMLVTCTDLSVLAGNGYPEKCFALYGGVNMAGHD

EAVEAIQRNVDYNDVGHIVKPNIDDANVLMYRNKANHKKYHVIDLDPYGTATPFIDAALQNIEEDGLMLVTCTDLSVLAGNGYPEKCFALYGGVNMAGHD
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 : 240

 : 249

 : 237

 : 241

 : 290

 : 255

 : 248

 : 252

 : 245

 : 247

 : 261
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 : 264

 : 247

 : 246
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YDR125C (ECM18) 

  

             

             

YDR125C    : 

Smik_4.371 : 

Skud_4.386 : 

Suva_2.288 : 

CAGL0B0196 : 

KAFR0B0538 : 

KNAG0H0312 : 

NCAS0B0371 : 

NDAI0J0121 : 

TDEL0F0410 : 

KLLA0F1962 : 

AGR062C    : 

Ecym_4285  : 

SAKL0H1650 : 

KLTH0G1317 : 

Kwal_56.23 : 

ZYRO0D0666 : 

YLR099C    : 

Smik_12.15 : 

Skud_12.16 : 

Suva_10.18 : 

CAGL0M1146 : 

TPHA0A0169 : 

Kpol_543.4 : 

KNAG0G0214 : 

NCAS0B0512 : 

KAFR0B0283 : 

TBLA0H0140 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MLLIKRYLMDPESLRRQIMNVYKCYMWKRAFHSNRSLLEVKRRE-KSLQRKILERILRP---KE--ENAVKKSGFKLWSSHLNNPHKT--------YMRL

------------------MYINKCCKWSRAFHSSRILLEEKHHD-KSLQRKILERILRP---QE--ENAIRKSGFKLWLSHLSNSRKT--------YERL

--------MYTEDLRKQIMSIYKHCKWIRAFHASRFSLEEKRHQKKSLQRKILERILRP---KG--ENTVRKSGFKLWSSHLNNSKKT--------YERL

------------------MLMCRYCKWDRALHTSRSLFEEKTLQKKSLQRKILERILKP---KG--QNTVRKSGFKLWSSHLNGPAKT--------YERL

------------------MV-----RNSSQVRHFSSYLRLCQQQ-KNLETRVISRILKP---ANSTDNNEARSGWKLWAGHLFKTKKET-------FDKL

------------------------------------------MGGTVLRGKLLRKIFRP---APVENSLSLSSTLSLWASHLGSESKS--------KARL

-----------------------MRGIVKLQRRCFSAHGNVVLQSTNVQAKILKRAWNN---T----EQLRVSSFKLWLSHLRGVTYT--------RDRL

-----------------------MYHVPGKQCIRLLHVTQAISRERSLEARIISRVLLSPDQANG-ATQKRVSTLKLWLSVLKKSYDP--------ERCL

--------------------------------------MSKPVVGKTTPPRLLSRLIRSMVQSNSNKDTINISAFKTWTSHLSSSWNT--------VEQL

---------------MVIPVRLVIGRGGRRGFASTLVALRERTLQQKVFNRLLRPPRKI---TK--EEKSAKSSIKMWLAHWNNEKET--------EREL

-----------------------------------------MTVRRSLALRLLRKGMSQ---PD--ELSLKRSGWKQWWNSLNYDAKG----------SL

--------------------------------------MAHNTNGGPVALRILRRLLNA---V---PADQQASGFILWLQNRGQNGSA----------QV

--------------------------------------MNRVSHTRFSPWRLLRRLFKP---L---PLEHRRSGWKLWATQLVE--KP--------FLRL

---------------------------MLGPPILRKFSTTAFCSKKSLPQRIVKRMIVP---P---QNACVKSGWQLWYSHLKNNTKD----------KL

---------------------------MRAPLRHFRLLSTKSKPQSSLPRRLLKRLISP---P---AETPQISGWKEWFAHLNDDSRI----------QL

---------------------------MLKLSKYARFHSTSSKPSRPLLRRIVTRLVSP---P---ANYPKESGWKQWIAHMRKDSKK----------EM

---------------------------------------------------------------------MMWWITDWMSRKDP-------------VADL

---------------------------------------------------------------------MWTNTFKWCSKTEKETTTADAKVCAS-VQGL

---------------------------------------------------------------------MWTNTFKWCSKGEKESTTADAKVCAS-MKGL

---------------------------------------------------------------------MWTNTFKWCSKTEKETTTADAKVCAS-LHGL

---------------------------------------------------------------------MWTNTFKWCSKTDKETTTADAKICAK-VHGL

---------------------------------------------------------------------MWCK-----------------------GDDL

---------------------------------------------------------------------MWSSYFKFNKCEP--------------TNKL

---------------------------MIRNSARFFSTNTTLYQRTFARRLLVRLVWSNDTVEKKSGFKMWTTYLKNDKCDS--------------LKTL

-------------------------------------------------MAFLWGSFCSSAGGVAGVEDVVDLMSPKDRK------------------QL

-------------------------------------------------MLDSIPILNS-------------------GEHTTKKCSH--------TKDL

-------------------------------------------------MKMLSSIFNT---NK----VCAAKS--------ETVTMT--------DIKL

----------------------------------------------------------------------------------MKSQSN--------IQTL

                                                                                                   6

      

      

 :  86

 :  68

 :  79

 :  69

 :  66

 :  47

 :  62

 :  68

 :  54

 :  72

 :  44

 :  46

 :  46

 :  57

 :  57

 :  57

 :  18

 :  30

 :  30

 :  30

 :  30

 :   8

 :  17

 :  59

 :  33

 :  24

 :  28

 :  10

      

             

             

YDR125C    : 

Smik_4.371 : 

Skud_4.386 : 

Suva_2.288 : 

CAGL0B0196 : 

KAFR0B0538 : 

KNAG0H0312 : 

NCAS0B0371 : 

NDAI0J0121 : 

TDEL0F0410 : 

KLLA0F1962 : 

AGR062C    : 

Ecym_4285  : 

SAKL0H1650 : 

KLTH0G1317 : 

Kwal_56.23 : 

ZYRO0D0666 : 

YLR099C    : 

Smik_12.15 : 

Skud_12.16 : 

Suva_10.18 : 

CAGL0M1146 : 

TPHA0A0169 : 

Kpol_543.4 : 

KNAG0G0214 : 

NCAS0B0512 : 

KAFR0B0283 : 

TBLA0H0140 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

EELQRRIMEEV--HVEG--IKKNDKLFNEINQWHFQNE--NTST--VRTPTLLIHGYAASSMSFFRNYPGLSKHIRNLYSIDMPASGLSS--VPSLEINT

EKLQKCIMEQV--HVEG--SKNNDKLFDEINQWHFRNE--KAST--VLTPTLLIHGYAASSMSFFRNYPGLSKHIQNLYSIDLPASGLSS--IPPLEINA

EELQKRIMDQV--HVEG--LKKNDKLFNELNQWHFQNE--KAST--VLTPTLLIHGYAASSMSYFRNYPGLSKHIRDLYSIDLPASGLSS--IPSLEINA

RELQNCIMDQV--NVEG--SKKNDKLFDEINQWHFQNT--KAS---IRTPTLLIHGYAASSMSYFRNYSGLSKHFQNLYSIDLPASGLSS--IPPLEVNT

KMLQSRIMGDI--EIAG--HSSNKILFDEINQWHFHNN--LAKK--VRTPTVLIHGYAATSTAFFRSIPYLNRDIKDLYTIDLPGNGLSF--TPSLDLEV

RDFQDAIMK----KVPSYAEKSNVITSEGLNQWHFHNS--KCRN--VTVPTLLLHGFASSSMSFFRNFTGLSQDIMDLYAIDLPANGLSR--SLSTKFYR

RVYQKKLMEGV--NLPQSVRCVNATTSRGINQWHFHNPSLVGSEAAVKPPVLLIHGYASSSMSYFRNFRGLSSQCKDVYAIDLPANGLSR--EISLSEDA

AEKQNELMENI--HVAG--TKENTMIDGVLNQWSFHNS--SATA--VTTPTLLLHGYAASSLCFFRTFVPLSRSIKNLYATDLPGNGLSK--NKSFFSVM

KMLQAKLMNQI--EVEG--TMTNEMVNDELNQWSFYNN--NTST--VTIPTLLLHGYAASSMSFYRTFAPLSNNFKNLYAIDLPANGLSV--AIPLKITK

KDFQDLIMVNV--DVAG--TKDNQIVAHGINQWHFNNP--AATA--ITTPTLLIHGYAASSMAYYRNFTGLSQTVTDLYAIDLPANGLSA--EQPFKLNG

KHLQQNLMDQL--QFDSGISVENSMLLGEINQWRISNP--TAKA--VGVPTLMIHGYAASSMTFFRNFEQLSLSLKDVYAVDLPGNGLSK--ELPLSVDS

ERWQTALMEPL--GAAG-----RESVVGGLHQWYFANA--GAP---IRTPTVLLHGYASSAVSFHRNLAALGAQVEQLYALDLPGNGMSQ--ELPLGPAA

KRLESQLM--I--GMPS--KPENVLLMDVINQWSFYNP--DAK---IQTPTLLLHGYATSSMCYHRNMPQLSEGIKHLYTIDLPANGLSK--ELPLELDI

SQLQKQIMEEV--KVPG--TMENELLMGEINQWHFYNA--SAS---IKTPTLLLHGYAAASMGFHRNFAGLSSRIQNLYAIDLPANGLSPGSSQPLVVSC

KQLQDNLMKDV--KVDG--SMENTLMMGEVNQFHFQNS--LAE---IKTPTLLLHGYAASSMAFHRNFEGLSKCIRDLYAIDLPANGLSP--PQPLEIRC

EHLQAKIMSDV--VVEG--SADNRLLMGEINQWHFHNP--KGE---IRTPTLLVHGYAASSMGFHRNFPGLSQSIKDLYAIDLPASGLSP--ALPLEMRC

KHFQDKIMNLV--KVGG--NMENTMVNGQVNQWHFHNS--NASE--VTTPTLLIHGYAASSMAYYRTFQGLTDKISDLYTIDLPSNGLSK--ELPLILDG

KALQQQIMDST--TVRG--SVNNTMTPGGINQWHFHNK--RANK--VCTPTVLIHGYAASSMAFYRTFENLSDNIKDLYAIDLPANGASE--APALQVNK

KALQQQIMDNT--TVHG--SVNNTMTPGGINQWHFHNN--GANK--VSTPTVLIHGYAASSMAFYRTFESLSNNIKDLYAIDLPANGASE--APVLQVDK

QALQQQIMDST--TVHG--SVNNTMTPGGINQWHFHNN--RASK--VCTPTVLIHGYAASSMAFYRTFESLSDNIKDLYAIDLPANGASQ--APALQVDK

KALQQQIMDST--SVSG--SVDNTMTPGGINQWHFHNS--RASK--VSTPTVLIHGYAASSMAFYRTFKNLSDNIKDLYAIDLPANGASE--APALQVEG

ETLQYKVMEEV--PVEG----QRAVLRCGVNQWYFR----GGDR--VVTPTLLVHGYGASSMAYHRCFAPLSRHIRDLYAIDLPANGLSE--APPLVAEG

KTLQDEIVSNI--EFHGDVTTTNTMLFDEINQWHFHNNAVNGDL--IETPTLLVHGYATSSLAYYRNFAGLSSYIKDLYSIDLPTFGLSK--TPELPTRK

KEYQDKIMDTV--EING--TKKNDLILNEINQWHFHNP--EASL--VDTPTLLIHGYAASSLAYFRTFSGLSDKIKNLYAIDLPSFGLSN--APPLDFKE

SQLEAAVISGVREQLPAGVTLSQMMVADEINEWRLQNSG-DADRIAVHTPTVLIHGYAASSMAFHLNVAGLSNAFSDLCVVDLPANGLSR--EPPMLGPK

KTHQERIMSLV--KLPATTTVTNSLINGEINQWHLHNP--AAAK--VDVPTVLIHGYAASSMAYYRTLATLSKNVKDVYVIDLPANSLSS--VPPHSDIS

KALEEKIMEKV--TVPG--TKTNQMVNNEINEWHFHNP--NASK--IKTPTLLIHGYAASSMAFHRTFNRLSTDIKDLYAIDLPGNGLSS--APELSDVI

TDLQSKVMDDI--SISG--TMDNSMAFNEINQWHFHNA--NAST--IKTPTVLIHGYAASSMAYYKTFRYLTGSIKDLYTIDLPGFGLSA--SPKIIIND
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 : 176

 : 158

 : 169

 : 158

 : 156

 : 137

 : 158

 : 158

 : 144

 : 162

 : 136

 : 132

 : 133

 : 148

 : 146

 : 146

 : 108

 : 120

 : 120

 : 120

 : 120

 :  94

 : 111

 : 149

 : 130

 : 116

 : 118

 : 100

      

             

             

YDR125C    : 

Smik_4.371 : 

Skud_4.386 : 

Suva_2.288 : 

CAGL0B0196 : 

KAFR0B0538 : 

KNAG0H0312 : 

NCAS0B0371 : 

NDAI0J0121 : 

TDEL0F0410 : 

KLLA0F1962 : 

AGR062C    : 

Ecym_4285  : 

SAKL0H1650 : 

KLTH0G1317 : 

Kwal_56.23 : 

ZYRO0D0666 : 

YLR099C    : 

Smik_12.15 : 

Skud_12.16 : 

Suva_10.18 : 

CAGL0M1146 : 

TPHA0A0169 : 

Kpol_543.4 : 

KNAG0G0214 : 

NCAS0B0512 : 

KAFR0B0283 : 

TBLA0H0140 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

TTP------LPLDIKFIG-ENKFKVP-----YTINANHN----------KFVIQM---YEDFYLDRIEQWRIDN-KLGKMNVVGHSFGGYLSFKYAVKYP

TTP------LPLDIEFTG-KNKFKIP-----YTINLNHH----------KFVIQM---YEDFYLDKIEQWRIDN-KLGKVNIVGHSFGGYLSFKYAAKYP

TTP------LPLDIKFIG-KNKFKIP-----YTINANHH----------KFVIQM---FEDFYLDRIEQWRIDN-KLGKMNIVGHSFGAYLSFKYAVKYP

TTP------LPLDIKFIG-KNKFKIP-----YTINASHH----------KFVIQM---FEDFYIDRIEQWRIDN-KLDKMNIVGHSFGGYLSFKYAVKYP

SKP------LPLKIENIDDGNEFQLP-----YVIDSAHH----------RYVLQK---LLDYYVDRIEQWRLDN-KLGKINVVAHSYGGYLSFNYALKYP

VSP-----KETRKFDMLD-DIHFQLL-----SHGNYHAE----------KELIQK---CEDYYIDTIERWRRSN-ELHKINIVAHSFGGYLSFKYALKYP

DLK--DLVKYSLQVKGLDSPGQVKVT-----KPYNNKLC----------ATQLRI---LEDYYVDEIERWRVEN-QIDQLHLVGHSFGGYISYKYALKYP

YGN------EYMKVKYEE-NNKFSIK-----YLNSLKDQ----------TNSIKH---SEDYYIDAIREWQLSN-NLPKINLVGHSFGGYLSFKYALRYP

QRK------RLYEVKYKE-NNKFSIS-----YPVPIEEQ----------KPLIEQ---YENYYLDAMRSWQVAN-NIEKFNLVGHSFGGYFSFKYALRFP

DKP------RSLKVKYLD-NDKFSVQ-----HVIDESGT----------KQMIQQ---CESYYLDKIEEWRKVN-KLEKINLVGHSFGGYLSFKYALKYP

MQK-----PDRVEFNETVKGQYFRLQ-----NPVDEEKY----------KKHLAH---YEDYYVDALEKWRKEN-KLSKINLVGHSYGGYLTFKYSLKYP

ARA------LARRCGA---------------------------------RADIRA---LADYYLDALERWRAAN-GLETLNAAGHSFGGYLAFKYALRHP

AKP------IVFKPEFNSVKSEFHIP-----YTIDGLHH----------RCAIQK---LEDYYIDSIELWRRKN-SLGAINLVGHSFGGYISFKYSIKYP

GEP------LPMKAEFS--NDRFKIP-----YTLEYLHQ----------KSFIQQ---LEDYYLNSIEQWRIDN-KLNKINIVAHSFGGYLSTKYAIKYP

TEP------QPLKIEIS--NDTFKLP-----YTINSLHH----------KSAIQN---FEDYYLDALEQWRLDN-KLGPINIVAHSFGGYISFRYAVKYP

TQP--------LDLKINMSKDTFSLP-----YTINYLHH----------KSLIQN---YEDYYLDAIEQWRHDN-KLGPINIVAHSFGGYLSFKYAVKFP

QTP------PPLKVEIHKDGSKFKII-----ERVDAEHC----------RSVVKQ---YEDYYLDSIELWRKHN-GIGRFNLVGHSFGGYIAFKYAVKYP

TKK-----IKSLRFKHIEDDVVIPVI-----EKRPPAEDI---------KSHLEQ---YESYFVDRIEQWRKDN-KLRKINVVGHSFGGYISFKYALKYP

TKK-----VKSLRFKHIEDDVVIPVL-----DRRPPAEDI---------KSHLEQ---YENYFVDRIEQWRKDN-KLRKINVVGHSFGGYISFKYALKYP

TKK-----IKPLRFKHIEDDVVVPVL-----DKHPPAEDI---------KSHLEQ---YENYFVDRIEQWRKDN-KLRRINVVGHSFGGYISFKYALKYP

VKK-----IKSLRFKHVEDDMVTPVL-----DKRPPAEEI---------KSHLEQ---YESYFVDRIEQWRKDN-NLRKINVVGHSFGGYISFKYALKYP

EAPKAKFKIEENKFTVVQGARRAAEP-----VTDAQVDQELMLRTHREKRRYLQQ---YEDYYVESIEQWRKEN-NLDKFNLVGHSFGGYLSYKYALKYP

VTK-------NLKVTLSNSNDKSDDPKKITSFQLSKDDIKHNEKYYNETKKELEI---NENYYIDRIEKWRIEN-KLDKINLVGHSFGGYLSYKYATKYP

KVS-------DIKIKLSDDNTKFKIS-----DSNRVDSLDL--------KKLIGK---YEDYYVEKIEDWRKAN-KLEKINLVGHSFGGYISFKYAIKYP

VKG------QPVHWKELDKKTGSLTV-----VCEPPSKMSS--------SGVLDDPGVYEDYFVDRIEKWRLAH-GFDNINVVGHSFGGYMSFKYAIKYS

HLKINKIKVVQVSKDKENEKYVFKVA-----PPHAYDAQRE--------KQVIDK---LENYYLDVIEKWRRANYGLDKFNLVGHSFGGYLSFKYAIKYP

KMK-------DLKITLNKSKDGFTLK-----KAIDLEIE----------KANLAK---YENYYLSRIDEWRKFH-GIEKLNVIGHSFGGFISFKYAITHP

HNR----KKSQFDIKLIDSKDSNNNK-----FSISKKNLKLLENGNIEDKAFISA---FDDYYIDRIEKWRKFN-NLGKINVIGHSFGGYISFKYAIKYP
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 : 250

 : 232

 : 243

 : 232

 : 231

 : 212

 : 237

 : 232

 : 218
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 : 212

 : 189

 : 208

 : 221

 : 219
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 : 200
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YDR423C (CAD1) 

  

             

             

YDR423C    : 

Smik_4.698 : 

KAFR0E0329 : 

KNAG0C0321 : 

NCAS0F0110 : 

TBLA0D0164 : 

TPHA0K0052 : 

KAFR0C0540 : 

NCAS0H0256 : 

NDAI0C0106 : 

Kpol_1004. : 

YML007W    : 

Smik_13.14 : 

Skud_13.14 : 

Suva_13.15 : 

CAGL0F0306 : 

CAGL0H0463 : 

KNAG0B0368 : 

TPHA0D0234 : 

TBLA0G0093 : 

Kpol_1023. : 

ZYRO0D1258 : 

KLLA0A0176 : 

ADR195C    : 

Ecym_4064  : 

TDEL0A0392 : 

SAKL0G0495 : 

KLTH0G0378 : 

Kwal_47.18 : 

NDAI0H0161 : 

Skud_4.697 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-----------------------------------MGNILRKGQQIYLAGDMKKQMLLNKDGTPKRKVGRPGRKR-IDSEAKSRRTAQNRAAQRAFRDRK

---------------------------------------------------MSEQVLANKDGIPKRKVGRPGRKR-VDSEAKNRRTAQNRAAQRAFRDRK

-----------------------------------------------------------METEVKRRVGRPGRKK-LDADAKNKRTQQNRMAQRAFRERK

-----------------------------------------------------MALTTGAAAETAKKVGRPGRRK-LDVEAKNKRTQQNRVAQRAYRERK

-----------------------------------------------MSTTDEQQQQQQQPVVVKRRVGRPGRKP-LDTAAKNRRTAQNRAAQRAFRERK

--------------------------------------------MVNSSITSPNSNSNGTATTTTSKVQK---D--SNAELKSKRTAQNRAAQRAFRERK

------MSV-VSNSKRVLDA-------------------------------NIGDSESSSSAASRKKVGR---KLLNDSDVKSKRTFQNRNAQRAFRERK

------MSALTASTKRPLES-----------------------------TTSTDNDTDDKNAIPKKNNASKSSRTELDQEAKLKRTAQNRAAQRAFRERK

--------MSTTTAKRPLELDPN-----SRLQFAQSKEQQQELERYSTEDAGSRKKQEVSGTSNAAATTNMTKKQ-LDIEAKNKRTAQNRAAQRAFRERK

-----MTTVGTTTGKRQLDLIDQQQQQQQQFETQNANNTRPKDSTENATTNPMKKQDLDNKTNTEQSNGNSKKKQLLDPEARNKRTAQNRAAQRAFRERK

--------------------------------------MDANNDIDFMDFLTESSSIDSRKNYLNLSTSNKIRKNDIDAEARIRRTAQNRAAQRAFRERK

--------MSVSTAKRSLDVVSPGSLAE-------FEGSKSRHDEIENEHRRTGTRDGEDSEQPKKKGSKTSKKQDLDPETKQKRTAQNRAAQRAFRERK

--------MSVSTAKRSLDLVSSGSLAE-------FDDSKPHHEEIENEHTSNGTRDNDDNEQPKRKGTKTSKKQDLDPETKQKRTAQNRAAQRAFRERK

--------MSVSTAKRSLDLASPGSLAE-------FDDSAAHHDEIENEHRHDSTRDDDDNEQPKKKGTKISKKQDLDPETKQKRTAQNRAAQRAFRERK

--------MSISAAKRSLDLVSSSSLAQ-------SDDSVSHHDEVENDHIHDDMHDNDDNDQPRRKGSKTSKKQDLDPETKLKRTAQNRAAQRAFRERK

-----------------------------------------------------------MSKVSKEGKKKAGRKI-IDTEAKNKRTAQNRAAQRAFRERK

------------------------------------------------------MAEVDNGGAQKSSASRKKRYQELDPETRMKRVAQNRAAQKAFRERK

------MAATVASAMVTPEV-------------------------HADRGRDRDLEVVDSGAEPLKKRTHTASKP-LDKEARMKRTEQNRAAQRAFRERK

---------------------------------------------------------------MEEYLDTGKDKEQNNADYRMKRIAQNRAAQKAFRERK

MSDTAVMPTNSSTIKRHLDA-------------------------------SDANETASATKETKKKSNKVGRKL-SDQEAKSKRTAQNRAAQRAFRERR

--------MTSVTVKRPLDESLT-----------------ALSPNDNNSSILNASTDVDASTVANANKKKVGRKLLGDHEVKNKRTAQNRAAQRAFRERK

--------MSTTSAKRPLEP------------------------TVSLDFAEDEADDSPTSDEPRKKGGKPGRKP-LDSEAKSKRTAQNRAAQRAFRERK

--------MSTSTAKRPFDNKRA-------------------GSPDDGTDSDSGGNNSGSSPASKRRERKPGRKP-LETEAKDKRTAQNRAAQRAFRERR

------------------------------------------MSTAGQVKRSFEEQDGPYVGETKRRGNKPGRKP-LDTEAKNRRTAQNRAAQRAFRERK

------MSLAHNRLKRSLEDDD--------------------MTSSSSSGGSTATQLVFEGGGSRRKGNKPGRKP-LDTEAKNRRTAQNRAAQRAFRERK

MERALPPLISRTSTRSNTSS----------------------MSAMSASTVKRPLEQSSSPMAPAAKGSKPGRKP-LDEETKNKRTAQNRAAQRAFRERK

MSTVAATAPAATTSAASAAA----------------------AAAAVHKRPLDNEPTAQAKRKGTKPASKPGRKP-LGTEAKNKRTAQNRAAQRAFRERK

----------------------------------------------MSTVKRQLEASTPPADLPKRKGSKPGRKP-LDTEAKNKRTAQNRAAQRAFRERK

----------------------------------------------MTTVKRELETPTAAEELHKRKGSKPGRKP-LDTEAKNKRTAQNRAAQRAFRERK

----------------------------------------------------------------------------------------------------
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EAKMKSLQERVELLEQKDAQNKTTTDFLLCSLKSLLSEITK-YRAK--NSDDERILAFL-----------------------------------------

EARLKSLLERIELLEQKDAQNKSVIDFLQSSLKSLLSEVTK-YRAK--NVNDERILAFL-----------------------------------------

EAKLKLLENEVDKLQLENLSKAEIIEFLKQNVMTLLGEIKN-YRKQ--TNKDKKLLDTIGK---------------------------------------

EAKLRTLEHKIAALERLNSYNEDRAELMAAHLRDLLGEANK-FRGE--KPRDKTVRELLTARDPTRDTLRREL---------------------------

ERKMKELEDKISDLERIKDNNEVESTFLRDYMMDLICDMQK-YRPN--NSTDSKVLKYLSLKKKNQPSMKATSIDSLI----------------------

EKKMKSLEEKVVELEKVCRAHESETSFLRSQLILFGTELRKQHNTGNTPSNNNSISNYRNRHKNSIASNHSNSSNHSNSNSISVPNSLSRHSSTSSIINQ

ERKLKELEDKVLALEQVNEAKELETNFLRSRLKSMADELKK-YRPA--QSSDLEVLEYLAKKEQLAKYNHNANPIKEEEEVKEEEEDEEGEEGGDNIHAN

ERKMKELEAKVDHLSNIQKQNEIESEFLRSQLITLVKELKK-YRPE--TANDSQVLNYLAKHE-------------------------------------

ERKMKELEEKVNNLTKIQKQNEIESEFLRGQLITLVNELKK-YRDP--NPNESKVLEYLSQHNGNN----------------------------------

ERKMKELEEKVANLTKIQKQNEIESEFLRSQLITLVNELKK-YKPN--NENASKVLNYISNSNSNSNPDLNLN---------------------------

EKKMKELENKVNSLENIHQKNEVETEFLRSQVLTLVNELKK-YRSE--TTSDSKILKLVSNSRENTRDLRH-----------------------------

ERKMKELEKKVQSLESIQQQNEVEATFLRDQLITLVNELKK-YRPE--TRNDSKVLEYLARRDPNLHFSKNNVNHSNSEPI-------------------

ERKMKELEKKVQSLESIQQQNEVEATFLRDQLVTLVNELKK-YRPE--TRNDSKVLEYLAKRDPNLHSSSIKANHNNSRPI-------------------

ERKMMELEKKVQGLENIQQQNEVEATFLRDQLVTLVNELKK-YRPE--TRNDSKVLEYLASRDPNLPTSNNSTNSSSNRPI-------------------

ERKMKELEKKVHSLESIQQENEVEATFLRDQLVTLVSELKK-YRPE--TRNDSKVLEYLARRDPNLHPPNSNTNNNSEPI--------------------

EAKLRALEETIVVLKGMNSKKNSETEYLKECLSELLTEVTK-YRPA--NEKDQGILKRLKEIKADDLKSVEVVPEQPSATNFM-----------------

ERKMKELERKVVDLENLTKLNEVETNFLRDQLSILVKELRK-YRPE--TKQDHKVLKYLEKHKGGAAGAGNGAATGSVSTS-------------------

ERKMKELEAKVDKLTRIQKQNEVESEFLRGQLVTLVHELKK-YRPE--TSNDSKVLEYLAKHDNV-----------------------------------

EKKMKELQEKVRKLENINEKNEIETVFLRTQLLSLVNELKK-YRID--KNDDFRLKKIGSQLKHEKLNLNKLTKSSSSSSRLSSLME-------------

ERKMQELEDKVKSLEEVHKKSEIESQFLRDQLKVLLGELQR-YRPE--RQNDAKVKEYLSTHKFD-----------------------------------

ERKMKELEDKVHELEKVKQQNDVESEFLRNQLTLMIDELKK-YRPE--KSSDIKVLEYLAKHEE------------------------------------

EKKMKELEDKVHALEELNQQSLVETEFLRSQLVTLVTELKR-YRPE--NPNDSQVLQYLAKTENSKSDDSSQNKK-------------------------

ERKMKELEDKVSQLESLNKQSELETKFLRNQVTNLLSELKR-YNPELPKKRDSILLDYLAKQRKASIDSNPDFSAAAN----------------------

ERKMRDLEDQVRRLEEERSSAECEVQSLRGHVIALVRELRR-WRAR------------------------------------------------------

ERKMKDLEDKVRKLEEQRLQSEREVQSLRNQVVSLLRELKK-YRPG--SP--------------------------------------------------

EKKMKELEDKVQSLEQANRDTVVESEFLRSQLLTLVNELKK-YRPA--KANDLQVLDYLAKHERT-----------------------------------

ERKMKELEDKVTHLETVREQNEVETEFLRSQLMTLISELKK-YRPE--QSMDTQVLEYLAKREEEKKDNSQDRSGGSANTSEEGADVSH-----------

ERKMRELEEQVERLEKVREQSEMESEFLRSQLQMLIAEIQK-YRPQ--QSSDSQVLKYLAEAEERCKAAPVEKRTGRNAARSSI----------------

ERKMRELEEQVERLERVREQSELESEFLRSQLQKLLAEIQK-YRPR--QSSDSQVLNFLAKAEERRKSSQEAAAAAAAAATTAATTTG------------

---MKELEDKISSLEKIKDENSIETSFLRSYMTDLINEVNK-FRPK--NTTDSKILKYLSMRNTHMHNNPPNIDTLLELEKKRKEREER-----------

----------------------------------------------------------------------------------------------------
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----------DDLQEQQKRENEKGTSTAVSKAAKE------------------------------------LPSPNSDENMTVNTSIEV-QPHTQENEK-

----------DDLQEQQEREKEKEASTKINETTET------------------------------------LPSFRVIRNTTVNTDTEV-ETHLHSSRN-

----------LENDGMDATTLQHSPVSNYGSPPVL---------------------------SHDEDDEIEEHDDEEDEDVKRERFQQD-----------

----------EAAEDAHSANEATAAAAVVADPVPQ-----------------------------ANDKPISTATPSSTRSEPSVATTST-STSTSSSTA-

----------EMENKKTDEISKESPDSTLNNNANN-------------------------NNNNNNNDTNQVPSPNESTGSHISSPDSQ-SLKHDEGLR-

PNSMSMSMSMSNPNANSNLTINHHHTNSTTTPYNG-------FANLNYSFLQTTSSTTAYNTNTSSPLSFTLHSPSNNNNHLMNSNNST-ILSANKESP-

QSFEQES---AKQKQEILSNIEKKKDFTFEYPKQN-----------------------------------KMPSPESSTSITSSVVTSG-KYNVQLQQG-

-------------NGNFNENLSKKSNFSFAFPWDD------------------NNATTDKSDNLNTTTNNNIPSPDNSPVTASNDKKNYPSSVSSIEPL-

----------KDFTFQFPETSNLNKKVTIPSPDGS-----------------------FERQQQKKPSTSSISSNDDSSSSNLMQTINT-PSMSTTTSV-

----------SKFSPMESDASAMKRSTGSVSSGDS-----------------------------NSRTMTSMDAPSMSTTTSVQSNPLNLKPHNNMTLN-

----------DSITSLDSDQSPLNDISKFNLNLGH----------------------------------INLSNSPNSSSIMSLSPTAS-----------

----------DTPNDDIQENVKQKMNFTFQYPLDN-----------------------DNDNDNSKNVGKQLPSPNDPSHSAPMPINQT-QKKLSDATD-

----------ITPNDEIQENVKQKMNFTFQYPLDN-------------------------DSDENKNKERQLPSPNDPNHSVSIPIAQK-QKKSSNTTD-

----------ITPSEEIQENVRQKMNFTFQYALDN----------------------------DSKNLEKQLPSPNDPSHSAPIPTTQA-QKKSSDATD-

----------VTPNDDIQKNVKQKMNFTFQYPLDN-------------------------DDNDGKNMEKQLPSPNDPNHSAHVPIAPT-QKKLSDATD-

----------NSPTNITTAGSDKQADKTSSKKSSP--------------------------HVKLESNTSSVSVTSEERGVLSHTPTTT-NTSFDTSPS-

----------TRHTDLAASNANRVSKDSSILPGAK----------------IIRQDLESFNENRHFNVTGQLTPPGNTSSSTTANSVAA-NAKKQSIPH-

----------PPNQQGQAPAARDRGDFSFEFPWKG------------------------------------RTAPEFDNSTTQETTTAT-PSPVSPGTK-

----------DLNSNKIDTITKTLTNSSFASMNGS----------------------THSPTSDFAINNIDIVSPHSASGSFTNQTTAG--TSYSHFSS-

----------PSVVSASNKNSPNDISNNTQIPSPN-----------------------------SSRFDDQVHSPSSETSSKISSNILN-NQDDSNTPK-

----------NGSTEKIKKNIQRKEDFSFEYPPPP------------PHSQTQGSSADTNVTYNKQNTDQRLPSPGSSSGSSPNMLMLN-NKKQSILNN-

----------DSESKEIEESVRRKMSFTFAFPWKNEFNNDHRNSEDKGNLSSHGEQQRSKQQHDNNNILMQFPSPGSSSKSSSQSSSSL--KPKNGLST-

----------KAANSKDSSTAISSSNFQFEFPWKM--------------------------------DPSKIPSPSSDSTSPSASTSIL-DNANNKSVS-

--------------QQGAGGADAEPTAGYDVSWEH-------------------------GAAGARAERRRLGGRRSRRRGEEGALRAGPAGARRRAAV-

----------VLQEPEPTGDEEIQGKFGLNFPWEQ--------------------SSGEEDEDSLSMVITQVPSPKSSNCSISQQDQDQEQQCVSAVAA-

----------EPTDKEIEQSVQKKMDFTFAFPWKD--------------------------RKEAEAQAQHFPSPGSSMLSSSSASVNS-AASPSNKRR-

----------SSSESHIRDNIQKKMDFTFEFPWKD------------------------------NAGRTQFPSPGSSSVSSNHKPSFSSNAPFNATNN-

----------STSNRDDSENASRSRSRSTSLSEHN----------------------TLDTSRPQRYSENSSPADQDEAAKINANVQRKMNFTFEYPKD-

----------DSASRHSSDSLSNSRSRSTSITAQD---------------------GTGVPSHLRGSSNSSPADPDEAAKINANVQRKM-NFTFAYAKD-

----------EQQQQQFHEEEQKQEQVSHEKNSHL------------------SDTNTTNNTNTNQLPANQVPSPNESSGSSIVSNTSSPIINKTNASNF
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----MRRETVGEFSS-DDDDDILLELGTRPPRF---------TQIPPSSAA--------------LQTQIPTTLEV----------------TTTTLNNK

-MVLMEREISGEFSS-DDDDDILLELGTRPPRF---------TQVPSSSVA--------------LQTQLPAAVK-----------------VATATSKE

----MRQEASCEFSSDDDDDDILLELGTRPPRF---------TQVPSSSVA--------------LETQLPAALS-----------------APNSTSNK

----MKEGASSEFPSDDDDDDILLELGTRPPRF---------TQVPSSSIA--------------LQTQLPAVLE-----------------APTTTSNR

----------------------------------------------------------------------------------------------------

---------MDDFSS-SDDDDLLQELIKRPSRY---------TQVSSTQTQV-------------AQTQEPLWQTNAQK-------------GKIDGHNT

---------MSGLSSDDEDDELILQLSALPPK----------TTLQDAPKK--------------YATQVQNNTDQAV--------------QQSKPNPT

------MSDDDAFSS-SDDDDLIFELSTRPPKF---------TQAPESIPQDSIR----------EPESLQTQNDVQYRK------------GTQLNTTQ

-MNNLDNDDDNDIFASSSDDDMILELSTRPPRF---------TQVQNTINNDYTQSQLP------ALDTLPSNATQNVTNAN----------GNATVTAV

MSLSNSHNSSFGSDSDDEDEDLLMELSLRPPKSGFTQSGTQVSNATQNIPRTINNSHTKPLTRVIPPQTLPFTTTQPANSRAKTSPPNNTNYNTNNNDST

------MSFDEGFS--SDDDDLLLELKSKPPRA---------TQIAANT----------------QPTQIPI----------------------VNTNDP

-----MSMNDDSFLDDDDDDDILLELGSRPPKIA--------TQFFSTAPTQF------------LPDTKPSSQEQ----------------QQQTAPSD

-----MSDGLDGFSS-DEDDDLILQLSTKPPKSG--------TQLEESQVETVG-----------GPTQQPSQMDQ------------------------

-----MSSFDDSFD--DDDDDLILQLSKRPPRL---------TQTQ-------------------TQSHLPSQVDE---------------------NQA

--------MADLWDD-NDDDDDILELVNRPPM----------SQMA-------------------VPIKPPESQAE------------------------

--------MSSQWD--EDSDADILELANKPPRG---------TQLTQIES---------------HAETETCGNDE------------------SGTGAR

--------MNSGWSD-EDSDYDILELANKPPKA---------LQVAQCGA---------------VATSQNASTQ-----------------KRDSDKSV

MGSDWDDDDSDDFFS-EEDDDLITQYAEKPPRD---------TQAPYSQAAATVPST--------SVTQVPSTQANTSVA------------HMIHGGGN

---------MDDWDD-DDEDDLIEALSKKPPRE---------PSFGSTQS---------------FQRTQNDPKGT----------------ETQSAVAV

---------MDDWD--DDDDDLLEELSNKPPRE---------QSFGETQT---------------PIHQQNVFLGTND--------------GAHRADSG
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QSKNDNQLVNQLNKAQGEASMLRDKINFLNIEREKEKNIQAVKVNELQVKHLQELAKLKQELQKLEDEKKFLQMEAR-------GKSKREVITNVKPPST

DDENSNVLINQLNKAQGEASILRDKIDFLKKEREKEKSIQAIKVNGLQLKHLQELSKLKQELQKLEDEKKFLQMEAR-------GKPRKEIITAVKAPST

KSDNENVLMNQLNKAQGEASMLRDKMNFLKIEREKEKNSQVIKASELQAKHLQELAKLKQELQKLEDEKKFLQMEAR-------GKSKKEVTATANAPST

KSDKDHVLVNQLNKAQGEASMLRDKINFLKNEREKEKSTQVIKVNELQAKHLQELSKLKQELQKLEDEKKFLQMEAR--------GKPKKDSSALNAPPT

--------------------MLRDKLKLLQAQIEQERSKSNYRVNEVKEEFDKEIQKLRQQLQSLEDEKKFLVLESR----GINAVNQRIKTSPPEAFSR

NQIKYDAAEAQLLKAQGEASMLRDKIALLNAEKEKDRLVQANNVHELKASFQQDINKLSLLIQKLEDRKKFLAIENK---------SLLSKKILPASSPS

DNDRVLELEMKLTKARGETSMLRDKISLLNKEREKDKLNHADTDSQAKQEHERELKYMKQVIQNLKDEKKFLLMEMK------------TKKAVPTSASL

DNTEIPKLHAELNKAQGEASILRDKLTLLNQERDKELAAQLKRTNELKQSHVDELEKLKHELQTLEDEKKFYLMGNR----------------AKTITRT

TRDNNNLSHNDLMKAQGEASMLRDKLKVLQSEKEKELINEQSKNKKLKESHLDELNKLKHELQRLEDEKKFLIMENKSSLKSRSTVPALSNDSDNNRESS

NNNNNASLLSKFTRAQGEASMLRDKINLINQEKDIERKNHLKDKEEAEKKYQQEIEDLKNQIQSLRDERQFLILDAK-RKDLSARTPNNGKTKQPDTQNT

VGTELTNLQMQLTAAQGEASMLRDKIKLLNQEKDEDNKLRNITKQNLAEHHIGELRKLQSEIQSLQDENKFLLIESK---RLSSKNSHHTKNTERRQESS

NDNVDSDLKMELTKAQGEASMLRDKINLLNQERELEKQAQKSNKETTESSHKHKLEQLQKEIQYLQDENKFLNLESKRLSNYNRSKQRISRSGTPDTANT

------NTVDQLSKAHGEASMLRDKIALLNKERDRERLQQEHLKKELEILHSRQIDQLKLELQNVEDEKKFLAMEVR-------------------KSSS

TPSNQATLETELIKAQGETSILRDKLHFLDNERKREKELQINHDEDIRASHKRELEQLRLELQNLEDEKKFLLVEVR---------------KASSASRS

----------QLMKAKGEVGVLRQKLSMLEKTLREHDDNQKKLESSLKSSHEEEVTKLKIELERLEDERKFMLLEQK------------HLFTPRNSSKS

THEDLDKLQMDLMTARGESGMLRDRLMMLQQEKDRERERLLGREQELQGRHLQELQKLQEELQRLEDEKQFLVLEKR---------------QLVKGHIA

VDEEADEVEQALMKARGESGMLRDKLQLLEKEKEQEHQRLLNKEEQLRQVHLHELNKLKEELQRVEDEKKFLLLEKR----------------QLTKFQA

LDSRLAELEDRLLKAQGEAGMLRDKLNLAHLERENERRLQLQRQSEAAQAHQQELLKIKADLQQAEDEKKFLVMDQK--------------TKVRATAPT

SAEEAKDIEMKLLKAQGEASMLRDKLALFEAEKERERKTQTQKQKELELQHQHELDLIKADLQKAEDEKKFLAFSGR-------------------SSHR

TNDRVKEIELQILKAQGEASMLRDRLALFEMEKERERKRQMQKDHEQQLQHQTELAQIKADLQKAEDEKKFLAFSGR--------------------SNF
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TLSTNTNTI--TPDSSSVAIEAKPQ-----SPQSKKRKIS-DNL--LKKNMVPLNPNRIIPDETSLFLESILLHQIIGADLSTIEILNRLKLDYITEFKF

TSSANANTNNLTPDSSSVAIEAKTQ-----SPQLKKRKMN-DNL--LKNNAVPLNPNRIIPDETSLFLESLFLHQIIGTELSTIEILNRLKFDYITEFKF

ASPANTKTI--TPDSSSVAIEAKTQ-----SPRLKKRRIN-DSL--PKKNIVPLNPNRIIPDETSLFLESLLLHQIIGANLSTVEILNRLKLEHINEFNF

TSSASTNAV--TPDSSSVTIGTKIQ-----SPQLKKRKIN-DNL--LKKSIVPLNPNRIIPDETSLFLESLLIHQIIGTNLGTIEILNRLKLEQINQFEF

VSSQHRALN--TPDSSHIQ-----------EHIPKKRKTEISTQ--PS---IVLNPNRVIKDEVSAFFDCLYVHRIVGVELSTIEILNCIKFEHIDEFNY

TSSLKKDSS--SSSR---------------SPLAKKRKIESDDL--LKKQFVPLNPNKIVSDETSDFFDSIVSHRIAGSELPTIEILNVIKFQYIDSFHF

QTNPQAQHQ--TPDTSTL------------TPLVKKRKLE-DTPQYLKSNVVSLNSHRILPRESDLLFNSIMSFKLFGVDVTLLEILDVLTVKHIDTVEA

STNQVAAEK--TPGAGNYVSQSP-------VPSPKRRRLE-NVQ--PKKSYVPINHNRVINDETASLLELIMTHRLLGSTLPTIQILYQIKFQYIESFQF

VTLSSESMS--ASNTAINNTATAIKT----SPSSKRRKIG-QTK--LKKQYIQLNPNRVTPDETSVLFENIMLHRLVGCDLNTIEMLSRIKLEYIENFQF

SIQGSSSIN--NHSASTQDTTILAS-----SPMVKKRKKVIEEP--PI--FVKIVPNRHVGDENALLFDYLIRAKIMGCKFTTLEILNRICFDYIKEFSF

SSTASFNVH--SNNVTAVNDSAGNTTVSSNSPILKKRKIEESLLLSPNDDVLKVNSTIVLPDEIGLYVDSLLAFKITGIDLTVIEILNKIKLDYIDDYQF

SNVTDTITT--TTTSATNISTATISTAYT-SPLVKKRKIEESTPV-PRKNYISINPTRVTPDETSEFFDTLMLHKICGVELTTIEILRRIKLGHIDTFHH

SAKTSQMIS--TPSKADD------------QATIKKRKIE-LSE--SRKNYVQLNLNRIPFDETASFYDFLVTHKAVGSDITTVEILNRLRLDYIHEFRF

RTSVASSYV--DPSSSTDEVTATDITPVIGKKPIKKRKIK--EP--TKKNYI-LVSSRSVPDESGQLFDFLMMHKIQGVDMSTIEILNRLKLDYVEKFTF

ETTHETETA--EPS----------------PIENKRRRME------PVKEYVTLTQNFKV-DDGSLFYDHLLNFKLLGSEHTVLEMLDHIC-TYKTDLIL

AGLPAQDIQ--DDST---------------EVSAKRRKTE--DS--LVQTYVTLNHTRVVTGDSSLFLDHMVLFKLHGSDMTVLDMLDHISLESPASCSM

ANLPLQQTQ--TNTAQ--------------AESVKKRKIE--NE--LVQEYVTLDHHRIIPDDSSLFVDTLIQHKLPGCNITVFDILDHICLEHVDSIRD

TDALRQQAT--TPTP------------------TKKRRVE--TP--KKREFATVNPNRITPDEPGLFADSLLRHKLPGAELATVDILDRVRLQHVGGFRT

SPGRHAAAN--TPEASSGESV---------SAATKKRKLE--EP--PRR-YITLKPNRIVSDEVDLFVNSAISHRLAGSRLSTLEILNNIYLGHVKDFKF

RASEQSNMN--TPNTSNDSA----------DAGIKKRKLQ--EP--QRQ-VVVLKANRVIVDEVNLFVNATVSHRLAGSELTTLEILNNICLAHVRDFEF

                                  K4R4               6       de              G       6L  6          

      

      

 : 239

 : 243

 : 239

 : 238

 : 158

 : 227

 : 226

 : 234

 : 265

 : 288

 : 240

 : 255

 : 209

 : 222

 : 190

 : 212

 : 214

 : 232

 : 215

 : 214
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YEL008W 

 

N/A  
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YEL066W (HPA3) 

  

            

            

YEL066W   : 

Smik_5.21 : 

Skud_5.22 : 

Suva_5.1  : 

            

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MKKTPDPSPPFASTKNVGMSNEEPEKMVNDRIVVKAIEPKDEEAWNKLWKEYQGFQKTVMPPEVATTTFARFIDPTVKLWGALAFDTETGDAIGFAHYLN

------------------MSNKEFEKMTSDRIVVRAIEPKDEDAWHKLWKEYQGFQKTDMPLEVATTNFARFLDPTVKLWGALAFDTETGNAIGFAHYLS

------------------MSEKESEKMANDRIVVRAIEAGDEEAWNKLWVQYQGFQKIVMPPEVGKTSFARFLDPTVKLWGALAIDTETGDAIGLAHYLS

------------------MASTESEKITNDRIVVRAIEPRDEEDWNRLWVEYQGFQKIVMPSEVARTTFARFLDPQVKLWGALAFDTVTGSAIGFVHYLS

                  Ms  E EK6 nDRIVV4AIEp DEeaWn4LW 2YQGFQK vMP EVa T FARF6DPtVKLWGALAfDTeTG AIGfaHYLs

      

      

 : 100

 :  82

 :  82

 :  82

      

            

            

YEL066W   : 

Smik_5.21 : 

Skud_5.22 : 

Suva_5.1  : 

            

                                                                               

         *       120         *       140         *       160         *         

HLTSWHVEEVVYMNDLYVTERARVKGVGRKLIEFVYSRADELGTPAVYWVTDHYNHRAQLLYTKVAYKTDKVLYKRNGY

HLTSWHVEEVIYMNDLYVTEHARIKGVGRKLIEFVYKRADELGTPAVYWVTDHYNHRAQLLYTKVAYKTDKVLYKRTGY

HLTSWHVEEVLYLNDLYVTEHARIKGVGRKLIEFVYKHADELGTPAVYWVTDHYNHRAQLLYTKVGYKTDKVVYKRTGY

HITAWQVEEVVYMNDLYVTETARIKGVGRKLIEFVYKHADELGTPSVYWVTDHFNHRAQLLYTKVAYKTEKVVYKRVGH

H6TsWhVEEV6Y6NDLYVTE AR6KGVGRKLIEFVYk ADELGTPaVYWVTDH5NHRAQLLYTKVaYKTdKV6YKR Gy

      

      

 : 179

 : 161

 : 161

 : 161
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YER020W (GPA2) 

   

             

             

YER020W    : 

Smik_5.142 : 

Skud_5.125 : 

Suva_5.115 : 

CAGL0I0819 : 

KAFR0B0056 : 

KNAG0F0368 : 

NCAS0A1497 : 

NDAI0J0049 : 

TBLA0J0034 : 

TPHA0I0299 : 

Kpol_1013. : 

ZYRO0D0200 : 

TDEL0H0074 : 

KLLA0D1095 : 

ABR158W    : 

Ecym_7187  : 

SAKL0F1460 : 

KLTH0E0140 : 

Kwal_55.19 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

-----QPSL------------SDASSGSNDKELKVLLLGAGESGKSTVLQQLKILHQNGFSEQEIKEYIPLIYQNLLEIGRNLIQARTRF----------

-----QPTV------------SDASSGSNGKELKVLLLGAGESGKSTVLQQLKILHQNGFTEQEIKEYIPLIHQNLLEIGRNIIQARTRF----------

-----QPTV------------SDASSGSNGKEFKVLLLGAGESGKSTVLQQLKILHQNGFTEQEIKEYIPLIYQNLLEIGRSIIQARTKF----------

-----QPTV------------SDASSGSNSKELKVLLLGAGESGKSTVLQQLKILHQNGFSDQEITEFIPLIYQNLLEIGKNIIQARTRF----------

-----EQS-------------SSQSGSNNQKAIKVLLLGAGESGKSTILQQLKILHQNGFTKQELIDYTPLIYDNIIEIGKDIISARRKF----------

---------------------SDPMDGTLKGELKVLLLGAGESGKSTVLQQLKIIHENGFTDSELIAFIPTIYNNILEIGKNLINGRNKF----------

---------------------QNPLDNTSDEEMKVLLLGAGESGKSTVLQQLKILHQNGFSDKELRDFVPLIHSNLVDVGRELIVARKKF----------

-----DQQL------------QNMDADPNNKEIKVLLLGAGESGKSTILQQLKIIHGGGYSKDELLEFVPLIYNNILELGNDLINAREKL----------

-----ENKIEKSKINSYKKNASSSSSSSSDKETKVLLLGAGESGKSTILQQLKILHGSGFSHDELLEFIPIIYNNLLEIGNDLIIAREKF----------

-----NNALDSSIPTSI----NFQDSNDSNEEVKVLLLGAGESGKSTILRQLKIIHQNGFSIDERIHYRACIYDNLLEIGQDLINALRKFGDKDDIHIKT

-----LTNSK-----------TDATLSNEKHIPKVLLLGTGESGKSTVFTQLRIITNNKFDESERLSYRNSIHENILEIGEDLISGRRHF----------

-----NSDLSLTNVSTGNTE-QIDVSNKNDPMAKVLLLGAGESGKSTILQQLKILHQNGFSDKERISYRSAIYDNLTEIGRDLIGARQKF----------

---------------------ETSSRSNKGTEFKVLLLGAGESGKSTIIQQLKILHQNGFSQQELIEHKSVVYDNVLEIAKSLLEARNKF----------

---------------------ADSSKSKKNQEVKVLLLGAGESGKSTIIQQLKILHQNGFTPEELLEYRSVVFKNLLDVGKQLKEARSKF----------

GVNGFDTDLAKRNGTVNASGGQSPGGSETVNALKVLLLGSGESGKSTVLQQLKILHQNGFSREELLEYKPFIFDNIIETGKDLAKARRTF----------

---------------------SMGQPSASNRALKVLLLGSGESGKSTVLQQLKILHQNGFTQEELLDFKPFIIDNIVETGKDLLNARAKF----------

-----PSQA------------GMPGAGGGNRALKVLLLGSGESGKSTVLKQLKILHQNGFSQEELLDYKPFIFDNIVDTGRDLINARAQF----------

---------------------GSGTSKRGSKALKVLLLGSGDSGKSTILQQLKILHQNGFSQEELMEYKPFIFDNIVESARSLVRARLSL----------

-----SLSK------------SGGGSTDSNRALKVLLLGSGESGKSTVLQQLKILHQNGFSNEELLEFKPFIFDNIIETGKDIINARLKF----------

-----SLSK------------SGGGSTDSNKALKVLLLGSGESGKSTILQQLKILHQNGFTNEELLEYKPFIFDNIIETGKDLVNARLKL----------

                                 KVLLLG GeSGKST6 qQL4I6h ng5   E       6  N6 e g  6  ar  f          

      

      

 : 181

 : 176

 : 184

 : 194

 : 153

 : 140

 : 130

 : 155

 : 177

 : 227

 : 167

 : 213

 : 140

 : 126

 : 287

 : 148

 : 168

 : 144

 : 183

 : 179

      

             

             

YER020W    : 

Smik_5.142 : 

Skud_5.125 : 

Suva_5.115 : 

CAGL0I0819 : 

KAFR0B0056 : 

KNAG0F0368 : 

NCAS0A1497 : 

NDAI0J0049 : 

TBLA0J0034 : 

TPHA0I0299 : 

Kpol_1013. : 

ZYRO0D0200 : 

TDEL0H0074 : 

KLLA0D1095 : 

ABR158W    : 

Ecym_7187  : 

SAKL0F1460 : 

KLTH0E0140 : 

Kwal_55.19 : 

             

                                                                                                    

         *       320         *       340         *       360         *       380         *       400

------------NVNLEPECE----LTQQDLSRTMSYEMPNN----------------------------Y-----------------------------

------------NVGLEPGCD----LTQQDLSETLSYEIPRN----------------------------Y-----------------------------

------------SVNLEPDCD----LTQQDLAKVLSYEVPNN----------------------------Y-----------------------------

------------NVNLEPDCP----LTQQDLSEIMSFEMPNN----------------------------Y-----------------------------

------------NVDID-DPT----LTEEDLDKISNYTSTRK-NTDEDSSEGENSITVKPSEQANTTSIVS-----------------------------

------------NVPWE-DNL----FNKEEIDNFMKLEGFDP------------------------QQPEK-----------------------------

--------------DVEPDNG----LTEQEMDDLFDFNFNLD-------------QKLKPDGSIESLPNSK-----------------------------

------------FIKVEPNDSE---FSKKDIEEFKNFALETDDAESSNDNENDTDADKDRKDLPIKKGNAA-----------------------------

------------NIPIESSSSSS--VTLIDIEKFKEFALEPDNGTDEDEDEDDDDENDDEDEDKNDKHTKEEEDNIEIRSNSNDDDDDDNNNNND-----

LFLKITSKKKIKNSNTKKMSEKNSSQSEEDDEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEGEIEEELESERSENTKINTITNSEINVKTQSNTEEDAIN

------------NITITEDEEKEYLISEKDLDFFVKESYELR----------------------CHNKMAE-----------------------------

------------NLQIDSNSD----LTQEEIDDFLQFASEAS-----------------------QPQFES-----------------------------

------------GVPLEPSSG----ITEEDIQLVEEYQYTEE-------------------GRTGNYYLAN-----------------------------

------------NVPLEPDCS----ITEEDLALFNSFDASDDTVVLKTDEVTNNETQSAGGQAKENRSLSS-----------------------------

------------NVQLEEDAE----ISESDLDELLSQQYQPT----------------------------K-----------------------------

------------NVLLEPDCG----LTENDLQQVLEYSRPAG----------------------------S-----------------------------

------------KVPLEEGCG----LTQENLDRILNYSRPAG----------------------------P-----------------------------

------------KVPLEPESQ----LTEEDLQSISDFNVPGS----------------------------K-----------------------------

------------HATLEPESG----LSEEDLQGVLNFNTPGA----------------------------Q-----------------------------

------------KVPLEEDSE----LSDEDLQRLVDFSSSGS----------------------------Q-----------------------------

                e                                                                                   

      

      

 : 208

 : 203

 : 211

 : 221

 : 206

 : 170

 : 170

 : 211

 : 258

 : 327

 : 204

 : 245

 : 176

 : 181

 : 314

 : 175

 : 195

 : 171

 : 210

 : 206

      

             

             

YER020W    : 

Smik_5.142 : 

Skud_5.125 : 

Suva_5.115 : 

CAGL0I0819 : 

KAFR0B0056 : 

KNAG0F0368 : 

NCAS0A1497 : 

NDAI0J0049 : 

TBLA0J0034 : 

TPHA0I0299 : 

Kpol_1013. : 

ZYRO0D0200 : 

TDEL0H0074 : 

KLLA0D1095 : 

ABR158W    : 

Ecym_7187  : 

SAKL0F1460 : 

KLTH0E0140 : 

Kwal_55.19 : 

             

                                                                                                    

         *       420         *       440         *       460         *       480         *       500

-------------------------------------------TGQFPEDIAGVISTLWALPSTQDLVNG-PNASKFYLMDSTPYFME--NFTRI--TSP

-------------------------------------------TGQFPADIAGVISELWSLPSTQELING-PNASKFYLMDSTPYFME--NFSRI--TSP

-------------------------------------------TRQFPTDIAAVISKLWALPSTQTLIDG-PNASKFYLMDSTPYFME--NFTRV--TSP

-------------------------------------------TDQFPPDLAAMIAELWALPSTQRLING-PNASKFYLMDSTPYFME--NFTRI--TSL

-------------------------------------------KDEFPKEFYPILSKLWNMKSTQELIMS-EKSSQFYMMDSTKYFLD--NLDRI-CNTP

-------------------------------------------SLLFPEIYLNLLINLWKSQNTQKFLAS-ADSSQVYIMDSTSYFLQSSNMKRIITSQE

-------------------------------------------LGQFPEQFTATLAKLWGSSETQRLLQG-PQSSQFYIMDSAPYFLEKTNLARI--TAN

--------------------------------SAVSPKQKTRTIQTFPPEIRDILKKLWNLRSSQKLINS-PERSSFYLMDSAKYFMD--NIDRI--TEK

---------------------------------PKKQKTRIKMISEFPMEIANFLKALWNLKTTQDLIKS-NHRSDFYLMDSGQYFMK--NLDRI--VQP

ENKDVSNTKDNPTDHHNKRSQLTKNQIKRFLDYARENKLKMSKVNQFPREYYVTLYKIWHLPETKQLING-PDRNKFYLMDSAPYFLH--HISRI--SKK

-------------------------------------------LEQFPEHLVNILTKLSQLPSTKDLLDDYEKISQIYLMDSIRYFIE--NLPRI--AKA

-------------------------------------------MTQYPLKYSKTLNRVWKLTSTQNLINS-PDISKVYIMDSASYFMD--NINRI--SKK

-------------------------------------------TSQFPAQIASTLVKLWELPSTKELLNS-NHRSEFYLMDSASYFVE--NIDRI--SQP

-------------------------------------------ITQFPPELTRILGTLWSLQSTQDLIDG-KHRSEFYLMDSASYYME--NLPRI--SKA

-------------------------------------------LPCLPADLAKTLKILWNLQSTQDLLVS-EHRSSFYLMDSASYFYE--NLDRI--SEP

-------------------------------------------TPLLPRGLAGILSRIWQLPSTKELLTG-PERSSFYLMDNAGYFFK--SLDRI--SQP

-------------------------------------------IGSFPRDLAVILSKLWELPSTKQLLNG-EHSSAFYLMDNAGYFFG--NLEKI--SQP

-------------------------------------------MSGLPLDFGSNLSRIWRLPSTQALMNS-ERRSEFYIMDNAPYFLD--CLYRF--CQP

-------------------------------------------LQQFPADLQKTLSNLWSLPSTQELITG-EHRSSFYLMDSARYFMD--NLPRV--AAE

-------------------------------------------LEQFPADLKNILSRIWALPSTQELLTG-VHRSEFYLMDSARYFMD--NLDRV--SAE

                                               P      6  6w    3  l6      s fY6MDs  Y5    n  4      

      

      

 : 260

 : 255

 : 263

 : 273

 : 259

 : 226

 : 224

 : 274

 : 320

 : 422

 : 257

 : 297

 : 228

 : 233

 : 366

 : 227

 : 247

 : 223

 : 262

 : 258
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YFR006W 

  

             

             

YFR006W    : 

Smik_6.88  : 

Skud_6.79  : 

Suva_6.69  : 

CAGL0F0223 : 

CAGL0L0918 : 

KAFR0B0179 : 

KNAG0D0252 : 

NCAS0B0474 : 

NDAI0B0215 : 

TBLA0C0052 : 

TBLA0C0526 : 

TPHA0P0045 : 

Kpol_1033. : 

Kpol_1056. : 

ZYRO0F0457 : 

TDEL0C0127 : 

KLLA0E1410 : 

AGR008W    : 

Ecym_7335  : 

SAKL0B0305 : 

KLTH0A0202 : 

Kwal_23.51 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

--MCLEPISLVVFGSLVFFFGLVKYFKRGERQRTRGILQPEYKDKYYYSKEKGEEM-GEVANVN-EIPVKIRNHKYPAKEHNLRVKDLLLNRN-PKLSKI

--MCIEPISLVVFVSLVFFFGFVKYFKRREGLIKTRTLQPEYNDKYPYSKGKEEEM-SELANVN-DVPLKIRKDKYPAKEHNLRVKELLFERN-SRLSEG

--MCLEPISLVVLGSLVFYFGLVKYFRRIEGLRTTAVLQTECKGKKCCCSEQEEKM-SELANVN-DVPTKIRNHRYPAKEHNLRVKDLLLTRN-SRLSEG

--MCLEPITLVVSGSLLFYLCFVKYFRRREKLRTTIAVQTEDKDKYCYSK-QEEKM-SELANVN-DVPMQIRNHKYPAKEHNLRVKDLLLKRN-SKLSRG

-----------------------------------------------------------MVGPN-DIPEALKGHKYPAKSHNKKVKDILLKTR-DDLKSD

-----MSKAALFLAVLILLSVLWRRCRYN----------------------------RQLSDGN-VTSKIL----YPSRLHATKVKELFLERKNLGGSGK

-MNSLAPVALTSAFAYLAAKTLRGKRREME---------------------------KPIANLSVDLPKSLKDTKYPAKLHNANVQNHLNEKD-------

MSEAIKGPLLGAAAGVATYLALQKSKVLGKGK-------------------------GPSEVSY-KAPQYFVENKYPAKEHNRVVKSKMAERD-------

--MGLTSSAIIVSTVLLFYTILKRYRRRTFHLIDIPKSIMLEK---------TNPV-QDLADSE-FIPASIKGKKYPAKAHNEKVKQLLLSANSQDLKDK

--MRTFLSLVFIATILLLFDYIRKYNRRKEPITKNYDLKMRMEDTSEI---------QNLVSGE-NLPASLEGKKYPSKAHNEKVKKIFQSVN-LDLP-V

-------------------------------------------------------MSKKLADVK-EIPASILGKKYPAKEHNLRVKNLLLKTN-TELSSD

--MLFFITCLSVTFSFVLFFAFKRQEKRISRSRTHPKGSEIIQKEKHEYKDEIVEM-LPLADVN-DMPTSIRGKKYPAKAHLLKTKKILLNKN-KDISES

--MGLVFLSSWIVSILVTYQIFKKKNKYQFGRSNSLPYTEEKM--SYPVEKQFKNF-EDLADPN-YVPEKLRGKKYLAKEHCLRVKKLLLSKV-KSLNAS

--------------------------------------------------MANSEH-RKLADPN-YVPESIRGKKYPAKDHILKVKDILLSKK-TNLKDS

--MGFHIITAIVVTSLVSFVALKKRSRRVEIDINQGEKQQEQDQEKLFVEMNQKDS-KKISDQN-YVPGIIKGKKYPAKNHNIRVKDILLSKK-DNLKVT

--MLFACLLAVVASSLFTFTVLKRRLFRQRLPLLTEKSFTNVE-------KPLKMVNKKLADPN-DVPVALRGHKYPAKTHNLNVKKHLLKKN-PHLSAQ

-MSFPLVVGLILGCSVCLFSFRKHKSFYS-LPICKTEINKLCE-------KPSRMD-REIADAN-EIPIALKGHKYPAKMHNLNVKKHLLKRN-QKLSTE

-MDFKQSASFIGCSSVLMYGVWRKLTNTV-SKVSAISNVFETS-------GKISRQ-MSSNNST-SVISALVGHKYPAKEHCLRVKSHFIDKK-KNLDTG

-MDL-QNAALVTASSVLMFTALKQLLRTG-ELKGGAA--------------------VHKSTLT-SVTSMMENQKYPAKRHNLNVKKCLLEKN-PQLKAT

------------------------------------------------------MTQPNEDQIN-KIEKILRDEKYPAKSHNLKVKQQLLSKN-PKLTVE

--MGFYSPFLILTTSLLMFSSFKH-LRKR-LPIINNTGTTHIT--------------LSKKMST-YIP-SLQGKKYPAKEHNLKVKHHLLSRK-EDLLAD

--MPFADQLLTFSLAFLAYQLGRDSLEFT-FSS------------------------RPQQKMS-PSDSDLPKGKYPAKKHALKIKKNFLSKK-GEEQTE

--MSIGNWSSLIAASFLTFSAANH-LRRQ-FRKNSKPHTVLQE--------------KSKEQMT-STLSRLELHKYPAKDHARKVKKLFLSKK-SNADAE

                                                                           Ypa4 H    k              

      

      

 :  95

 :  95

 :  95

 :  94

 :  39

 :  62

 :  65

 :  67

 :  87

 :  86

 :  43

 :  95

 :  93

 :  47

 :  95

 :  89

 :  88

 :  88

 :  75

 :  44

 :  79

 :  71

 :  80

      

             

             

YFR006W    : 

Smik_6.88  : 

Skud_6.79  : 

Suva_6.69  : 

CAGL0F0223 : 

CAGL0L0918 : 

KAFR0B0179 : 

KNAG0D0252 : 

NCAS0B0474 : 

NDAI0B0215 : 

TBLA0C0052 : 

TBLA0C0526 : 

TPHA0P0045 : 

Kpol_1033. : 

Kpol_1056. : 

ZYRO0F0457 : 

TDEL0C0127 : 

KLLA0E1410 : 

AGR008W    : 

Ecym_7335  : 

SAKL0B0305 : 

KLTH0A0202 : 

Kwal_23.51 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

ST--AFFIAGEELEGNKYCDTNKDFRQNRYFYHLSGV-DIPASAILFNCSTDKLTLFLPNIDEEDVIWSGMPLSLDEAMRVFDIDEALYISDLGKKF---

FT--AFFIAGEELEGNKYCDTTREFRQNRYFYYLSGV-DIPCSMLLFNCSTDKLTLFLPNIDEEDVMWSGMPLSLDEAMRVFDIDEALYISELESKF---

ST--AFFIAGEELEGNKYCDTTREFRQNRYFYHLSGV-DIPASALLFNCNTDKLTLFLPDIDEEDVMWSGMPLSLDEAVRTFDVDEALYISDLESKF---

ST--AFFIAGEELEGNKYCDTTREYRQNRYFYHLSGV-DIPASALLFNCNTDKLTLFLPNIDEEDVMWSGMPLSLDEAMKTFDVDEALYMSDLASKL---

DV--AVFIAGEEVEGWKYCDTDRDFRQNRYFYYLTGC-DIPGSALLYNFKNDNLTLVLPNIDWDDVIWSGLPLSLEEAKKEYDADDVVHMKDLENVL--Q

RT--GLLLFGNKAESNKYCDTVRKFRQERYFYYLSGV-ELPGCAIIHDFWNDKVILFLPNVNQDDILWSGMPLSLKEAKEKYECDEVYHLSSLDEVL--K

-A--AFLICGNHVEGVKYCDISKPFRQERYFYYLSGV-DIPNSTILYLTSLKKLILFLPDVNSDDIIWSGMPMSIEEASKKFDVDEVHYLKEFNNIF---

-TPVGFVLAGNVVEPVKYCDGQKPFRQERYFYYLSGC-DIPGSVIFFDGAQERLVLFIPDVDEESVVWSGLPATPKECMERYDVDDVMYVSELPKML--E

EC--AIFITGEEVEPIKYCDTNKEFRQNRYFFYLSGV-DIPGSSILFNFKTNKLTLFLPPVDSEDVMWSGLPMSTDECLQNFDVDEVLYSDKIRTII--A

NS--AVFIAGNEVEPIKYCDISHPFRQERYFYYLSGV-DVPGSSILFNMKSNKLTLFLPLVDDDDVMWSGMPMGINEALNTFDVDEVLYADKINEVF--E

TT--ALFITGERIEPLKYCDEHKKFRQNRYFYYLSGV-NIPRASILYDFKTENLTLFLPNIDWDDVIWSGMPQSIENAQKEYNVDEVVYSDKIIDKI---

TT--AIFIAGEEIEPRKYCDTTKPFRQNRYFFYFSGV-DIPAASLLFDFKTEKSTLFLPNIDWDDVMWSGLPQSIEEAKEAYDFDEIIYADKIEDSI---

KT--GIFIAGEEMKGVKYCDAFKDFRQNQYFYYLSGVYDIPGCSLFFDFHDDSLTLFLPNVDTEDIMWSGEPLYPEEALKKYDADAVKYYSDLESEIINN

ET--AVFIAGEEVEGVKYCDGTKKFRQNQYFYYLTGV-DIPGSALLFNFKTDKLTLFLPNVDYEDIMWSGKPISLEEALKKYDVDEVLYHDDLKAKL---

ET--AILIAGAEREPVKYCDRTKKFRQNQYFYYLTGV-DIPGSALLFNFKDDKLTLFLPNIDYDDIMWSGKPMSLEEALKEYDVDEVLYYDDLKMKL---

NT--AVFIAGGEVEGNKYCDTEKPFRQNRYFYYLSGV-DIPGSTILFDFKKDHLTLFLPNVEWDDVIWSGLPMSIEQATKEFDVDEVLYYDQVRSNL---

ST--AVFIVGEELEGVKYCDITKEFRQDRYFYYLSGV-NIPGCSLLYNFVSDKLTLFLPNVDWDDVIWSGLPLSIEGALKEFDVDEVYHSDKLEEVF--D

SSPCAIFVAGGEIEPIKYCDQTKTFRQNRYFYYLSGC-NIPGSSVLFDLKNEKLTLFLPDVDQDDIMWSGLPISVEAAAKKFDVDEVLYASDVPNVF--K

NT--AIFISGAKLEGIKYCDQNKAFRQNRYFYYLSGC-NIPASSLLFNFNTEELTLFLPDVDKENIMWSGLPLSIDEAYERYDVDSVAYASSIQKNL---

ST--AIFITGENSEPIKYSDQSKTFRQSRYFFYLSGC-NIPSSSLLFNLHDEKLTLFLPDVDEENIMWSGPPLSVEEAYSKYDVDEVCYASDILNRI---

NT--AVFITGADIEGIKYCDQTKQFRQNRYFFYLSGV-NIPGSSLLFNFKTEKLTIFLPVVDSDDVMWSGLPLSIEEAYKKFDADEILYSSEIAEKL---

-S--TLFVAGGEIEPIKYCDQTKEFRQNRYFFYLTGV-NIPGSAAFFDFKSEKLTLFLPDVDSDDVMWSGLPLSVEAAYEKFDVDEVLYAKKLPSFL---

VT--AVYLAGENIEPIKYCDQTKEFRQNRYFYYLSGV-NIPGAAVLFNFRTEKLTLFLPNIDSEDVMWSGLPLGIEEAYKKFDVDEVFHISDVHSVV---

    a  6 G   e  KYcD    5RQ rYF5yl3Gv  6P             t6f6P 6    66WSG P     a   5  De  y           

      

      

 : 189

 : 189

 : 189

 : 188

 : 134

 : 157

 : 158

 : 163

 : 182

 : 181

 : 137

 : 189

 : 191

 : 141

 : 189

 : 183

 : 183

 : 185

 : 169

 : 138

 : 173

 : 164

 : 174

      

             

             

YFR006W    : 

Smik_6.88  : 

Skud_6.79  : 

Suva_6.69  : 

CAGL0F0223 : 

CAGL0L0918 : 

KAFR0B0179 : 

KNAG0D0252 : 

NCAS0B0474 : 

NDAI0B0215 : 

TBLA0C0052 : 

TBLA0C0526 : 

TPHA0P0045 : 

Kpol_1033. : 

Kpol_1056. : 

ZYRO0F0457 : 

TDEL0C0127 : 

KLLA0E1410 : 

AGR008W    : 

Ecym_7335  : 

SAKL0B0305 : 

KLTH0A0202 : 

Kwal_23.51 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

KELQD---FAIFTTDLDNVHD--ENI-------ARSLIPSDPNFFYAMDETRAIKDWYEIESIRKACQISDKSHLAVMSALPIELNELQIQAEFEYHATR

KELKD---FTIFTTDLDNVHN--KNI-------EELLIPANPDFFYAMDETRVIKDWHEIECIRKACQISDNSHLAVMSALPIELNELQMQAEFEYHATR

KGLQN---FTIFTTDLDNVRN--KDI-------EKLLTPSDPDFFYAMDETRVIKDWYEIETIRKACQISDKSHLAVMSALPIELNELQLQAEFEYHATR

QELQE---FTIFTTDLDNIHD--KNI-------EKLLTPSDSDFFYAMDETRAIKDWYEIETIRKACQISDKSHLAVMSALPIELNELQIQAEFEYHSTR

KQLSDVSKFKIYTTDLDNVHN--ETL-------KKHLIPSDKDFFFALDEARLIKDWYELEVLKHAAKISDTCHLAVMSALPIELNEVQIEAEFSYHALR

EQFSE---HSLFTTDTDNFDS--DYA-------KSVVRSSDKDLFYSLKKSRMHKNWYEIRQIKEAVNISERCHRAIISRLSHLKAELDVQAEFVYEAKR

-RMYENDITKLYTTDLDNFKV--NESVFKSLLDSKKIVAKDEKFFNSMDEARLIKDEYEIEILRYASKINDNCHLAVMSALPIELTEYQIQAEFEYHALR

RDASG---LELFTTDFDVLGCVIGDQ-------RGRIAAGSNEFFDAMDEARLIKDEYEIETLRHISKMTDYCHYSVMSALPIEQNELQLEAEFRYHSHR

NELKD---FTIFTTDLDNVHD--HQV-------KNHLIAGDVDFFNALDEARVTKDWYEIEILKHASKITDNAHLAVMSALPIELTEFQVEAEFSYHARR

KELTG---FKVFTTDLDNIHD--NSI-------KEKLVSGDKRFFKALDEARLTKDSYEIEVLRHAAKITDNCHLAVISALPIELNEYQVQAEFEYHAGR

NNLKG---YKIFTTDLDEV-I--EPI-------KNQLIPSNKDFFYAMDESRLIKDWYEIEILRKAAEITDNSHLGVMSALPIELNELQIEAEFAYHAKR

SKLSG---YSIYTTDLDNVHI--SSL-------SKQLIPSDKDFFYAMDESRVTKDAYEIALMKKAAHISDNSHLAVMSALPIELNEMQIEAEFCYHATR

TKYSD---YLIFTTDLDNVHI--DAL-------AKKLTPKDKDFFFAMDETRVIKDWYEIEIIRRACEISDKSHLAVMSALPIELNELHIQAEFKYHATR

DQLKD---FTIFTTDNDNVHD--DSI-------KARLTASDSDFFYALDEARVIKDWYEIEILRRACEISDNSHYAVMSALPIETNEMHIEAEFSYHSTR

DQLKD---FTIFTTDNDNVHD--DSI-------KARLTPSDSDFFFALDEARVIKDWYEIEIIRRACEISDNSHYAVMSALPIETNEMHIEAEFSYHSTR

HRLEG---YTIFTTDLDNVHD--EKI-------KSALVPNEKDFFYALDESRMIKDWYEIEVLKKAAEISDNCHLAVMSALPIELNEVHIQAEFTYHAIR

KELRG---YTIFTTDLDNVHS--EKL-------REKLTPSAEEFFYALDESRIIKDWFEIETIRKACNISDKCHLAVMQALPIELNEVQIQAEFSYHATR

SKLSD---YVIYTTDLDNVHD--PQV-------SSKLISNDEDLFYALDESRLIKDWYEIELLRKACQVTDTCHLAVMSALPIEKTEGHIHAEFTYHALR

VGLDD---FQLLTIDLDDVPS---NI-------QPLLKIGGDDLFYALDECRMIKDEYELAMLRKACAITDKCHLSVMSAIPIEHNEGHMHAEFTYHAMR

KELSG---FKIFTTDLDNVSC--DSV-------KSMLIAGDSDFFYALDESRMIKDSYEVALLRKACEITDKCHLAVMSALPIEKNEIHFQAEFTYHAIR

TELSK---FKVFTTDLDNVHD--KVI-------KKLLIASDPDFFYAMDESRIIKDWYEIQLLRRAAEITDNCHLAVMSALPIEQNEGHIHAEFTYHAIR

SKFES---SCIYTTDLDNVHD--PNV-------AEMLVPSDPDLFYALDESRLTKDEYEIGLLRRAAKITDNCHLSVMSALPIEKNEGHFHAEFTYHAIR

ARLDG---FNIYTTDLDNIAD--QKI-------ANRLIPSDKNLFYALDESRVTKDWYEIQLLKRAAEITDNCHLSVMSALPIESNEGHMHAEFTYHALR
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YFR034W-A 
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YFR038W (IRC5) 

  

             

             

YFR038W    : 

Smik_7.358 : 

Skud_6.129 : 

Suva_12.19 : 

CAGL0J0266 : 

KAFR0L0068 : 

KNAG0L0126 : 

NCAS0E0176 : 

NDAI0G0195 : 

TBLA0D0471 : 

TPHA0B0280 : 

Kpol_1063. : 

ZYRO0D1608 : 

TDEL0H0242 : 

KLLA0E0415 : 

ADL098C    : 

SAKL0F0776 : 

KLTH0A0341 : 

Kwal_47.18 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MSRCSNAALMTVVEDAVGARVAART--RNMSNG---VNYREKEVNDLTADI-SDSDSDLDSEDNKHGKGDNDTAPIWLQDDVH-SDEDIQLDSED-----

---------MTVIEDTMGARVAART--RNMKSS---SNYREKEVDDMTADI-LDSEDD----DSKKGNDKNDDAPVWLQDDVR-SDEDIELNSED-----

---------MTVVEDAVGARVAARA--RNMSDG---INYREKELNDLTADT-LDSDDE---NDDNKNDDDDDEAPVWLQDDVH-SDEDIELDSED-----

---------MTAVEDVVGARVAART--RKMDSD---INYKEKEVYDLTADT-LDSDDD----DDNKDGDGKDDAPVWLQDDVH-SDEDIELDSED-----

--------------MNTRKRFLRSA--RKAAAV--TVNYAEPDDNDLSANT-FASDDE----NADVSVDAEDTPPVWLRDDVR-PNEDVQLDSDDENG--

--------------MTTAERVTRLS--RSRSKG--AINYKERNETDFSPDI-GLSDED-------ESVINDEVAPIWLQDDIR-SDSDVDLESEE-----

----------------MTVAMNRRT--RSIPAGRRSVNYTEKEEDDLTTDSLQESTSD---EEDTGRSVESGDAPIWLKDTVD-PDSDVELESED--E--

-------------MTTAMNPSPRTT--RSSSRRSNRINYKEKADNDFSPDV-LASDDD---DDDTTINKDESLAPIWLHDDMN-ANDDVELDSDA-----

--------------MVVFKRKTRFS--RRSVTP--LVDYKEKEVSDLTPDV-LNSDSD----TAVRDGNDAINEPIWLHDDLN-LDSDIQLDSDADTGGN

--------------MTTNIGQMRRR--TRSQTNVKGTDYKEKEEDDFSPDI-IDSDSE----DERLNKGDVDVPPIWLKDDIN-DEKDVDLDSDQ-----

--------------MARTTRSANKL--SKTNSRQSVKSYREKDESDLE----VESDAD--GFSTDDNISEDNDIQIWLKDDLS-KENDVKLDSDD--E--

-------------MTTVNARITRSSRFRGKSSEEYTGKYQEKEESDLEADI-IVSSSD------EETDKTEEEAPIWLQDNVS-KDADVALDSED-----

--------------------MAVREPSGRSSRSQKRINYKEKNENDLKPDI-LDSDED------EDEKSSSEETKIWLKDDV--KGDDVALDSDE-----

-------------MGDSVGRTMTRS--LRSNRNGLRRDYREKEESDLRADV-NETDSD-----TEDTGGKSDTEPIWLKDEVK-DDSDVALDSDE-----

--------------MAMDIIQMMKR--GSGARAKPVASYKEKSENDLTADVYLDSDSD-------TDVKDTTDEPIWLDGKGPDEDDDTLLDSDD-----

--------------------MTRLR--TRAAKSGVRVDYREQDQN-FLYEV-EASSSD-------EVDIIKDATATWLEDEK--VELDITLDSDA-----

--------------MTSSQRLTRSK---------------------------GHQIHD-------EGSEVEDELP-WLHED---EASDVELHSDD-----

---------------------MVKT--RNASRRSQRVDYKEKQESNLEPDT-LVSSES-------SDDEEKGDAPIWLSENNELGVQDVDLSSGD-----

---------------------MVET--RRSSRKDNSINYKEKEEADLAPDK-WDSTES-------SEEEQQENAPIWLCDEF--SGVDVDLSSSE-----
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YFR038W    : 

Smik_7.358 : 

Skud_6.129 : 

Suva_12.19 : 

CAGL0J0266 : 

KAFR0L0068 : 

KNAG0L0126 : 

NCAS0E0176 : 

NDAI0G0195 : 

TBLA0D0471 : 

TPHA0B0280 : 

Kpol_1063. : 

ZYRO0D1608 : 
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KLTH0A0341 : 

Kwal_47.18 : 
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--DSDTEAVQAQVVDKLAKDTKS-----EQKSLDDELS-EMDTKTVSLKLKKLNEFVRQSQVYSSIIADTLLHRSNEV---AN---A------------N

--DSDTEAIQAQMVDTLSKDTKS-----EQSSLDTELS-EMDTKTVSLKLKKLNEFVRQSQVYSSIIADTLLQKSNEV---AN---S------------N

--DSDTEAVQAQVVDKLAKNTKS-----EQSVLSDEVS-EMDTKTVSSKLKKLNEFVRQSQVYSGIIADTLLQRSNEV---AN---S------------N

--DSDTEAVQAQVVDKLAKDTKLE----EDAASDDEVS-EMDTKTVSLKLKKLNEFVRQSQVYSGIIADTLLQRSNEV---VQ---S------------N

GDKDDDRDLDDLLLKEKEKHRLEAQT--KEEDSDDEVN-ELDKASVTSKLKKLDEFVKQSQVYSSIIADTLLKRTLER---TE----------------E

--DELDGNLKNYRNLIREKNEQ------DSDSGDSDLD-EEDSNTVSLKLKQLDEFVKQSQVYSSIIADTLLKRSSEL---AN---E------------S

LDANEDRDLQDLLLTKERTRA-------EDDSGDDDEDLAEGMNTVSLKLKKLDEFVQQSQVYSSIIADTLLKRTSEL---KD---E-------------

GDNNDDLQLEDLLDHNKKSGKESN----DESNEDSDLN-EQDSKTVSLKLKKLNEFVKQSQVYSSIIADTLLKRTTEL---QN---N------------V

GNNDDDESLDNLLKSKNERDKEHQD---DDNSGADNTD-ESDTKAVSLKLKKLNEFVTQSQVYSGIIADTLLKRTNEL--EQEKNTA------------D

DSDQESKKLDKLLEKNTLQNVSEK----NDESDDENLE-EEDKRTVALKLKKLNEFVKQSQVYSGIIADTLLQRTVER---QE---EIAAIEAAQMGKNK

DSSNKDQELNALLKNKYSKNEND-----DDENEDSDED-GADTATVSLKLKKLNEFVKQSQVYSSIIADTLLERTKQRLEEEQKARE------------S

-ENGKDEELDALLDNSHLKNAKEEEG--EGSNEDDSDN-EADAATVSLKLKKLDEFVKQSQVYSSIIADTLLERTQQRVAEEE---E------------R

SEVEDDGQLNHLLDQAREKIDQNTA---RDSDEDDDGE-PEDDSAVSMKLDNLNEFVKQSQVYSGVIADTLLERSKQR---QE---E-------------

--ESDERQLNELLRNSQSELQQKAD---DEDDEDDNLD-EVDKQTVSLKLKKLNEFVKQSQVYSGVIADTLLERSMQK---QE-----------------

-SDGSDEELDGLIDEKSAGRKASSED--AAKNEDSDENFENDSHTISLKIKKLQEFVQQSQVYSSIIADTLLERAGQN----------------------

---EGDAELDAELDMNRRRAEKSAA---AASEDAQDTEKDLDAYAVQERVDRLQEFVRQSKVYSGIIADTLLHRAQER---QS---E------------Q

----EDAQLNELLDATTQQGKSQSDGTENGTDGDGDEKGELDTANVALKLKRLQEFVKQSQVYSGIIADTLLERSMHT----------------------

--EEDDTELNNLIQEQESKRQEAQL---KKDEEEKSEE-EFDDTTVSMKLNRLQEFVKQSQVYSRIIADTLLTRSQER---QT---E------------K

--DENDVELNNLIDEQTYKRQEEQS---QKDDVDEDEE-EVDETTVSLKLNKLQEFVKQSQVYSGIIADTLLARSQER---QA---Q------------K
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YFR038W    : 

Smik_7.358 : 

Skud_6.129 : 
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TKDNSNSDDEEHSSKKRK--TKKKSITDFFKKQK-----KNE---DTTTQN---GAPDDAAI--KQPRLLKNCILKPYQLEGLNWLITLYENGLNGILAD

IKDGDDISSQEQPSKRHK--TKKKSITDFFKKQK-----KDE---NIATPQ---NSSDDIAV--KQPRLVRNCTLKPYQLEGLNWLITLYENGLNGILAD

VKDNSDNSGEGQSSKRRK--TKKKSITDFFKRQK-----KHE---STFIPD---TSPE--TI--KQPHLLKNCTLKPYQLEGLNWLITLYENGLNGILAD

------GNSEENSAKKRK--TKKKSITDFFKKQK-----KHE---EAVVPD---NTPDDMAI--KQPRLLKNCTLKPYQLEGLNWLITLYENGLNGILAD

SDASNNDPVKEPPAKKAK---KSKSILDFFTRRQ-----NTDDNRVEEMAVDVKKETEEERIAKEQPSYLKNCVLKPYQMEGLNWLITLYENGLNGILAD

TDTTTL--EDAQPKKKQKTNKKKKSIMDFFKKDD-----GTS--KTEKNTS---STPSQQTIAKEQPSLLKNCILKPYQLEGLDWLITLYENGLNGILAD

------QLETAPPQKKQKLAKGKRSILDFFRKRT---------PAEEREQA---ATPNVTEVDQEQPSLLKNCTLKPYQLEGLNWLITLYENGLNGILAD

SNDKQVKKEEEPPLKKQKKSKPRGSILDFFRKKE-----EKE-IKDEEENA---TQMDDVTISQEQPSMLKNCVLKPYQLEGLNWLITLYENGLNGILAD

PITGEEDNIEEPPKKKAK-----TSILDFFRKKE-----KKE-IKEEVDSK---EVLDDETISKEQPHLLKNCILKPYQLEGLNWLITLYENGLNGILAD

KKVITVEDSDEPPKKKQR--KKRQNIMDFFKSSKTKSNDEDEDVKKETQQDDDEINSQEQAYAKGQPTLLKNCILKPYQFEGLNWLITLYENGLNGILAD

NKENIDVKEVEPPKKKQR---KIRNIVDFFKKTDKSTEVKNE-IEETHKTE---AVVDEEQMLSSQPNLLKNCILKQYQLEGLNWLVTLYENGLNGILAD

IHNVMEESADEPPKKKQK----RRNILDFFKGGK-----ETD-KKEEVNPDLNKINTEEERISQVQPNLLKNCTLKPYQLEGLNWLITLYENGLNGILAD

------QVVQEPAKKKAR------SITDFFKPKN--------------------TKLDDEAIKNQQPNFLENCILKPYQLDGLNWLITLYENGLNGILAD

-----DQKAQEPPAKKQK--KGARSIVDFFKRKG-----------EEKDEQNVSDVMDDKTIAEQQPALLKNCVLKGYQLEGLNWLITLYENGLNGILAD

------DEDETPQKKKQK----KEAIQTLMKRDE---------PKDEGSPS---TSLSSSFM---QPSFLKNCQLKPYQKEGLNWLITLYENGLNGILAD

---ASSAAAPGPARKKPK------TVVEFFKRS------KQQ-PADEKQPE---PSI-------QQPTLVRNCTLKPYQVEGVNWLITLYENGLNGILAD

-------QDEQPAKKKSR--------------------------------------------RQEQPSLLINCTLKPYQLEGLTWLVTLYENGLNGILAD

-------EAKEPPRKRTK-------VTDFFRKSK-----KEP-VADSEEPE---PVLH------QQPSMLKNCQLKPYQLEGVNWLITLYENGLNGILAD

-------EEEGPARKRKK-------ITDFFKKET-----KK-----EEIPE---PVLH------QQPSLLKNCQLKPYQLEGVNWLITLYENGLNGILAD
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YGL057C (GEP7) 

  

             

             

YGL057C    : 

Smik_7.223 : 

Skud_7.223 : 

Suva_7.214 : 

CAGL0I0037 : 

KAFR0A0471 : 

KNAG0F0258 : 

NCAS0D0323 : 

NDAI0I0164 : 

TBLA0F0243 : 

TPHA0J0174 : 

Kpol_461.9 : 

ZYRO0C0497 : 

TDEL0G0362 : 

KLLA0C0561 : 

AAR155W    : 

Ecym_3078  : 

SAKL0A0728 : 

KLTH0H0675 : 

Kwal_14.18 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MVLSNVKIFRLKSHRAFRIGPMIKAVAGNLLVKRFYQPKLERIP-PASLLLKQKIRLAQN--G--STTSTENPISFSQTMSEIFSVLQPSAPDLDEDE-T

---------------------MINPVARSLLIKRFYQPNLKRIP-PTSLLLKQKIRSAQN--L--NGTFKESPISFSQTMSEIFSVLQPSAPDLDEDT-T

---------------------MIRSTVKNLLTRRHYQPNLKRNP-PTTLLLKQKIRLAQN--V--DNTSNESPISFSQTISEVFSVLQPNAPDPDEDK-T

--MEIIQQRTKLEPHKTVTPHMIRPVARSLLARRYYHPNLKRVP-PTSLLLKQKIRLAQN--T--NNTSNESPISFSHTMSEVFSVLQPNAPDPDEDK-R

--------------------------------------M--RPV-PRSLLLKQRKRLQRVI-T--DTQGKSNKNILLSSLSDVFQPINPIARSDVDPL-S

----------MVPVRYSSSLFPQNGIFKSLVYKSFSTKG--RTP-PQSLLLKQKNRVCKRDND--IHGITSTANPLAGALDDIAALFKPNMIDESEEI-E

--------------MFRISIKSRCRFVQHIRASSKFSTKLERREIPQSLLRRQELRLK-------DGNNLAESPDLMKSLEDVFKIFNPNHATDEDDD-I

-------------------------MVRPALIRLNATLA--RRPVPRSLLQKQAKRLNNI-----TDDDPTTKNLIITSLRDVWSLFQPNSINQEEDDKQ

------------MLITLMVSKHRSPINTISILKQVRLTQSYSNP-PASLLKKRKIRLQNYNGGGIDDSNNTPKDLIMTSLRDVWSLFQPNSMNQEDDDII

----------------------------------MFKSKLAKTINKRNLSLLDKLK-----------PPQDGAQAYPQVFSDLKQLIIPSSFDPSEDD-S

------------------------MRIFTCALRGLHTQS--RVP-PRSLLIKQAIRLG-------KIKHPSNDQLISDSLKDLKAMFQPSASTQDDED-L

---------------------------MGCRV-------------PRSLLLKQAIRLG-------KVEGPREAQLVSESMKDLKALFQPSASTQEDED-E

---------------------MSQYRFPIRILTRFYTQASSRLP-PKSLLIKQADRIRRS-----KDGQADGSKLMVSSLKDIASMFQANAETPEDEE-R

----------------------------MLRLVRYKST---RLP-PKSLIIKQNSRL--------NKKNTENSKVVISSLRDVISLFQANSQTQEDDD-L

-------------------------------------MP--RPV-PKSLLLRQARRLS----P--ATQAPT------PTLGALISQFTLSDNFDETTL-E

------------------------------MKRTCALAS--RAV-PKSLLERQARRTGS---K--VGASQEASKFVVASLRDIGSLFSGSSSGDDEEQ--

------------------------------MNKVPIKTA--KAV-PKSLLYRQAKRTGS---P--TISDGQRANLIIESLRDVGSLFYTSYNDDDEKD--

---------------------------MSIFFRRTYAKS--RLP-PRTLLQRQNKRLGI---E--DKRASSSQQLIVSSLRDIMSMFQPSAITQDDEE-M

--------------MLSQYLRKHHLLSRRHQFMRCASQS--RSP-PRSLLQRQAKRRG-------EAEAVAPSQLIVTSLKDIFSTFQPSGFTQEDDE-L

---------------MLGHTKKLPLSGWKCKFCRFMSQE--RTP-PSSLLQRQAKRRG-------IQPTVAPSQLIVTSLKDIFSSFNPAGYAPEDEE-L
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SGLKRDHLLTERL--NNGELGVIMNKFFNPS---------STHNNQLIDTNILLQNF-PKLSGNDLDLLDFAI---NE--KMRGNWNDLKQDFIQLWYYK

VGLKRDHLLSERL--SNGELDVIINKYFNPS---------SPHNNQLIDADILVQNF-PKLSGNDLALLDFAI---NE--RVQTNWNDLKLDFVQLLYYK

AALERDLLLTERL--DNGELSAIINKHFHPS-------SSSSRNNQLIDTEVLLQNF-PRLNENDLVLLNFAI---DE--NIQRDWNGLKQDFIQLWYFK

IGLEHELLLTERL--NNDELRGIINKCFHPS---------PSNDNQLIDTDVLLQNF-PKLNENDIELLNFAI---NE--KPQRDWHDLQHDFIQLWYIK

QPDKFSLFSKRQILEQSSQFDHFVDSTNLRD-----------VSNFKIAFSTLYNNR-LGSKKHEWATLEYAT---IL--HNNSDWKHIPTTMKQLIYYH

SRNAYRNMLERMI--HSEKLGDTLKSTFILD-----------EKKNVLNTEAVLSNF-SKLDPIDRDMVQMAA---KELYSKETSWKDLPTFIKQLQYYI

LRASHDAIVNRFV--HSKQMTSLLKNKFGFN-----------EGTKLLDLQALTKNF-NTLSQLEHDCVMTLAFPSQNTDQTTESWNELPPHVKQLQFYI

YQLNYKAQLTSMV-----QSNELFKSVFPGK----------------ITYMTLQRKF-PLLKQLELDLIEETIRQRTD--NKRMPWVEWPLPLQQLDYYL

EKEKYLKLIFEKV--ESNHLLKLFKLS---------------SSTASIPTDLLESKF-ENISQIDKDVIELAI---SK--EATIGWNQWPIYLKQLDYYL

TILATPEKLIDQY--------------------------------KQINNNTQLGHFVSKINDTDRHYLSQHL---NELSENSQNWNSLDKGLIKLQYYL

DIIRKQNNVIVNV--NNGKYTKLMVSKLGLV----------EKDMKFEDASILINNF-KKLSWDELQFIIDAT---EYQYPNDTNWNKLPVFIKQLQYYI

DSGAKRRLLRSRL--QAGELDTILVGRFGLN-----------TKTLSLQTKRLVCEF-PKLSQDQLELVQEGL---DY-HSSSLDWRQVPVFVQQLRYYI

EILNQQNYLRQQI--ESGELERLLQDKFNLD-----------ESISLMSTNLLVQQF-PKLNAQQVELIQEAV---SM--DSNKHWNEIPQYMKQLQFYF

ETLNHEMYLLQQI--ESGEVERLLKSKFQID-----------ESKQLLSTGALIKNY-PQLNKDELELIKKVN---DL--ENIKPWSQIPQFVKQAQFYL

EQYEQLKPLLTSI-------------------------------------TLTNVPF-DTWTSNDINVLKHHL---DA--KAPLPWKFLTDDEKRVWYLL

EALRLHSDTVSKL--NSGELTEVVRQRYCVD------------NKDRCETRMLLTKY-PG-PAREREMLQVAT---AE--LSARDWRKMPRVWQQVSYYH

-AILRHESIVAKL--NSGELDVLIRHNYSSM-----------HSAHCCDANLLRAKY-PG-TPNECELLQGAL---DE--YNSQDWNKIPHMWKQLAYYH

ELLKKRDDIIRRI--ELGEFDRLMKQKFGAV--------EQGPIGLHIPSKSIKQAF-LSLTDKDKQMVEVAL----DLIPPKTSWNSVSHIHKQLSYYM

EAVKQREDAMQRL--ENGELRELLLHKFGARRIPSTTETGNSVGDLRIPPRNINQAF-HNLTTQERELIEVF----QSLGTPSMNWRDVPLVSKQLQFYI

EINQQREDTMRKI--EHGDLRNLLLRKLSAQRVTASQESPASISDLRIPLASIVQVF-PNMSEQELALIKVAL----SAVPPTANWNSIDIAEKQLMFYL
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 : 168

 : 167

      

             

             

YGL057C    : 

Smik_7.223 : 

Skud_7.223 : 

Suva_7.214 : 

CAGL0I0037 : 

KAFR0A0471 : 

KNAG0F0258 : 

NCAS0D0323 : 

NDAI0I0164 : 

TBLA0F0243 : 

TPHA0J0174 : 

Kpol_461.9 : 

ZYRO0C0497 : 

TDEL0G0362 : 

KLLA0C0561 : 

AAR155W    : 

Ecym_3078  : 

SAKL0A0728 : 

KLTH0H0675 : 

Kwal_14.18 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

SFGFLGPRTQFVLT-NSSPSVRSQFLKLPFIEYNWFLLQNNKNANILPADVQNVVKVFHLDDKRFTW--------KSIDPFSKAIISFVVFVSIYVWLDE

SFGFLGPRTQFIQT-SSPSPLKAQFLQLPLTEYNWLLLQNKRDPNLSPTDVQKLVHIFQLEGKKITW--------KSIDPFSKVIIAFVAFVSTFVWLDE

SFGFIGPRSRFVQT-NSHSSLRSQFLQLPLIEYNWLLLQNNKSINLSPTNLRKLTDIFQLDDKKFTW--------KSIDPFSKAIISFVVFVSIFVWLDE

SFGFLGPRSRFIET-NSPTPLKSQFLQLPLFEYNWMLLQNKKDINLSPTNLKKLIKIFRLDNKDFTW--------KSIDPFSKVIISFVVCVSVFVWFDE

AYGDYGPRNSRSLV----LNENPRYKT------------------------------------------------KWVNPLTSSIFIYSSLIAIWALSM-

SYGPHGARNGQPFN--------ELDLMKNSPK-------------------------------------------AELDSLSKLVLVLFFIICLSACIKR

AYGPYGPRQRIPFN--------ENMLAVKNVPP------------------------------------------RKGDPVTKFTLYLCALISAIALWKD

NFGNFGPREFIRND-------KRLYYPITGLHPHAK-----------KCKLVDVYEGTPDNKG------------KLFDSFTIAILASALMVSVIAISKD

KFGSYGPRSNIQFE-----NAAPFVNSVSSPSSSLTSFSGKKVRKLNDAYI----DLYANDQGS-----------KFYDPLTTSVLILSSILFIIGYMKN

AFGNIGPRNVENLQ-------KPSP--------------------------------------------------QSIDPLTRKVLYLSSIIALAAIANT

GYGSYGPRESIPFA---HSNGIPMDFTYNHSSRMIQ-DKHQVIKRLSSERLTNINSIYKN---------------ESLDYFTKYVVIFS-----------

AYGSYGPRSQLPFVADLERPAIPRDFTFRCSSPVASTGAGQVVHRLSKGDLMDLGKVYAQGQSKLPVDKSTSTATGGVNRLSRFILLWATGVSLVAIADD

AFGSHGPRLSIPFN----SREKPLDFAFKIPSPVTT-DGQTKIHKLKPSHLVNLHTITDQRSKIFQT--------TKLDPATRCILWSAILVSIVFGVQE

SYGSYGPRLDLPFK----ANEKPLDFTYVNRARKQF--GQEPYKRLKKDQLVNIYEVTPTRQRYFND--------KTVDPVSRFFIWTAIAVSAAVGWKE

GFGTWGPRKEFNKV-------KPNDIQWNANAKVSS-------NQSDVPKVVTPIPICSSDRIEWEKKK------RQLDPLTISVGVFASMITLTAFLV-

AFGSWGPRTGLSFV-----GRRPEDFFVTDQKGLWT--------------------CSAPRRAEYERSS------RALDPASRAVLYAAALVAAVAALGD

GYGSWGPRKGMSFL-----GRKPEDFFVTTNRELWR--------------------CNEVRKDYLKKA-------AELDPASRFIMLAAAIVAAIALAGD

SFGSYGPRESITFL-----GKKPEDFTWLKPSGTSC---STPVKKLSHPELTDLLTCTDARRQQLDTGI------RTLDTSSRIVLWSAIVVALIASFGD

SFGSYGPREGITFL-----GSKPEDFIWSKTSRRLL-PG-QTVRKLPKDATTNTWTCIPSRKANFERMK------KGLDPGTRIIAWLGILIVMIASVRD

AYGSYGPRQDVSFS-----GSKPEDFTWRKAS-PLS-PGVQQVKKLPKNELTDIWTCTPSRRKHMESMR------KGLDPGTRVIAWAGLAVALIATFKE

 5G  GpR                                                                      1  3                  

      

      

 : 268

 : 247

 : 249

 : 266

 : 185

 : 216

 : 214

 : 214

 : 244

 : 162

 : 219

 : 234

 : 240

 : 226

 : 183

 : 208

 : 207

 : 235

 : 255

 : 254
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YGL086W (MAD1) 

  

             

             

YGL086W    : 

Smik_7.197 : 

Skud_7.196 : 

Suva_7.183 : 

CAGL0H0317 : 

KAFR0C0215 : 

KNAG0F0212 : 

NCAS0D0367 : 

NDAI0I0122 : 

TBLA0B0516 : 

TPHA0J0226 : 

Kpol_1002. : 

Kpol_1033. : 

ZYRO0G0825 : 

TDEL0G0157 : 

KLLA0E1914 : 

AFL065C    : 

SAKL0A0517 : 

KLTH0H0477 : 

Kwal_27.11 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-----MDVRAALQCFFSALSGRFTGKKLGLEIYSIQYKMSNSGGSSPFLESPGGS--------------------------------------PDVGSTN

--------------------------------------MSNSGGSSPFLESPADS--------------------------------------PATDGTS

MAALNSSLAALIDSLYTPVTLFIGG--FKPEVCCIRYKMSNSGGSSPFLESPGGS--------------------------------------RDMGSNS

--------------------------------------MSNSGGSSPFLESPKGS----------------------------------PNMGNKSMHND

------------------------------------MNNSGSGGSSPFVESPDLV------------------------------------SDGHLHTER

--------------------------------------MSVSGGSSPFLETPLEA--------------------TSDKGIHLEDSPVRVGKNNHVDTIE

----------------------------MSGDDESSFNDGGSGGSSPFLDTPLEG------------------PEAKLNEESLNKESSVVGTDYHSLQLA

------------------------------------MSNNASGGSSPFLETPLSP----------------------SSANNVESRIPRFNVNGNVAIGE

----------------------------------MSNSNNNSGGSSPFLETPVSP---------------------VRNKVHIEQEPSKIPRIPLGLKEN

--------------------------------MNNNEAPSENEGSSPFLQSPHPE----------------------------------DDIINDNNDND

--------------------------------------MSNSGGSSPFLESPGAAKSDIQSQYAKGSVHDNYAVEVAVEDREAPNFNDVDNIGSPEATAS

--------------------------------------MSNSGGSSPFLDRPNIE--------------------------------------DLRKEDD

------------------------------------MISIPCLVHRTVLKQDIDQ----------------------LEFTKMSELIDRSKNFERILDLD

-------------------------------------MVSSNGGSSPFLESPVHA----------------------------------------SPKMS

--------------------------------------MSNSAGSSPFLESPVQS--------------------------------------PSKVNGA

-----------------------------------------MSLTPQIKEKPLES-----------------------------------------LDAD

--------------------------------------MSQTGDSSSFVEEPASP----------------------------------------EARQR

--------------------------------------MSETTRSSPFLETPMSP-------------------------------------------PE

--------------------------------------MSDSTGSSPFLERPMSP--------------------------------------------D

--------------------------------------MSDSVGSSPFVERPMSP--------------------------------------------E

                                           g spf   p                                                

      

      

 :  57

 :  24

 :  60

 :  28

 :  28

 :  42

 :  54

 :  42

 :  45

 :  34

 :  62

 :  24

 :  42

 :  23

 :  24

 :  18

 :  22

 :  19

 :  18

 :  18

      

             

             

YGL086W    : 

Smik_7.197 : 

Skud_7.196 : 

Suva_7.183 : 

CAGL0H0317 : 

KAFR0C0215 : 

KNAG0F0212 : 

NCAS0D0367 : 

NDAI0I0122 : 

TBLA0B0516 : 

TPHA0J0226 : 

Kpol_1002. : 

Kpol_1033. : 

ZYRO0G0825 : 

TDEL0G0157 : 

KLLA0E1914 : 

AFL065C    : 

SAKL0A0517 : 

KLTH0H0477 : 

Kwal_27.11 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

GQSNRQIQALQFKLNTLQNEYEIEKLQLQKQTNILEKKYKATIDELEKALNDTKYLYESNDKLEQELKS---LKERS-ANSMND-KDKCIEELRTT-LQN

GQSNRQIQALQFKLNTLQNEYEIEKLQLQKQTNILEKKYKVTIGDLEKALNDTKYLYESNDKLERELRS---LKESS-TNSTND-KEKCIRELQTN-LQN

EQSNRQVQALQFKLNTIQNEYEIDRLQLQKQTNILEKKYKATIGELEKSLNDTKYLYENNAKLEQELQS---LKETS-TKSTTD-KDKFIQELQIT-LQN

EQGNRQIQALQFKLNTLQNEYEIEKLQLQKQTNILEKKYKATIGELEKSLNDTKYLYDSNAKLEYELHS---LKESS-TNSTND-KDKLIQELQTT-LQN

KDTPIDVDNWKYKYDNLLNQYEIEKVRWQKEQYDSEKSHEALHLQLEKARNEIDQLVESKRFLEAQLQS---------QHPQNTQKEWSHEDNKVN-NNS

-AKDRQIISLEYKLNTLQNEFELERLQTQRQCNTLDKQYRSAVDELEKALDDTKFLHESNSKLQEELSV---VKDQL-NSTELE-KDKIINGLQFK-IRA

-RRDEKIGQLESRLSDLTKEFELAQLQLQDDNVALQNSYQLNVEELEKVTADLKFTQEINDKLNIQYNE---LRSKLGSELQGENKDSHFEELDLQ-LKL

-EKEHQILSLQYKLNTIQNEFEIERLQMQRQLNSVDKKYRTTIDELEHALNDTKFLHETNSSLNEELDS---LRKDY-EELRAS-RETDFKDLKRQ-LED

NEKDHKILALQYQLNSLQNEYEIEKLQMQRQLNSVDKEYRNTIDELEKSLNDVKFLHETNDSLHDEVTN---LRKSL-DTVKKE-QQNRIDELESE-VNL

-MENKGSKNLQYQLHTLKNEFDIERMELNTQLNELQYQYKSTLNDLDLKIAESNDLFNKNVSLNEQIEKLSTKLKEFLEEDIVDIKQKKISDISNDQLEK

-NKDDDIRILKYQLTNMKNEHEIETLRVQRKYDNIDRQYKMNMDTLEKTLQDLQKLYETNGLLEEELRN---LQRKY-EIETEE-SNLKLSTMKSD-MQV

VVRDELIKSLEYELNTVQNEFEIQNMRLQRQYNHLEKQYKSNLDTLEKTLNDMQELHVRNESLNRNLSE---LKKEY-SEVIEE-KEIQFKTLNSD-YDV

IDKELLIKELESKLNVISNEFEIERIQLKDQINLVQEKYLTVNKELESNNSTVKYLYDTNKKLENNIVK---LREEH-QDEIEE-KNTFIAELEKT-VEA

PQTDRQVMSLQYKLNTVQNEFEIEKLRLQQQSNLLDKKYRNVVEELEKALDDTKYLYETNGRLEQELSD---LKNSS-NQNDDT-RDEELRRLRSE-LRA

AEKERKLISLQYKLNTIQNEFEIERLRLQQQNNSIDKKYRTTVEELEKALNDTKFLYDNNNKLEKELNE---FKRKL-GDIESS-KDEEIQKLKLQ-LHT

-QLRRRVLTLQYKYTTLQNEYEISKLSSERETYSLQNKYDKSMNELENALKDTKILYEENIKLKEELKSKDALPKED-EKIITT-LRTQVVSLKNE-VNL

-ELERQVLGLEYRLRTEHSEAEMARLALERELAGMQGKYKQCMGELEAALADTRYLYEQNAALEARARA---ADEDAGGAAAAE-RAAAAEERARA-AEA

-DLQRQVLSLQYQLNTLTNDHEIDKLALERQLATLDKKYRHSVEDLDKALSDTKYLYETNQQLETELKT---LREQL-SQANSE-KDTNAYELKQQ-LLE

-STQRHAVSLKYRMNAMQNEFEIEKLSLQRELSTLDKKYRTNLDELEKALGDTKYLYDTNTELESKVKA---LEEQL-SELKTT-QDTQSFILRQK-LAE

-STQKHAVSLKYRMNALQNEFEIEKLSLQREASILDSKYRNCLGELEKALSDTKYLYDTNGALESRAKA---LEEEV-SALKIK-HNNEESQHEIQ-LKQ

         l        n  e6  6            y      Le    d   l   n  L                                     

      

      

 : 151

 : 118

 : 154

 : 122

 : 118

 : 135

 : 149

 : 135

 : 139

 : 133

 : 155

 : 118

 : 136

 : 117

 : 118

 : 114

 : 116

 : 112

 : 111

 : 111

      

             

             

YGL086W    : 

Smik_7.197 : 

Skud_7.196 : 

Suva_7.183 : 

CAGL0H0317 : 

KAFR0C0215 : 

KNAG0F0212 : 

NCAS0D0367 : 

NDAI0I0122 : 

TBLA0B0516 : 

TPHA0J0226 : 

Kpol_1002. : 

Kpol_1033. : 

ZYRO0G0825 : 

TDEL0G0157 : 

KLLA0E1914 : 

AFL065C    : 

SAKL0A0517 : 

KLTH0H0477 : 

Kwal_27.11 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

KDLEMETLRQQYDSKLSKVTNQCDHFKLEAESSHS--LLMKYEKEIKRQSVDIKDLQHQVMEKDDELSSVKASKMINSHPNYS-TEEFNELTEMNKMIQD

KDLEMENLRQQYDSKLSKLTNQCDHFKLEAESSHS--LLMKYENEIKRQSLDIKGLQHQMVEKDDELSSLKASKMINSHPNYS-TEEFNELTEMNKMIQD

NDLEMDALKQQYDSKLSKLTNQCNHFKLEADSSRS--LLLKYENEVKRQSVDIKDLQHQVMEKDDDLSSLKASKMMNSHPNYS-TEEFNELTEMNKMIHD

KDLEMENLKQEYDSKLSKVTNQCDHFKLESESSRS--LLKKYENEIKRQSVDIKDLQHHVMEKDDELSTLKASKMMNSHPNYS-TEEFNELTEMNKIVQD

MNNDYMLLEEKYKSDVFHLDNSVNELKLELTSCRS--LLKKYEEVIEQQSEQIKEIKKTLKKKEQELDEIEVNRLKQAHNATN-TEEIRQQTNENASF--

IEQELSDSRLNQDSERSKLTNEVETCKIENENSQA--LLAKYEEELQKQSSELKNLIKSNNEKDIEISELKTTKIVNSHPNYS-TEDLQELATMNRMFQD

KDQEIERLNFEHESHISKLGFEMKDMSIELNVLRT--KTQKLETELQTNFVELKESRKLLVTKQDEIDDLQ--RLNAQYGQMKMTDLEDEMTTVNQMLQD

KTQEVDDLKLNYENEISVINSELQNARIASENDKA--MLKRYEEQVSSQSLEIRNLNSVILEKDAEISNLKTSGMMNFQQNDT-TEE---LTAINRLFQD

KHNEVEKLKIDFENEISKISHELENVNMENANNKT--MLQRYEEELARQSQEIKELNKLNSEKDDEISDLKTKNMMKPQQLDS-TED---FTTINNMFQD

YRKENSDLRDSYDLKIKNLKDQLESYKLDQAGTKD--LMQTYENEITKQTKHISNLQQELSKRDEIIASFKNSNQTQVTQTLGSTSLQLQSEYWGNAIQE

KQNECEFLRSQYESVATKFENQVNENRGEQEASQA--LIKRFENEITKQSNQIVQLQKTIHKKDQELERVKVDGIIDNHKNYS-TEEFQELTTINKLLQD

VKEECEFLRNQYQTMASRVGDQEEYKKLETEASQN--LIKMYENELSKQNKQIISLKKLVTEKDGELEDLKANGVIKTHQNYN-TEELQELTVVNKLLKD

RENELDDLESDLQEQIDDLKDENTEFQNKLKIYKN--KIKEYKHEINCKENEIHNLKSEREFNAEEVEQKTETN----------QDNISELQRQNELY--

KDYRIDELESNYQSKLSKLERKLENNQVESQSSQT--LLKRYEEEISKQSGQIKMLQRANSEKDDELATLKASNVVTQHHNYS-TEDLQELTVTNKMLQD

NETEAAQTISGYRSKIHKEEQENDTQRMELRNCKS--LLERYKEAIAVKSEEINNLQREKSEMSGEIDALRVSRLVMAHHNYS-TEELQELTVINKSLQD

KEQRIVELAHKLSSKQNEVTNAIESMKLEIEGSGN--ILHQHETQINKHVEEIRYLQQELKEKENLISELRSVQTSASHRNNS-TEELQDLAVLNKTLKE

RARELEEALQAARGEAAAAERAAAGAAAGAAAAEQSGLLRKYEAEIERQMGELRALAERLAEREDEVAGLKAQRVLQAHRSYS-AEEVEELGVLRRTLQE

KNMQIEELETASKSRLSIYENRYQNSQVEAEGSKN--LLRRYEEEIDKQSEQIKELLKTIAERDDELATVKAARVVMAHHNYS-TEELQELTVLNKTLKD

KERDIEQLRSESRSKVSELENKYQNSKIESESSKS--LLKRYEEEIESQNRQLKELQSAVAQRDDEIASIKASRVVMAHHNYS-TEELAELTTLNNLLEE

KDREIEELRSQSQSKISHLQNLYQNMQIESESSKS--LLKRYEAEVESQNLQIKRLQSEAAQREDEIASLKASRVVMAHHNYSNTEEITELTTLNNLLKE

       l                    e             e  6  q   6            e6                 te        n     

      

      

 : 248

 : 215

 : 251

 : 219

 : 213

 : 232

 : 245

 : 229

 : 233

 : 231

 : 252

 : 215

 : 222

 : 214

 : 215

 : 211

 : 215

 : 209

 : 208

 : 209
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YGL220W (BOL2) 

  

             

             

YGL220W    : 

Smik_7.46  : 

Skud_7.51  : 

Suva_7.42  : 

CAGL0I0698 : 

KAFR0F0423 : 

KNAG0B0050 : 

NCAS0E0057 : 

NDAI0I0298 : 

TBLA0C0497 : 

TPHA0D0349 : 

Kpol_423.7 : 

ZYRO0E0871 : 

TDEL0D0598 : 

KLLA0A0155 : 

AGR232C    : 

Ecym_1198  : 

SAKL0F0169 : 

KLTH0G0154 : 

Kwal_47.19 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MTGERIEKVKINDEFAKSHFLTTQWRETKRQRHYKMPVTEQGLRERIESAIPQVYHIIVTDLSYGCGQSFDIVVVSDFFQGKSKLMRSRAVNKAVKEELQ

-----------------------------------MPVTEQGLRERIQSAIPHVYHIIVTDLSYGCGQSFDIVVVSDFFQGKNKLMRSRAVNKAVKEELQ

---------KISNEQAKWRFLTT--RKNTKRQSHTMSVTEQRLRERIESTIPQVYHIIVTDLSYGCGQSFDIVVVSDFFQGKNKLMRSRAVNKAVKEELE

-------KDEMSDKFAKPHLLV---QKKKAKRYHTMSVTEQGLREKIESAIPGVYHIIVTDLSYGCGQSFDIVVVSNFFQGKNKLMRSRAVNKAVEEELQ

------------------------------------MITEEHLREKLKTSIPDVYHVIVTDLSYGCGQSFDVVVVSNTFVGKNKIQRSRLVNGALKEELA

----------------------------------MIMVTEEEIRSKINSSISNVYNIIVTDLSYGCGKSFDVVVVSDVFEGKNKIQRSRIVNNCIREEMT

------------------------------------MFTEADLRTKIEQTVPRVYNVIVTDLSYGCGQSFDVVVVSDEFAQKNKIQRSRIVNAALKEELK

-------------------------------MSEASTYTEEDLRKKIEAAIPNIYNIIVTDLSYGCGQSFDVVVVSDSFQGKNKLQRSRLVNGTLKAELA

-------------------------------MSEAPTYKEEDLRTRIEAVIPNIYNIIVTDLSYGCGQSFDVVVVSDTFKGKNKLQRSRIVNGCLKEELT

--------------------------------MNSTLITPDHLKARLAEAMPELYTAIVTDTSGGCGQSFTLVVVSNAFVGLNRIQRSRLVNQALSAEIA

----------------------------------MSVVTVELLKEKLNNGIPEVYNVIAIDTSAGCGQSFEVVVISNTFQGKNNLARSRMVNKILCDEIA

------------------------------------MLTEESLRSKINETIPEVYNVIAMDTSSGCGQSFEVVVVSDTFIGKNKLARSRLVNKALHDEIN

---------------MKFHLSDPYMVNQHQETRRSRMVSKDQIEIRIKENVSELYQTIVTDISGGCGQSFDIVVVSNSFQGKNKLQRSRWMNTVLKEEIA

------------------------------------MPSEQSIEQKIKSELPQVYNVIVTDISAGCGQSFDVVVVSNEFESKNKLQRSRLINKILKEDIA

------------------------------------MLTQDDLKAKLEKEIPNFYHALITDTSNGCGQSFDVVVVSDVFVGKNKLSRCRIVNKALAEEVA

------------------------------------MLTEQDIYDRLTEAIPEFYQAIITDTSAGCGQSFDVVVVSNVFANKNKLQRCRLVNKALAEQVA

------------------------------------MVSEQDLSNKLAEEIPELYQTIVTDASAGCGQSYDVVVVSDVFKGKSKLQRCRMVNKLLAAEIA

------------------------------------MLTQQDLHDKLSTEIPDLYNAIVTDTSNGCGQSFDIVVISNVFQGKNKLQRCRLVNKVLKDQVA

-----------------------------------MSVSQQVIKDKLQASIGDIYHIIITDTSNGCGQSFDVIVVSDTFEGKNKLQRCRLVNGALKEEVA

-----------------------------------MSINQQLLKDKLSAAIPDIYNTIITDTSNGCGQSFDVIVVSDTFKGKNKLQRCRLVNGALKEEVA

                                          6  46   6p  Y  6 tD S GCGqS5d66V6S1 F gkn 6 R R 6N  6   6 

      

      

 : 100

 :  65

 :  89

 :  90

 :  64

 :  66

 :  64

 :  69

 :  69

 :  68

 :  66

 :  64

 :  85

 :  64

 :  64

 :  64

 :  64

 :  64

 :  65

 :  65

      

             

             

YGL220W    : 

Smik_7.46  : 

Skud_7.51  : 

Suva_7.42  : 

CAGL0I0698 : 

KAFR0F0423 : 

KNAG0B0050 : 

NCAS0E0057 : 

NDAI0I0298 : 

TBLA0C0497 : 

TPHA0D0349 : 

Kpol_423.7 : 

ZYRO0E0871 : 

TDEL0D0598 : 

KLLA0A0155 : 

AGR232C    : 

Ecym_1198  : 

SAKL0F0169 : 

KLTH0G0154 : 

Kwal_47.19 : 

             

                     

         *       120 

EIHAFSCKCYTEEEWSKIVV-

EIHAFSCKCYTEEEWSKIVV-

EIHAFSCKCYTEEEWSKIVV-

EIHAFSCKCYTEDEWSKIVV-

DIHAFSCKCYSEEEWSKIVI-

SIHAFSCKCYTEKEWSKIVV-

SIHAFSCKCYTEEEWSKIVV-

SIHAFSCKCYTEEEWSKIVV-

TIHAFSCKCYTEEEWSKIVV-

EIHAFSCKCFSEDEWAKQVV-

QIHAFGCKCYTEAEWSKIVL-

QIHAFSCKCYTQEEWSKIVV-

QIHAFSCKCYTEAEWSKIVT-

QIHAFSCKCYTEAEWSKIVI-

QIHAFGCKCYTTNEWNEILGN

QLHAFSAKCYTTEEFQRLTI-

QLHAFGLKCYTVQEFSEFTL-

QIHAFGCKCYTVEEWGKLVT-

QIHAFGCKCFTTAEWSKLVV-

QIHAFGCKCFTLDEWSKLVV-

 6HAF cKC53  E5s     

      

      

 : 120

 :  85

 : 109

 : 110

 :  84

 :  86

 :  84

 :  89

 :  89

 :  88

 :  86

 :  84

 : 105

 :  84

 :  85

 :  84

 :  84

 :  84

 :  85

 :  85
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YGL243W (TAD1) 

  

             

             

YGL243W    : 

Smik_7.18  : 

Skud_7.24  : 

Suva_7.18  : 

CAGL0H0773 : 

KAFR0J0287 : 

KNAG0I0024 : 

NCAS0E0027 : 

NDAI0I0323 : 

TBLA0E0023 : 

TPHA0G0364 : 

Kpol_380.7 : 

ZYRO0E0950 : 

TDEL0D0634 : 

KLLA0A0075 : 

AFR267W    : 

Ecym_2596  : 

SAKL0F0083 : 

KLTH0G0074 : 

Kwal_47.19 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MVSCQGTRPCIVNLLTMPSEDKLGEEISTRVINEYSKLKSACRPIIRPSGIREWTILAGVAAINRDGGANKIEILSIATGVKALPDSELQRSEGKILHDC

----------------MLSEDELGDRISTRVINEYSKLKPICRPVTRPTGVKEWTVLAGIVAINRKNDTNNIDVLSMATGVKAMPDSELRRSGGKILHDC

----------MAKLLIMSSKNELAEEISNKVIGEYSKLKSVCKPATRPTGIKEWTILAGVVVINRSGGANNVEVLSVATGVKALPDSELQRSGGKLLHDC

----------------MPTKDELAEQISTKVIGEYSKLKAVCRPVTRPSGIREWTILAGVAAINRNASADNIKVLSIATGVKSLPDSELQRSRGKLLHDC

----------------MSFRDDYGTKITELVLSEYEKLSAKGRPVTRSNGAKEGTIVAAVIASDTRTDK--HSILTITTGVKSTPNDELARSKGKILHDC

------------------MNDSLGDEIAKLVYEEYDQLKASSKPVTRSNGTKEWTVLAAVVAINENADEKDLKLIAISTGVKAMPNARLDRSCGRILHDC

------------------MTDLLGNEIADLVYSEYDRLSTSSKPAVRSNGTKEWTILSGLVAVPLHPGPQ-LRLISLTTGVKATPNQDLERSQGRVLHDC

----------------MGGEVLLPDRVAKIVQEEYNKLKPSSKPVLRSNGVKEWTVLASTLLLDSNTGN--LKMISLSTGVKALPDKELSRSGGKMIHDC

----------------MAQEHQLADRIADLLQQKYDTLKSSSKPVARSNGIKEWTVFAGIVAINTDTND--LRVISLATGVKALPNKELERSGGKMLHDG

-----------------MDKRELGDKIAALLFREYNKLKKSNKPIKKSNGIKEWTIISGIVAVSNKDTNI-IKVISLATGVKATPDSELKRSQGSIVHDC

-------MADNASQISRISDNYIAEKVSATVHGEYSKLRPSSKPVIKSNSVPEWTVLAGIIAINNETGE--FETIAITTGVKATPDADLDRSQGKIIHDC

-----------------MKEKSLGDKISNIIFEEYSKLKSSSKPTTRSNNVKEWTVLAAIVAISNDENE--IIPITISTGVKATPNDELERSSGKILHDC

-----------------MDDVSLGNRIAQKVLEGYRKLGSSCKPGTRSNGVKEWTVLAGIVAIDKKNSD--LRLISIATGVKALPDAFLHRSGGKMVHDC

-------------MQTRNWSDRLGDRIAKLFEDEYLKLSSACKPVIRSNGSKEWTVLSGIVAIDHLSVDKKLRLVSIGTGVKALPDATLERSHGRMVHDC

-------------------MAVIADRIAASVISAYDKLPKSGKPGIRSNGVTEWTVLSGIVAFDELNDR--YEPISLGTGVKATPNEELQRSNGQIVHDC

-----------------MDDDKLAEAICAQVIRQYGNFKPSSKPARRSNGSHEWTVLAGVVLVDRQTAE--CRLVSAATGVKALPDKELERSHGRMVHDS

---------------MCNNTRLLAEGVSELVIKQYDSLKISNKPSIKSNGIKEWTVLAGIVAIDENTNE--LRLISVATGVKALPNEELERSHGRMLHDS

----------------MSYEEFVEQGSSKLINEAYARLKPICKPTVRSNGIKEWTVLAGIIAINERKNT--MRLVSLGTGVKATPNEELKRSKGKIVHDC

----------------MEVNEEVADKIAELASEYYRKLKPSAKPTVRSNGTKEWNVLACVVAINRANED--LRLVSLATGVKAAPNEDLKRSNGRILHDC

----------------MDQPHDLADKISDLAFSYYEKLKPSAKPVIRSNGVKEWNVLACVIAIGPDQG---LRLVSLATGVKSTPNDELKRSNGRILHDC
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Skud_7.24  : 

Suva_7.18  : 

CAGL0H0773 : 

KAFR0J0287 : 

KNAG0I0024 : 

NCAS0E0027 : 

NDAI0I0323 : 

TBLA0E0023 : 

TPHA0G0364 : 

Kpol_380.7 : 

ZYRO0E0950 : 

TDEL0D0634 : 

KLLA0A0075 : 

AFR267W    : 

Ecym_2596  : 

SAKL0F0083 : 

KLTH0G0074 : 

Kwal_47.19 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

HAEILALRGANTVLLNRIQNYNPSS--GD-KFIQHNDEIP-ARFNLKENWELALYISRLPCGDASMSFL----NDNCKNDDFIKIEDSDEFQYVDRSVKT

HAEILALRGLNTVLLNHIKEYNPAN--GS-DFIQSNDETP-PRFKLKDNWELALYISKLPCGDASIDFL---NDNCKNDHDFPKIEDDDEFQYVNSSVKT

HAEILALRGANTVLLKHIKDYDPAN--GS-DFIESNNEIP-IRFNLKDDWELALYISRLPCGDASMDFL---NDSCKNNEDFIKIEDNDAFQYVDPKVKT

HAEILALRGANTVFLNHIKDWDLTN--GD-DLIESNNEIP-PKFRLKDKWELALYISKLPCGDASMDFL---NDNCRSDDDFLEIDDDDTFQYVDPDVKT

HAEILALRGFNRLLLEHIKRSMEGI--ES-NLIHNTPNG----FEWNNELELTLFISKLPCGELSMSLL---EEMKCEDENSLTFEEDDNQQYITPEIKT

HAEILALRGFNFVLLKNMQDLKNNE--TS-SFLDKSAQG--GKFRWKSKWKLALYVSRLPCGDASMDHL------EDASELDIEMSEDDRLQYIDPGKSK

HAEILALRGFNYVLLRQMQAARNND--RC-DLILPGIQDT-NKFRLNPEYQLALFISRLPCGDGSMNSL---QEQGGLGQDTNGIDDDDPVQYIDPNNRS

HAEILALRGFNTVLLKDIDNMNQNL-RQS-DLLEISDAN--GKYHLRAKWKLILYISRLPCGDASMRTL---SNSSPTSSSLKSIDDSDEFQYIDPNIPT

HAEIVALRGFNTVILQQIYQLKNGE--ET-DLVIHSKDS--EYYSFKSNLKIALYISQLPCGDISMRML----KERDIAPEELAIKDEDSIQYINQDNKT

HAEILAIRGFNTTLLREIENKEIDDTNSC-DLIYKVENSKCKKYSWNDEYDLGLYISKLPCGDSSME-----EENSLESNSLIQFQENDLTQYVDPTIRT

HAEILALRCFNIFLLDTINRISNHD--GTSKFVQVTKTN---SYEWNKKWDLALYISKLPCGDASMDDL-----MKVGDTAEFEITDDNPLQYIDPKNKT

HSEILSLRAFNTYLLQSVQRVSEGD--KS-KFILPAKAD--GKYNWNENYKIALYISKLPCGDASMDTL---NEDLEDNEQNFTIEDNDAYQFIDPKIKT

HAEILALRAFNAVILDQIAYLNSNSDNQI-DLVERASED--QLFHFKDNWELAIYISTLPCGDASMDLL-------CQDESIIEMQDDDPIQFVDPAVTS

HAEILALRGFNTVLLEHMNYMVTEQCGET-DLIERTTAG---VCILKSKWKLALYISTLPCGDASMKDLQTYNNTDTNRKQELTFEENTEIQWIDQKIRS

HAEVICLRAFNALLLKEICDLQNGQ--KS-FLIEKSADG----YKVKDVWKFAMYISRIPCGDASMNLLEAEDKSECENCQQVGNIFING-QYVHPEIDT

HAEILALRGFNAVLLQQAKLVTDGRSAEC-DLVEQAKTQ--DRFRLASRWQAALYISKAPCGDCSMDMA-------DDDADEMTFSPDDPIQYVAEHNYT

HAEILALRAFNVVLLKQMALLAANPTETC-DLVERCNTT--HPYRMRKRWKIALYISRPPCGDCSMDIL------GEDDTNYMQFSFDDCCQYINPGIRT

HAEILALRGFNTVLLMQVSELTQGKHERV-DLVEKAVDG--LSFKVPDHWSFALYISKLPCGDSSMDTL------EEEDLNSFNIENTDACQYLEQNNHT

HAEILALRGFNAVLLKQIQLLKDSQSHPVPDLVSSSSDNS-GIYRLNEEWSFALYISRAPCGDASMGLL--------YDEGCISFTDDDRCQYVDDNNKT

HAEILALRGFNMVLLKQIQMLVDPKAAVVPDLVSPSSDED-GKFKLGDDWSFALYISRIPCGDASMDLL--------QSESDMEFSEDTSCQYVNPCNRT
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ILRGRLNFNRRNVVRTKPGRYDSNITLSKSCSDKLLMKQRSSVLNCLNYELFEKPVFLKYIVIPNLE-DETKHHLEQSFHTRLPNL---D------NEIK

ILRGNLNFNRKNVVRTKPGRYDSNITLSKSCSDKLLMKRLSSILNALNYELFVQPVFLKYVVIPGLE-NEVKHVLKQSFHDRLPNA---N------HETI

ILRGRLNFHKKSVVRTKPGRYDSNITLSKSCSDKLSMKQISSILNSLNYELFEQPVYLKYIVIPDIE-DKTKHILERSFHNRLPCD---G------HKVE

ILRGRLNFGKKSVVRTKPGRYDSNITLSKSCSDKLLMRQSSSILNSLNSALFAQPVFLRYIVIPNLD-EKTRHTLEQSFHNRLPFC---S------HRFE

ILRGRCNFNKRNYVRTKPGRIDSKATYSKSCSDKLYIRHKTSVLNSLTSYMMPTPLYISNYVIPNIN-SHQIEEMNLYF-NRPMDLHSSA------RRLY

ILRGRMNFKRKGAVRTKPGRLDSDITLSKSCSDKLCIKQITSALNSLTWELMETPVYLKYLVIPELN-DTDKKALIRCFHTRLCSSLDLI------SRFQ

LLRGRFNYAKKGCVRTKPGRMDSKITYSKSCSDKLCCHQATSILNACTWPLIEEAVYIDYLIVPNIS-ASDRNALERCFTTRLSSATFPV------HKMQ

ILRGRLNFSRNGVVRTKPGRLDSLTTLSKSCSDKLCLRQVTSILNCMTWSLLDTPVFIDYLLIPQLN-YDNKNDLLLSFQNRLKCSKVNY------RPMK

ILRGRLNFNKKGYVRTKPGRLDSQLTKSKSCSDKLCMKQYTSILNCLTFQLLEQPVYLDYMIVPGMT-TEMKEDIDLCFNKQFERCVGTR------HEVC

ILRGRINYNKSGCVRTKPGRIDSEITFSKSCSDKICIKQVLSLLNSLNTELLESPIYIKYLVCPDIK-PQNLILLKKSF-NRIENIKLEVSSSYRYHPLS

TIRGRLNYKKRDVIRTKPGRYDSKITLSKSCTDKLCMKQVMGILDSTCSLLMKDPIFLQYIIIPRIS-GKESI-LKHAFIDRLRGGNFPV------QEFK

VIRGRLNYSKKNVVRTKPGRYDSNVTLSKSCSDKLCMKQAKSILNSLNWDLFENPIFLAYVIIPTLK-DELLLKLNKEFPERLRGIGIPI------MPLT

IVRGRFNYSRRQVVRTKPGRFDSQITLCKSCSDKLCQRQVISILNCMTWKLLNKPVYLKYLVTPNTT-----DLLHQSFYDRIKVL--PN------VPLK

ILRGRFNYDRLGVVRTKPGRYDSQITFSKSCSDKLCIKQVTSILNSLTWSLMAQPVFLDYLVIPNLA-VDRCQGVHHSFQDRLGRL--PQ------KSLE

IIRGRANYKLRKVVRTKPGRADSKITLSKSCSDKLTMKQMISICNALTWSLLQSPVYLEWIVLPKQY-QYEQVQLEDTFWLRLKNQ--QF------LPFK

MLRGRFNYSRKGVARTKPGRADSQITLSKSCSDKLASKTVMSLLSSMTWELFEEPVFLDYLVLPH---TIATAGFERCFAERLAGL-EGT------HMPR

TLRGRFNYDCKGVTRTKPGRPDSKITLSKSCSDKLASKQVISILNSTNWKLLETPVFLSYLVLPQHHREKASDGCLRNFHYRLLGL-NEV------HSIE

LLRGRFNYQKKGFVRTKPGRKDSKITLSKSCSDKLSIRQVTSMLNSINWELFDTPIYLKYIIIPNLD-EHALVGLERSF-ERLCNH-PSF------NALR

IIRGRFNYAKKGYVRTKPGRKDSKVTLSKSCTDKLCSKQVLSILNSLTWDLLEAPVFLEYIVIPQLP-RVAEADFERAFDTRIKDS-VPM------EKVQ

ILRGRFNYNKRGYVRTKPGRKDSSLTLSKSCSDKLCYRQVMSILNAMTWDLMESPIFLKYIVVPKVS-NTARRGFESAFKDRLREF-PGI------KSVE
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---------------MELRSFSRQPDGILANPRLGREEVLEGEHPQDA------------------------RLARQSIWLSPSLIAEYIQLFFNFIIGT

---------------MELRSISRPTGGMVTNRLLESDDVMEVELQQDA------------------------RLAVQSVWVRPGLIAEYIQLLFNFIIGM

---------------MELRSVFRRADGVITNQKLESGGVLEGEPQQNA------------------------RSPGQSIWLNPRLIAEYMQLLFNSIIGV

---------------MELRSTSRETNHVIANRRSESDVMTGEGRPQQDI-----------------------TSYGQSIWLSPSLIAEYIQILFNSIIGV

----------------------MPLAELDKSCDSKGTPLH--------------------------------GSTKKNGNARRGILNKPVYLIACMVVAI

-------------MDNGSRLISRYDDRLLKEQDKGLEQQPVLKL----------------------------SHKNDSIWYNPKLIAEYVQLLFNTIITS

----------------MGMSLIAGGDRTVSVQQRGGETHSVLETSNTTT-----------------------TTNGTVQWYEPEPLSQYMRLAFNSVVAT

MTELKKREIFQVDRLLIFGPKCRDGVQILKNSEQAKEINLLNTRSSTDSAASFELTFYVGLMTSQISRNYDLPIEKNTNDQRPKIIAQYIQLLFNSVVVT

----------------MDSDSSNQLSPILNPLKTDSGNDK---------------------------------LQIPRNDNDPTVWAEYFQLAFNVLVAS

-------------MEPSTLIQRNYGKNIVKQNTRDTLKEDNYDEKSETATQNS-------------------NYSPIQKGIKPSLVSEWIHLAFNTFFMV

-------------------MERLPSSRIAQKHNAKDSHKH--------------------------------------TWNDPEHVGKFMLLFMYMFLMV

----------------MMEVGIRRNREVVPTRNRSDDAKSLSSDRKGNED----------------------KVTNKTLLSDPDVFAKYLQLLFNCMVVL

------------------------MTQLLTQSSTSNNASH---------------------------------------------IGEFVRLAFNSSILV

------------------------MVELIEDDERRHGGNR---------------------------------------VLEPDVLAGYVQLAFDATVLA

-------------------------------------------------------------------------------------MHSVNKLVFQGLLVV

------------------------MGEHNHVAYRGNGAPF-----------------------------------PRANIRHP---IDYVQVVFNGCIAF

----------------------MPRNQLSRIRDDAHGRKV---------------------------------------SSRDHSIVDYVQFIFNGCIAI

----------------------MSVQKALEENGSKQEKVN---------------------------------KSNFLDPDAPRILSQYLQLIFNAALAS

-----------------------MYDQLVTSQKKRSVSSAASS-----------------------------SKESKRHWSDPKTLAAYIQLFVNTVIIS

-----------------------MNNRVIRQATFDRAREQ----------------------------------ERQQHWSHPSLLAAYAQLIANTALAS
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IGLSLAIKFILMIRNDVNLKLEHNVREELDKIATCKSRYFENQCEPHMRVPA-LEVRCNEWSKCMNKEIVS----GSDYQWAKAWARTLAEVINAFFEAF

ITLSLVIKFILLIRNDVNLKLEHDVREALDKIATCKSNYYRNQCEPHMRVPA-LEVRCDEWSKCMNDKILP----GSDYQWAKAWARTLAEVINAFFEAF

IALYLVIKFILMVRNDVNLKLEHDIREAFDKIATCKSNYVRNQCEPHMRVPA-LEMRCDEWSKCMDDEVLP----GSDYQWAKAWARTLAGVINSFFEAF

IILTLIIKFILMVRNDVNLKLEHDVREALDTIATCKSNYIRNQCDPPMRVPA-LEMRCNEWSKCMENEVVP----GSDYQWAKAWARTLAGVINAFFEAF

GSICLIIAFMKEIRKDVDVKLEIEMLQHLRKIDQCKYNYRINECDPGVRVRA-LDKLCEEWYECMTVGDALSKNSKFTKKRAALWAETLGEILNAFMNSI

FLLYLVIRFLIMINNDVHFRLEELKQVELSRISNCKSDYYNNECHMGEEIPA-LTNLCSKWYQCMNIDIETH---RDLSESAKLWARILAEVINAFVSEI

LVLFVAVKFLLMVRDDVNYKLDELKLRELQRIMECQIHYRDNKCAVWESVPPLLQEKCRLWGQCIAGEDSL----AINRHSAKLWAQTLAEVVNSFVESI

VILFFAYQFVTLVKKDVDFKLQRKLVENDYRIQRCEENYVRNQCEPELRVPA-LEELCNEWFHCMQEKEETPKG-TVVHISTTLWAQTLAEVVNAFIEPI

ITLFLFIKFLYMVNRDVDSKVQMLILSDIYKIEKCKHDYEMNQCDLKTRVPA-LEDQCNEWFHCFQPNSTV----NVTGSSSILWAQTLAEVVNAFVEPI

ILVFFLGKLVFLIKKDVDNKLLQVLDQQKDYFENCKENYNLNDCGSNNVVPA-LQSVCMDWARCIAKSNSPDY--NHRHLSSKLWAETVAEMINAFVDPI

GFAASILYFIYMVRIDVDYRLQQRNIQNIYNYEQCKRLYDENECSPESRVPA-LEALCEKWLSCAKEASIDI---GSVNNSAKLWAQTVGEVINEFMDTI

SLFFMVGWFFYTIKLDVDFKVEQEKIRRRLRIQTCKDNYINNECAPELRVPA-LESLCDEWLTCINEETIDL---NTINTSTILWAKTLAEVLNSFVESI

IILSVVIKFILLIKQDVDQKVQLKIAEQVIRVKRCQKHYEDNGCVSH--VPA-LETLCDGWHHCMHS--------TGQVQSASLWTQTLAETLNAFVEAI

LVIAMVVKFALVVQDDVRCKVQERLAANLRSVADCKRSYELNECLPGMRVPA-LEESCDKWLHCMNEDVEQL---KHGSGSGALWAKTMGEILNSFVEPI

----IVGYFCWTVHKDVQWQLLEQQWVDMKKISQCKRSYVENRCSEGIR-PA-LAGKCDEWWHCAQLDSH-----PSVHQMANLYAKTLAHTLNSFIQAL

GALFLLARFVQLVQYDVQLQRAQQHLEDAFTIQQCAKYYEENRCGGQKQPPA-LAERCARWAQCMALDAH-----PTSDASVRLWARTLASTLNEFTEQV

GILYVILNFVYIVHGDVQWKRYQKKLEDAFFIEQCKKDYEMNNCHPKSRLPA-LHAQCEEWYQCMNLDSR-----PSSHEYGVLWASTLAGILNEFTEQI

LAFYLLVRFVQLIHTDVQLKLKQKSMDLVQAALQCAREYERNGCEPSKRVPA-LEAQCNHWYRCMNNQDTD----TRVHQRAQLWAQTLAEIINAFAKPI

GLLYLCVRFLRLVNRDVECKFRNKVALAAKAALECRANYETNRCEPEERAPA-LEAQCAEWAHCMSRSQEL----WDLQHSAVLWAETLAEIINGFFKPI

AALYLGVRFILLVNRDVDEKLRKKAAVAVSTALECKRHYEANRCEPGQRAPA-LEQQCSEWFECKNKVHDT----QDSQHSALLWAETLAEIINAFLKPI
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SIRSFLFILISIIGIIFVTNTSFGSYRVYLNNKDTKSVRHA---------

SIRSFLFILVSIIGIIFVTNTSFGSYRVYLDKDTKTIRNA----------

SIRSFLFILISIVGIIFVTNTSFGSYRVYLNHKDTKPVRI----------

SLRSFLFILISIIGIMFVANTSFGSYRVYLNNKDTKHVQIA---------

KIKTWGLLMISITMSILAINVSAAVIKNLTNSEQ----------------

SMRSLFFLLFTICSLVIVTNVAFGTYRVFHYNNTR---------------

SVRSLTVLLTTSCSIIIVTNLAFGSYRVVHYSK-----------------

SWRTLFFILLTTCSIVAVTNIAFGSYTVHYQPEQVIRDR-----------

SIRTLLVLLLSTCSIIIVTNVAFGSYRVSYRYNNENNPRT----------

SIRSLIFILMTVGTIITVSNLAFGSYRVYYYNSKA---------------

TLRSLVFILLILSASISLMRYSYGSYQVYYYGKEHLD-------------

SFRTFLFILLSVTVTVVVTNVTFGSYRVYHYQNND---------------

SFRSLVFVLLAVCALVLVTNVVIASYRVQYYIRGDRMSTYQPSNNARIE-

SIRSAFLMLFVVCAIVLVTNVAIGSYRVYYYNGSLRQASQQ---------

AFKTIIVLMLFVLLISISSKLLQ---------------------------

SLRTVIVLLVCTLSVILAANFAFGTYRVYYVQQRT---------------

SIRTVSILLISTLCTIIATNVAFGAYRVYYVQNAP---------------

SIKALCFVLLIVCGTILVTNVAFGTYRIYYHGLPSSADIKKYS-------

SIKSLIILLTFTFGVIIVSNIAFGSYRVHYYGALNSPQNSDLSSRGPRPL

SIKSLLILLVSTCGIIIVSNTAFGSYKVQYYTVPPGTPREDNAIET----
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Skud_7.19  : 

Suva_7.13  : 

CAGL0H0766 : 

KAFR0J0291 : 

KNAG0I0020 : 

NCAS0E0023 : 

NDAI0I0327 : 

TBLA0E0016 : 

TPHA0G0368 : 

Kpol_380.1 : 

ZYRO0E0970 : 

TDEL0D0641 : 

KLLA0D1152 : 

AFR259W    : 

Ecym_6009  : 

SAKL0F0063 : 

KLTH0G0057 : 

Kwal_47.19 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-----MVVFEITILGANGGPTEYGTQCFILKPART--E-DPELIAVDGGAGMYQLREMLVQ------GRNENEGDDEL-----VPSFYEHDREP--IEFF

-----MVVFEITVLGANGGPTEYGTQCFILKPART--E-DPELIAIDGGSGMHQLREMLVQ------GQHDNESYDEF-----VPSFYEHDREP--IEFF

-----MVAFEITILGANGGPSEYATQCFILKPART--E-DSELIAVDGGGGMHQLRELLAQ------GQNDNEGYDEL-----VLSFYEHDREP--IEFF

-----MVVFEIIVLGANGGPSEYGTQSFILRPARA--E-SPELIAVDGGAGMHQLREMLAQ------KWNDNEDYDEL-----VPSFYEHDREP--IEFF

----MTFTFEVTILGGSGGPIENDCQSFLIRPYGS--D-VVDSICVDAGTGLGSLYNLVAQ------IGTSDEAK--------VNDYYNQNVTT--RKVF

-----MPSFEIVILGAVGGPYEQATQCFMLRPYGL--EGTMESICIDGGAGINQIAWLLMQ------YKKQAINES-------VRENFFRESGEILLQDF

-----MFTFEVVILGGLGGPGENSSQCFMLRPYRS--K-GIKSICVDGGAGAAQICDTLML------QQKPVSERDQL-----AFHYYEPDDQQYFLENM

----MSASFEITVLGASGGPWDGTTQCFMIHPTSS--AIDISSVCVDGGVGVSSILQIL--------SKSNHPERQNE-----IESYYESEFEP--ISKY

----MSPSFEVTILGASGGPLEGTTQCFMVRPTRL--D-TLASICVDAGVGLRQIIHTLLDS-----KGTLDAEAQ-------IESFYENDFEP--ASSF

-----MPSFDVTIIGALGGPQEGDTQCLMVRPYGY--Q-GLGSICLDAGAGLTSIIHILAD------CKKYKYQDSELFKLKSISSFYNNDYEP--AWKF

----MDKTFEVTILGTSGGPIDGNNQSFMVRPAFS--K-ELNSINVDGGVVISQIIELVKYMKRS--VMNIHEGSDGL-----VESFYENDMEH--ERLF

----MSDMFEVTILGASGGPVDGNTQSFMIRPARA--R-DLNAVCIDGGAGLGQIVKCVLNNV----GGEESLKRDEM----RVESFYENDFES--IDLY

-----MSKFEVTVLGASGGPDVGETQCFLIRPFGW--H-GLESVCVDGGAGTTQISRML--------AGELRVGL--------IESFYERDYEP--VNQF

-----MFNFEVTVLGASGGPDAGDTQCFMVRPSGS--R-DLRSICVDGGAGVGQIARIL--------SQAKDMSRPQL-----IESFYFNDFEP--ADQF

MSTYPGCSFELTILGSCGGPLNNHTQSFLMKRAGS--S-ESGYICIDAGSGLAEIADM---------IYAQEYGNTFL-----VKSLYKSSAED--VSRF

-----MGGFELTVLGSCGGPWESGTQSFMLKPRGS--T-NYGYVCVDAGSGLKQLIEL---------AAAQDPNAE-------VESFYKRDFEP--VAAY

-----MVGFELTVLGGFGGPWDGGLQSFMLKPTGS--Q-EYGYVCVDAGTGLKELIRL---------AATRGIGGKGM-----VTSYYENDYEP--VDRF

-----MPAFQITVLGSSGGPLEDGTQSFMLKPAGTLTD-DSNFICLDAGTGLSQLAKMIRDKRGSDPIGSTLKES--------VISFYERDSEP--LSLF

-----MSAFEINILGASGGPLDGGNQGILLSKAGS--DALKKYICIDAGSGLRQITSMLIKNAKMKNARQEFLCQDDM-----TESLFENLEEP--VGCF

-----MAAFEVNILGASGGPLEGGNQGILLSEAGN--DPTKNYICIDAGSGLRQIASMMADNAKSPNKSSLDWGRDK------IESLFQNIEEP--MSRF
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TBLA0E0016 : 

TPHA0G0368 : 

Kpol_380.1 : 

ZYRO0E0970 : 

TDEL0D0641 : 

KLLA0D1152 : 

AFR259W    : 
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SAKL0F0063 : 

KLTH0G0057 : 

Kwal_47.19 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

IDSKLNIQKGLSKSLLQSLKRQGEH-----FESANTMKKTYEVFQGITDYYITHPHLDHISGLVVNSPSIY--EQ--ENSKKK-TIWGLPHTIDVLQKHV

IHPKLSIQKGLSKSLIQSLKRQEGH-----FESANITKQTFKVFQGITDYYITHPHLDHISGLVVNSPSIY--EQ--ENTKKK-TIWGLSHTIEALQKHV

IDPRLTIQKGLSKSLLQSLKRHGAH-----FESANTTNKAFKLFQGITDYYITHPHFDHINGLVINSPSIY--EQ--ENTKKK-TIWGLPHTIDALQKHV

VNSKLSIQRGLSRSLLQSLKRHGEH-----FEDANTTNKSFKMFQGITDYYITHPHFDHISGMVINSPSIF--EQ--ENTRKK-TIWGLPHTIDALQKHV

NDVNVAYTNGFSSSLKKVLSEK--------YQNLNHWETTILLYNGIRDYYITHPHLDHIAGLIINSPLAY--EI--SFGTSK-NVYGLTSTKEALTDHI

IDTNIPHQYGFPNSLLSQL-----------DLSLPVHVNAVLIYEGIKEFYITHPHLDHIGAMVLNSPLLFEPNPNSADPKQEKTLYSLPFTSKAIREHI

IDKQSVAKFGFSSETLDSV-----------SQERNALKKGYKIYQGIGEYYVTHPHLDHISAMVVNSPLVY--EP--PLVSEK-TICGLDFTVNALQEHI

VDDRMPFRVGFSKKIMDQLELGRNSK----SQIYSLSTMATRVFQGIEEYYFTHPHMDHINGFIINSPMIY--DP--EYNASK-NLYGLSFTMEALKKHI

VHPEAPYKLGFSESILHSLKKAMGES----KENLNTMDVALQLFQNLKEYYVTHPHLDHTNALVINSPSIY--DP--RFPSNK-TVYGLPFSVEGLKKHI

FNPDSPIGFGFPQEMRDILLS---------KNLGQIQKEGLAVFQGINEYYITHSHLDHICGMVTNSPSAF--EK--HFPSRK-SIFGLNSTIQSLKRNI

TNPFHDCQKGFGTNFIKLVIEKLNLD-RSNIDSINIMRVSLQIYEKIKEYYVTHAHLDHISAIVLNTPYIY--SK--AYSNKTMKICGLPFVIDALDEHI

VDEDLTIEAGFSRGIYDLSS----------AGRSNTIQKAGALFHGIGEYYITHAHLDHISGAIINSPLAYGTSE--DISNDK-VFLGLDFTMEALKKHI

FDSDVQVRPGLSDSTLHALD----------SSPRITSYRSAKVYESIKGYYVTHPHLDHIAAMVVDSPLIF--NS--PKPMAK-TIWGLPFTTSAIERFI

FDPRTPVKLGFPTDLVENV-------------SSNTWKRALQFYKGIKEYYITHAHLDHIAAMVMNSPMAY--DG--ECISGK-KLWGLPFTMDAIKRHV

LAQGVRCTIGFGTPSEVFLKKSA-------EAHSSIMRTACEIFSEVREYYITHPHLDHMMGLILNAPLIY--TK--LGSY-K-NVYGTEHTIQAIKEHI

HSERATANPGLGTLSARTAEHF--------RTELVAVQRGAALYHEIGEVFVTHPHLDHVIALALNSPM--------AGIREK-RVLGLPFTIQALRKHI

HDSSCKILCGIGTLSSKAADAFEDGDGKGQRKVLTSVEKGLELYHEIGEVFITHCHLDHIMAMVVNSPVIY--------AHKK-SVLGLPLTIEVLKEHV

VDKRLPMIKGLPLLQEDTAD----------KQTRNSMESAVSVFQRIREYYITHPHLDHLLALIVNTPLIF--EH--CEQH-K-TMLGLPFTTRSIRTHI

VDKSSSIMRGLGPSATP-------------QDGESVMTLALRIFNKVEECYITHPHLDHVAALAINTPA--------CNSNGK-SIWGLRPTVEALKKHI

VDKDSQIMRGLGPSAIV-------------HQGETVMGSAVRVFDRIKEWYITHPHLDHIAALAINSPA--------CGSADK-RVWGLRSTVDALKNHI
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YGL248W    : 

Smik_7.13  : 

Skud_7.19  : 

Suva_7.13  : 

CAGL0H0766 : 

KAFR0J0291 : 

KNAG0I0020 : 

NCAS0E0023 : 

NDAI0I0327 : 

TBLA0E0016 : 

TPHA0G0368 : 

Kpol_380.1 : 

ZYRO0E0970 : 

TDEL0D0641 : 
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AFR259W    : 

Ecym_6009  : 
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         *       220         *       240         *       260         *       280         *       300

FNDLIWPDLTAERSRKLKLKCLNPKEVQKCTIFP-WDVIPFKVHHGIGV--KTGAPVYSTFYIFRDRKSKDCIIVCGDVEQDRRESEE------------

FNDLIWPDLTAERSEKLKLKFLNSREVQKCTIFP-WDVIPFKVHHGVGV--RTGTPVYSTFYIFRDRKSKDCVIVCGDVEQDRRECGE------------

FNDLIWPDLTAERSEKLKLRSLNSKEIQKCTIFP-WDVIPFKVHHGVGV--KTGAPVYSTFYIFRDRKSKDCIIVCGDVEQDRGGCEE------------

FNDLMWPDLTAERSEKLKLRSLNSKEVHKCTTFP-WDVIPFKVHHGIGV--KTGATVYSTFYIFRDRESKDCIIVCGDVEQDHAGEEE------------

FNDTIWPSLNKLKYPKINLNALKQCRTHDIANFP-WTTTPFKVNHGCGA--CNGEPNHSTIYCIRHNRTSEAIVVCGDLENKASIDTLD-----------

FNDEIWPDLMLEGSEPLMIQDLKEEKAHKSKTFPNWKITAFPVHHGNRV-TRPSAKIYSSAFVIQNEFNKDAIAIFGDVEQD------------------

FNDTIWPNLTYGKLQKLRVKTLQHSQWAPSSTFPQWEIIPFQVCHGCKV--AQDSKVYSTVYLIRDKVSRDVIVICGDLEYDYEGENHK-----------

FNDIAWPNLLNDGTDMIKANNLKNGVRHISKLFPQWKIIPFKVSHGIGA-TKAKEKIYSTVYVIVDNITNDCIVVGGDVERDPADGSK------------

FNDVSWPNLIEDGTGMLEVEALKSESSHDCKIFPQWNILPFKVSHGVGA-SDVLDHIYSTVYLLRDRKSNDCIVIGGDVERDPKTGNK------------

FNDEIWPDLTMGNKGGIILNELHAYVPQHSKIFENFEIIPLPVCHGKAV-NPPNQIVFSTLYLFKNLATNDCILIGGDMQSDNLDSNNGPNHEEADNNNV

FNDKIWPNLTAEKDGRLELVKLENKQCSQIKSIPQFSIIPFTVCHGQSV-SNETVPVYSTVFVLNDKISNNTLVICGDLQHDPPTERL------------

FNDIIWPNLVRDGTNTINLKSIAERQGYRSNTIPDWQIYPFKVHHGNKINSDTEESVLSTVYLVSDTVSGKCLVVCGDLEYRIAPGGD------------

FNDSIWPNLIHGGGQRLKTESLTDQIATTNPTFTHIEITPFRVSHGKGA-YSPREKIFSTVYLFRDITTDHCIIICGDMEPDSDE---------------

FNDLIWPDLLDGTASRLKLDSLAELRLHNCETFPQWDIIPLKVHHGFGV-SEPSSRIYSTIYLFIDKHSGSGIVICGDLEQDHASDKL------------

FNDKIWPDFTTDNT--IRLEALEPSIRRNTYSIQGIDCIPFTLNHGQTI--DTKEPVLSTAFLFHEHQTDGHVLICGDTESDLVSKT-------------

FNDKVWPDLLGPRDPVFELEAMEPVKPHVSSIVPHWTITPFPVSHGVTV--REREPFYSTGFLFRDLNGGDMLLIIGDLESDRCSGK-------------

FNDKIWPNLVSGDEPPFNLITFKPYESYICNSVPHWNVTCFPVSHGLTV--VDRKPYYSTAYLFQDGRDGDSLLVCGDMESDRISNM-------------

FNDFIWPNLI-DSHGLLRVGELNHLVGHQSESIPDWQITPFQVNHGIGV--SKQKENMSTAYLIHDTKNGKNLLICGDLESDQVSGS-------------

FNDVIWPNLLEEPRMKLRVNSLDEAQRHRVSCIPNWFITPLRLMHGVTV--HGSNPCPSTAYLVEDDTTKDAILVFGDLESDLISRR-------------

FNDVIWPNLLVEPRMNLKINALEESQRHIVECIPNWFITPLRVSHGTTV--RSGSPCTSTVYLIEDSISEKALLICGDLESDLVSKR-------------
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YGR084C (MRP13) 

  

             

             

YGR084C    : 

Smik_6.166 : 

Skud_7.380 : 

Suva_7.366 : 

CAGL0K0102 : 

KAFR0K0146 : 

KNAG0B0118 : 

NCAS0E0121 : 

NDAI0G0144 : 

TBLA0C0242 : 

TPHA0M0172 : 

Kpol_1025. : 

ZYRO0C1762 : 

TDEL0C0551 : 

KLLA0F0830 : 

AEL323W    : 

Ecym_2611  : 

SAKL0B0919 : 

KLTH0F1080 : 

Kwal_23.37 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MGTITVVINEGPILLIRALHRATTNKKMFRSTVWR-----------RFASTG----EIA-----KAKLDEFLIYHKTDAKLKPFIYRPKNAQILLTKDIR

---------------------------MFKSTVWR-----------RFVSTG----ETA-----KARLDEFLIYHKTDAKLKPFIYRPKNAQILLTKDIK

---------------------------MFKSVVWK-----------RFASTG----ESA-----RTKLEEFLIYHKTDAKLKPFIYRPKNAQILLTKDIR

---------------------------MFRSVVWK-----------RFSSTG----GTA-----RGKLDEFLIYHKTDAKLKPFIYRPKNAQILLTKDIR

---------------------------MLKNCS-------------RFYSAVA---KSN-----KQLLDEFYQYHTTRMNLRPLIYRPKNATLLRSMDLK

-------------------MYRPSSKLSSSVTIFK-----------RFNTTTTPPPPPPPPPPLRKPIDEYFTYFNTKATLRPLIYRPKNANTLLTMDLK

-------------------------MLHIRQSLFKTGSAGRLRIRLQWRSESTGR-TTP-----KQQLADYFEYYMTPIAQRPFIYRPRNANILLTMDIK

------------------------MTRSLLLTTWK-----------RLQSTAASPTAAA-----RTKLDEFFQYHATKNALKPLIYRPKNANKLLTMDLR

---------------------------MIQSTIYK-----------RFLSTQA---ETY-----RSQLDSFLRYHKTEKSLKPLIYRPKNASKLLTMDMK

------------------MLLFHKVPNKLLPTSQRLV---------RCLSTADTSAISSASP--KSQLDEFYTYYTTRKELRPYIYRPKNSSLLISKNLK

---------------------------MSARLTFK-----------RYVSD-----VAA-----KERLDQFLGYYATKHALRPLVYRPKNSNILLTMDLK

-------------------------MSSLRALSFK-----------RFSSS-----LSP-----KQQLDEFLLYNKTPVKNRPWIYRRKNANVLLALDLK

---------------------------ML---AFK-----------RFASS-----TAH-----KRELQEFFTYHTTKAELKPWIYRPKNANILLTMDLK

------------------------------MLVFK-----------RFASS-----NGA-----RAALDEFFTYHTTNAALKPWIYRPKNANILLTMDLK

--------------------------------MFS-----------RFFTRSVSTGVES-----RAVFDNFLQFVKTPQTLRPYIYRKKNANRLLAMDLK

-------------------------MHTVSVALSK-----------RFIRSLATQVQSAPKD--GGDFVRYLEYLKTSKDMRPLLYRPRNAAKLLTMDLG

--------------------------------MFG-----------KTFTRPLTQATIK-----GSSFYEFVEFIKTPKEMRPYIYRPKNADKLLAMDLK

---------------------------MLRVTVFR-----------RSVSNSAF--KDS-----QAKINEFLTYYSTPASLKPWIYRPKNANTLLSMDLK

----------------------------MLRAGSR-----------RYLSKF----QSA-----DSKLDEYYKYFATQASLRPWIYRPKNANTLLAMDLK

----------------------------MLKLGSR-----------RYLSTF----QKA-----DAKLEEYFKYYATQASLRPWIYRPKNANTLLAMDLK
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YGR084C    : 

Smik_6.166 : 

Skud_7.380 : 

Suva_7.366 : 

CAGL0K0102 : 

KAFR0K0146 : 

KNAG0B0118 : 

NCAS0E0121 : 

NDAI0G0144 : 

TBLA0C0242 : 

TPHA0M0172 : 

Kpol_1025. : 

ZYRO0C1762 : 

TDEL0C0551 : 

KLLA0F0830 : 

AEL323W    : 

Ecym_2611  : 

SAKL0B0919 : 

KLTH0F1080 : 

Kwal_23.37 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

DPKTREPLQPRPPVKPLSKQTLNDFIYSVEP---NSTELLDWFKEWTGTSIRKRAIWTYISPIHVQKMLTASFFKIGKYAHMVGLLYGIEHKFLKAQNPS

DPKTKEPLQPRPPVKPLSKQTLNDFIQSVEP---NSTELLDWFKEWTGTSIRKRAIWTYISPVHVQKMLTASFFKIGKYAHMVGLLYGIEHKFLKAQNSS

DPRTKEPLKPRAPVKPLSKQTLNDFIYSIEP---NSTELLDWFKKWTGTSIRKRAIWTYISPIHVQKMLTASFFTIGKYAHMVGLLYGIEHKFLKAQNPS

DPKTKEPLEPRSPVKPLSRQTLNDFIYSVEP---NSTELLDWFKEWTGTSIRKRAVWTYISPIHVQKMLTASFFKIGKYAHMVGLLYGMEHKFLKAQNPS

DPETNKPIQPREPMKPLKKQVLNNYVQEIPQ---GSKELMDFLQKWFKVSNRKRELFAFLEGSHLQVMLAASLFRIGHYSHVLGLLHSYQSKVVGTGNTK

DPMTKEPIKPRSPIKPIQKTVLTEYIKTIPY---GSNEFYDWFKKWTSVTPRKREIWHFFNSAHFQTMIFQSFFKIGDFSRLTGYLYSKRAKFMKSKHYK

DPKTNLPVKPRAPIKPIAKSVLNEYIKSAT----EKGELFEWFKNWTKVSVRKRHLWNYLDAKHIQNALVHSFFETGDYCRIVGFFYTKRGSLVNSGNVG

DPITKKKLTPKEPRATLSRAVFLDYLQEVQQGKEGKGELVSWLRAWCQIPARKTHVWGYLDSYMVAKMLAVSFFEIGGYTQLVNELYCQRKKFVSAKNPG

DPKTHELLKPLPAISTLSKSVLVSYVDCMEFG--DRAVLLKWFHEWVSVTPRKKLLWKYLDSSLISKLMYSSFFKIGGYTQLINMLYNNRVKFITAKNSA

DPKTGEQLKPKDPIKPLSSQALISYINSIPN---GSNDLLNWFLEWTKPNHRKRPLWNYITPRHIQELLINSFFKIGNYSYILSTLYSTSNKFIHAGNPK

DSKTGKPLKPHEPFRPIAKTVLHEYIGSLKVSADETNELAQWYKSWTSISTRKREVYKYFNGAHLQDILFKAFFQTGSYSHLLSSMYSNIPKFQKAGNVE

DPDTGKAVKPRKPFQIIGRDVLNQYMNTIKP---HSGELLNWFRDWTSLTTRRAPVWMYINNKLLQNMLIASFFELGSYTHLVSALYSKKSSFIEAGNSK

DPETNAPLKPRSPVQPLSRKVLDQYVNSIEP---NSRELVDWLRGWTDVSIRKRELWNYISSGHLQNMLMQSFFKIGSYASLVNTLYSRQKKFVEAKNQD

DPTTGAPLQPRNPMPQVAQKALNEYIATLQP---GSTDLLNWLKNWTSVTTRKKAVWKYLSASHIQTILVSSFFLLGSYSKVVGLLYSKKKNFLEAKNGD

DPETKLPIQPRPSVLRPSASVLNSVILNAS----SAEELENMVRDWKNITPRRKEFWSYLIPQHLQNMLLTSTFKFGALGAVLNVLYQIQPLLVKAKQLE

G---GEIPTPRDPIQLPSVLTYAQLLDQME----SAEQLQKHFVELRQV--HKKALWEHLSAQHLQHILLRATFGLHCFGPTLTAVYQLKPLFARAKNTT

DSD-NKPLQSRPPIKKPSRAAFNNLLFQMQ----SPGELTGLLQEWVDITPRKKVLWAYFHSEHLQNMLIVSTFKLGMYGKLLQKIYELQPNFKQANNGH

DPTTNAPLQPRQPVKPLNRKVLNDYIWTAP----SSAELLNLLTQWTSITTRKRAVWDYFSPQHVQNILIATFFRLGQYSSFVQLLYSQRKKFITAENAD

DSESDAPLKPRAPVRPLSKQVLNTYIWSAQ----EASQLLSLLRKWTSLTTRKRGVWDYFTAEHIQNILFASTFKLGKLSSFLQHLYMWKPLFAEAGNDR

EQGTDTPLKPRSPVKPLSKNVLNTYIWSAQ----EASQVLNLLHKWTSLTTRKRGIWGYFDAHHLQNILFASTFKFGKLSSFLKHLYMWKPKFAEAGNAK
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YGR084C    : 

Smik_6.166 : 

Skud_7.380 : 

Suva_7.366 : 

CAGL0K0102 : 

KAFR0K0146 : 

KNAG0B0118 : 

NCAS0E0121 : 
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TBLA0C0242 : 
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VFDIEHFFNTNIMCALHRNRLKDYKD-AEIAQRKLQVAWKKVLNRKN--NTGLANILVATLGRQIGFTP--ELTGL--QPVDISLPDI-P-NSS--SGAE

VFDIEHFFNINIMCALHRNKLRNYKD-VEIAQRKLQVAWKKVLERKN--NTGLANILVSTLGRQVGFKP--ELAGL--EPVQISLPSV-P-TSI--TGVE

VFDIEHFFNINIMCALHRNKLRNYKD-GDIAQRKLQVAWKKVLNRKN--DTGLANILVTTLGRQIGFTP--ELAGL--EPVQISLPDI-P-TTL--SDAE

VFDIEHFFNINLMCGLHRNKLRNYKD-VDIAQKKLLVAWRKVLNRKN--NTGLANVLVATLGRQIGFTP--ELPGL--ELVQISLPEI-P-TSL--SSAE

AYDQDRFFNTVLMCSLLRNDLKDLKD-AEIGLKKLKVNWGKVTEKND--TLGLTQPLLEAYANQQGISKEDLVLKGRETISNINLPSIGDES----RFSR

LYDMEHFFNSIIACNLHRSKFFEFDN-PKTSLKKLKNVWANVTFRNN--TNGLSNLLVECLGRRLGFDPSGQLKGF--ENVKVKLPTISELSEQ--NDES

AYNVEEFFNTLVMCNLHRQRVKGFNE-PERAAKKLKVAWGVVTQREN--KSGLADLLVQCMAKEQNFKP--SLRAF-VRKEVLELPTSASLS----DSEE

VFNVEDFFNTLLMCNLQRNHILQFND-VEISKKKLANAWRRVSEREN--KTGLANLLLDTLGKQMGYDCREVVKGLDMQTGELDLPLW---EQD--KGIS

VFDIEGYFNTWMMCNLHRNQLMKFED-MELLRKKLMNAWRKVAHIER--RTGLHLLLMDAWEKQMGYNPKDILKNV--PEFKLKLPSLEKVSEEPITEVS

IFDINHFFDSYLICNIHRNQLFNYKNGSNIQEKKLRTCWNHIVYKKNLKQSGLTNLLLKVLGAQQGFDPFTIVKEL-KNINTIELPIDTPIVTEK-NTLE

AYDIDHFFNAILTCNLHRNKIKVYND-PTIALKKINVAFTN-SKGTD--TFGLAKPLIQQLAKQLNFSADELISKY-KMAQEINLPQLE-------ETNK

SFDLEHFFNTIIMCNIHRNYVRGYKD-SELTKRKVIAAWKTCSYKKD--ATGISKILVNTLCRQQGIQDTDFIRIR--FNDSINLPLLENIGAA--SQED

AFDVERFFNTIIACNLHRNHELGYKT-GDVALRKLETAWNHVTHRDN--ETGLANSLIGALVKQQGITNVPKLKGL--SAKPINLPSL-P-END--SRGN

AFDVEHLFNTIVMCSLHRNAAKGLND-KDIAAKKLETAWRQVTNTEN--HTGLANVLIDTYVKQQSLPNQPMLKGL--TETEIKLPKL-P-ETE--DQGK

AYNVDVWYNTVLMCQLHRNAFQNVQD-SGMVERGLRKLSSTVTKRED--TTGLTKEIVQALGRQQNVEV--KLPNF-ARNIEINLPSI-DVSTA--SQNQ

AYDVDHLFNTILTCRLHTNSLLQEID-PVVATKKVAMSWENTNVRQT--STGLSAELLTALSKQVGGEI--PVPTE--LKVPVILPSI-DVDAC--SMGK

IYNANNWLTTNLMCRLQINGAKNFKN-KFLVKKKVVTLLESTANKHE--TNGLAKELLMCINKQQDTDI--SIPTE--LDKPVNLPSI-DVEKS--TFGV

IYNIEQFFNTIVMCQLQRSVVVQYKD-TPTAGKKLVNAWQRVIHKEN--KTGLANLLVNAFQRQQGTDVQIDLPKV-----DVNLPTI-DIGSK--NNGK

VFDVEHFFNSLVTCQLHRNAVRELGD-ANVAEKKLLNAWHQVSVKEN--KTGLTSYLVSALAKQQGF-PEVKLPGL--ADADVLLPHI-DLGAT--KSGK

IYNVEHFFNSLVTCQLHRNAARELGD-PELAYNKLLNAWNHVSSKEI--ETGLTSHLVAALAKQQGFSQT-QLPGL--SEVEIALPHA-NLEST--SNGK

 51        6 C 6hrn              k6                G6   66              6         6 LP              

      

      

 : 266

 : 239

 : 239

 : 239

 : 242

 : 260

 : 255

 : 252

 : 247

 : 266

 : 240

 : 244

 : 237

 : 237

 : 239

 : 243

 : 237

 : 240

 : 239

 : 239

      



Supplemental Data S2 

81 
 

YGR133W (PEX4) 

  

             

             

YGR133W    : 

Smik_6.229 : 

Skud_7.444 : 

Suva_7.421 : 

CAGL0I1045 : 

KAFR0C0199 : 

KNAG0B0078 : 

NCAS0E0078 : 

NDAI0G0091 : 

TBLA0C0450 : 

TPHA0D0426 : 

Kpol_480.1 : 

ZYRO0D0987 : 

TDEL0D0563 : 

KLLA0E0402 : 

AFR314W    : 

Ecym_1234  : 

SAKL0F0270 : 

KLTH0F1489 : 

Kwal_55.21 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MPNFWILENRRSYTSDTCMSRIVKEYKVILKTLAS-----DDPIANPYRGIIESLNPI-D-ETDLSKWEAIISGPSDTPYENHQFRILIEVP-SSYPMNP

------------------MSRITKEYRVILKTLAS-----DDPIVNPYRGIIRSLNPI-D-ETDLSRWEAKIYGPSHTPYENYQFHILIDVP-SSYPMTP

------------------MSRIAKEYGDIQKTLAS-----NDPIVNPYQGLIESLNPI-D-ETDLSKWEAIIIGPTHTPYEHYRFRILIDVP-SSYPMAP

------------------MSRITKEYRLIRKTLAS-----DDPTVNPYRGIIESLNPT-D-ETDLSKWEATICGPEHTPYERYQFRMLIDVP-DSYPMAP

------------------MARISKELLKIRKALEH-----------GDSEFLVDLAPV-D-DSDLSRWFAVIKGPAETPYYPYEFKLAIEVP-ASYPMVP

-----------------MESRILKEYKDSRSLQSQ---------------YILALDPI-S-TDDLTHWECTIKGPLHSPFANHTFKLRIDIP-QTYPLTT

-----------------MSQRVLREYRRLVAAGGA--------------ANESNLHPT-D-PADLTHWEATLEGPQGTPYEGHSFPLRVTVP-DKYPTLP

------------------MSRLLKEYKKIQTTLSPNSTHHNNNDDDEFNQIITYLHPI-S-TSDLTHWQAQIKGPQGTPYANHEFQLQIECP-PTYPIEP

------------------MSRIIKEYKTIQKQLNN----NRNNQDDEFNNIIVSLAPI-DPDQDLTKWEAVIKGPQGTPYYGFNFILYITIP-QEYPTVP

------------------MSRIIKEYNHIRKLNAL-------------PDNMTTLHPVSNATSDLSNWHSIILGPKDSPYHNKSFLLEIHIP-TEYPSIP

----------------MSLKRLLKEKRLIEKELSG------------YSESIELLEPV-A-FENFLKWRAVLKGPVNTPYHKHSFKLLIELP-SEYPLVP

----------------MSERRLLKEYQVVKKELGN------------HKNIISSLEPI-D-SDDLTNWTATILGPPNTPYHGHSFDLRIHLT-PEYPLKP

------------------MSRAAKEYKTITKVLKE--------GDEVYSQLIVGMEP----KEDLTRWEALIRGPSGTPYEGCNFRLHLSLP-QEYPMSP

------------------MARIAREYKHIQATLGS------------ESSLVVSLEPI---DGDLSRWAGEIRGPTGTPYEGHTFSLRLVLG-DRYPTTP

------------------MSRIVKEYMGLQKRLQT-----------PEFSWISFLAPV-D-DDDLSEWVCRFQGPSESPFEGFELGLNITIDLEKYPISG

------------------MRRILREYKQLQKQLAL-------------HPAVLSLAPVGEENGDLHRWEAHFQGPENTPYAGFTFTLRINVP-ETYPNEP

----------MVHRANNRASRMLAEYKQIREQLQS-------------HESILMLCPAGD-GGSLSKWEAQFCGPENTPYADFTFTLSIEIP-EMYPNEP

----------------MSLQRITKEFKSVRKTLAE----------DPSYNHILKLEPK-D-TGNMYHWIADISGPPETPYASAVFALDVELP-IQYPLEP

-----------------MSQRLAKEYRALSKTLGR----------DPEYAYIISLAPV-S-EENLRKWESLITGPPDTPYFGHEFTLQIEAS-EAYPLEP

-----------------MSQRLAKEYKTLLKTLKE----------DPAYSHIRKLRPV-S-DDNLYVWEADITGPSDTPYQGHEFSLLITIP-SAYPLEP
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 :  74
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 :  68

 :  65

 :  66

 :  79

 :  76

 :  68

 :  69

 :  69
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 :  66

 :  69

 :  68

 :  75
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YGR133W    : 

Smik_6.229 : 

Skud_7.444 : 

Suva_7.421 : 

CAGL0I1045 : 

KAFR0C0199 : 

KNAG0B0078 : 

NCAS0E0078 : 

NDAI0G0091 : 

TBLA0C0450 : 

TPHA0D0426 : 

Kpol_480.1 : 

ZYRO0D0987 : 

TDEL0D0563 : 

KLLA0E0402 : 

AFR314W    : 

Ecym_1234  : 

SAKL0F0270 : 

KLTH0F1489 : 

Kwal_55.21 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

-PKISF--MQNN---IL-HCNVKSATGEICLNILKPEEWTPVWDLLHCVHAVWRLLREPVCDSPLDVDIGNIIRCGDMSAYQGIVKYFLAERERINNH--

-PRINF--EQND---IL-HCNVKSATGEICLDILKPEDWTPVWDLLHCVHAVWRLLREPVCDSPLDVDMGNIIRCADESAYQGIVKYFLAERERSRYH--

-PNIRF--DRNN---IL-HCNIKSPTGEICLDILKPEDWTPVWDLLHCVHAIWRLLKEPVYDSPLDVDMGNIIRCGDTGAYQGIIRYFLAERDRN-----

-PKIMF--EKDA---IL-HCNINSSTGEICLDILKLQDWTPVWDLLHCVHAVWRLLREPVCDSPLDVDMGNIIRCGDKRAYQGIVKYFLAERERNNHT--

-PTIKFVSDAKAGIRVPPHCNVDRRTGEICLDILKPEGWSPIWDILHVVQAIHILLQEPVPDSPLDVDMANILKNNDMSAYNGIIRYFLTEIDSP-----

-PICKF--EPFA---MP-HPNVNFETGEICLDILDTN-WSPVFNIQYIVEAIVWLLNEPNFKSPLNLDLANLLRFDDLKAYHDLISYHLNNSAK------

-PSVCF--PKRT---MP-HPNVKWDTGEVCLDTLAGG-WTPVMDLQYAVMAVRRLLAEPNPESPLNLELAALSRLGDHKAYDGIIKYRLAHSSIK-----

-PIIHF--QPLS---MP-HCNVNFQTGAICLDILEKQHWTPAWNLMTTMKAIWILLKDPVPDSPLNVDIANILRVNDQSAYNGLLNYYLSASPSPSTTK-

-PFFEF--QPRS---MP-HCNVNYNTGEICLDILKQDHWTPVWNLMSTLKAIWLLLKDPVPESPLNVDLANLLRFGDLSAYNGLINYYLNINVV------

-PVIKF--NKNS---IPPHCNVNFTTGEICLNILKNENWSPVWNLLYSVQAIIQLLAYPDPSSPLNIDLSRLLTLKDSKAYNSLIKYYLYNFPKPELICD

-PAITF--EPYS---MP-HCNVEFSTGKICLNILEHEHWSPVWNLMYVMVALYQLLQEPVVDSPLNIDLANILRAGDTSAYHGLINYYLQEDTATH----

-PQVTF--SAYK---MP-HCNIEFKTGKICLNILDNANWSPVWNLLTVVLAIYQLLSDPVTDSPLNIDLSNILKIKDTSAYYGLIEYYLNNKSDK-----

-PYVKF--EPYA---MP-HANVDFRTGEICLDILTKQHWSPAWDLLHVVQAIGQLLDEPVSSSPLNVDIANILKANDMNAYYGLVHYYIKS---------

-PQVTF--ARRS---MP-HCNVNYETGSICLNILTPEHWSPAWDLLHVLEAIIQLLSDPEPDSPLDIDLANILRAQDRSAYYGLVNYYLQS---------

GPRVLF--EPRT---VA-HPNVKWDTGEICLDLLKDA-WTPIYTLLDVVGAIRDLLADPGLDSPLDLDIAQIYDA-DYEAYVQIVRYRLEEARLARV---

-PKCSF--PPHH---IC-HPNIKWSTGEVCLDLLKHEAWSPVYNLLQVVEAISTLLAEPGVDSPLDVDLSRLYTT-DRAAYDGVVNYRLRTRPQP-----

-PNCRF--PPNH---IC-HPNIKWSTGEVCLDLLKHETWSPMYNLLQVVEAIRTLLAEPGVDSPLDVDLAKLYSV-DKQAYQGLVTYRLCSRTL------

-PRVKF--LPGSRNNIC-HCNVDFKTGEICLDILTREHWSPVWDLVHVIHAIWILLGEPVPESPLNVDIANVLKAGDLEAYEGLIKYYIGMNGV------

-PKVQF--QARC---MP-HCNVDFDSGRICLSVLDAAHWTPAWDLLHVVHAIWLLLASPEPDSPLDVDLACLVRAGDRSAHNSLIAYYLNGGSRGHCGHV

-PKVQF--NARC---VP-HCNVDFESGRICINLLERAHWSPAWDLLHLVHAIWLLLANPEPDSPLDVDLACLRRAGDYSAHNGLVAYYLNGGSRGSL---
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 : 161
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YGR133W    : 

Smik_6.229 : 

Skud_7.444 : 

Suva_7.421 : 

CAGL0I1045 : 

KAFR0C0199 : 

KNAG0B0078 : 

NCAS0E0078 : 

NDAI0G0091 : 

TBLA0C0450 : 

TPHA0D0426 : 

Kpol_480.1 : 

ZYRO0D0987 : 

TDEL0D0563 : 

KLLA0E0402 : 

AFR314W    : 

Ecym_1234  : 

SAKL0F0270 : 

KLTH0F1489 : 

Kwal_55.21 : 
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YGR194C (XKS1) 

  

             

             

YGR194C    : 

Smik_16.11 : 

Skud_7.530 : 

Suva_7.488 : 

CAGL0G0933 : 

KAFR0C0622 : 

KNAG0G0085 : 

NCAS0A0717 : 

NDAI0D0219 : 

TPHA0A0022 : 

Kpol_1010. : 

ZYRO0G1194 : 

TDEL0E0478 : 

KLLA0E0976 : 

AGR324C    : 

SAKL0G1416 : 

KLTH0B0187 : 

Kwal_33.15 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

------------------------------------MLCSVIQRQTR-EVSNTMSLDSYYLGFDLSTQQLKCLAINQDLKIVHSETVEFEKDLPHYHTKK

----------------------------------MIILCSVVRTKINIKISSTMSLDSYYLGFDLSTQQLKCLAIDQNLKIVHSETVEFEKELSHYHTKK

-----------------------------------------------------MSQDSYYLGFDLSTQQLKCLAINQELKIVHSETVEFEKDLPHYRTKK

----------------------------------------MPRHTHTDKTTIAMSQDSYYLGFDLSTQQLKCLAIDQDLKIVHSETVEFEKDLPKYRTKK

-----------------------------------------------------MQGEGYYLGLDLSTQQLKCLAIDGDMQIKHTEVVDFDRDLPHYNTHK

----------------------------------------------------MTKEESYFLGFDLSTQQLKCLAIDQDLKIVTSQNVDFDTELPQYNTNN

--------------------------------------------------MPFASTDTYYLGLDLSTQQLKCLAINQALQIVHSETVEFDKELPHYESRK

-----------------------------------------------------MSEPSYYLGLDLSTQQLKGLAINETLEIVVTETVDFDKELPHYNTTK

----------------------------------------------------MMEKQAYYLGFDLSTQQLKCLAINQDLKIIHSETVEFEKELPHYNTKK

------------------------------------------------------MTERFYLGFDLSTQQLKCLAINDKLTIVASESVEFDKDLSHYGTEK

-----------------------------------------------------MVEDKYYLGFDLSTQQLKCLAIDQNLNIIHAETVQFDKELPKYNTHN

---------------------------------------------------MTETNDSFYLGFDLSTQQLKCLAINESLRIVHTETVAFGDELPQYETSK

---------------------------------------------------MTGSQESYYLGFDLSTQQLKCLAINKELKIVHSETVDFKRDFPQYKTTK

-----------------------------------------------------MSESGYYLGFDLSTQQLKCLAIDDQLNIVTTAAIEFDKDFPHYNTRK

-----------------------------------------------------MAESKLYLGFDLSTQQLKCLAIDEDLAIKCTAVVDFDRDLAGYETVK

MIYRICMYLYTFSYKWRGINILYLSDSSTQTPQPTNRSLDRMTKENNDNNKGNDPSSGYFLGFDLSTQQLKCLVVDQQLQLVHSEVVDFDRDLPEYHTHK

--------------------------------------------------MTADKVGAFYLGFDLSTQQLKCLVIDQNLALVHSETIGFDKDLSHYKTTK

---------------------------------------------------MASHPKANYLGFDLSTQQLKCLVIDQDLKLLHSESIEFDKDLSSYKTEK

                                                           5LGfDLSTQQLKcLa61  6 6     6 F   l  Y 3 k
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YGR194C    : 

Smik_16.11 : 

Skud_7.530 : 

Suva_7.488 : 

CAGL0G0933 : 

KAFR0C0622 : 

KNAG0G0085 : 

NCAS0A0717 : 

NDAI0D0219 : 

TPHA0A0022 : 

Kpol_1010. : 

ZYRO0G1194 : 

TDEL0E0478 : 

KLLA0E0976 : 

AGR324C    : 

SAKL0G1416 : 

KLTH0B0187 : 

Kwal_33.15 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

GVYIHGD-TIECPVAMWLEALDLVLSKYREAK-FPLNKVMAVSGSCQQHGSVYWSSQAESLLEQLNKKPEKDLLHYVSSVAFARQTAPNWQDHSTAKQCQ

GVYIHGD-TIECPVAMWLEALDLVLLKYHKAK-FPLERVMAISGSCQQHGSVYWSSQAESLLEQLNRKSEKDLLHYVGPAAFSRQTAPNWQDRSTAKQCQ

GVYIHGD-VIECPVAMWLEALDLVLSKYRKAD-FPLEKVKAISGSCQQHGSVYWSSQAEALLDQLNGEPVNDLLHYVSPEAFARQTAPNWQDHSTAKQCQ

GVYIRGD-TIECPVAMWLEALDLVLSKYCRAE-FPLEKVVAVSGSCQQHGSVYWSSQAEALLSQLNKESEKDLVHYVGPAAFAKQTAPNWQDHSTAKQCQ

GVYSHGD-VVECPVGMWLEAIDLVFEKYKGAG-FDLSQVKAISGSCQQHGSVYWKTGAGDLLKHLND-ANGNLVDQLYPDGFSRKTAPNWQDHSTGKQCT

GVYIHAD-VVECPVAMWIEAVDLVFKKFASAA-FPLNKVSAISGSCQQHGSVYWSKEANALLNSLHP-NKGMLVEQLCPHAFTRANAPNWQDHSTAKQCE

GVYVNGD-VIDCPVLMWIEAIDLVFKKYVKAQ-FPLSQVHAISGSCQQHGSVYWSEEGEALLEKLQDKSSGSLIDHLDSSAFSRQTAPNWQDHSTGAQCK

GVYINGN-DIECPVGMWLEALDLLFEKFKKKG-FSLNNVRAISGSCQQHGSVYWSQNANTLLKNLGSDTDKSLVSHLIPDAFSRQTAPNWQDHSTGSQCQ

GVYLHED-EVASPVFMWLEAIDLVFMKYVNSG-FNLGKVKAISGSAQQHGSVYWTTEADFLLQSLSDNHDKSLLSVLAPNAFSWELSPNWQDHSTGSQCT

GIYKNGK-TIDAPVAMWFEAIDLIFERYKERK-FPLEKVVGISGSCQQHGSVFWSEKADSLLKTLT--ATKTLVEQLVPHSLTRKTAPNWQDHSTAMQCD

GVYINGN-VVDCPVGLWVDAIDLIFQKFHESG-FDLKKVEAMSGSCQQHGSVFWSHESESLLNSLDV-SKGSLSQQLVPLAFSRQNAPNWQDHSTSLQCN

GVYVKGD-SIQSPVSMWLEALDLLFSKFTQHG-FDLSKVRAVSGSCQQHGSVYWTQKADELLRGLKS-TKGSLAEQLSPEAFSRPTAPNWQDHSTGKQCH

GVYIRGD-VIDCPVAMWLEAIDLIFAKFSKSG-FDLSLVKAISGSCQQHGSVYLSGAADGLLKSLNA-KKGSLFDQLVPEALARETAPNWQDHSTGKQCE

GVYIKDEGVIDAPVAMWLEAIDLCFERLGKC--IDLKKVKSMSGSCQQHGTVFW--NCDHLPKDLQ--PSSNLVKQLAS-CFSRDVAPNWQDHSTRKQCD

GVYTREDNVVESPVEMWLEALDLCFERLARE--VDLGAVEAISGSCQQHASVYWTEDVKTRIRELD--SRSGLRAQLGP-CLSRANAPNWQDHSTEAQRE

GVYFNDDGSIEAPVAMWCDALDHLFAGLANQNVFSLDRVLGISGSCQQHGSVYWSKDGEEALRNLD--AQQTLLTQLAPKAFSRSVAPNWQDHSTGNECK

GVYLHEDGTVECPVAMWLEAVDLVFERMSKHKHIDLSLVRAMSGSCQQHGSVYWAESGPGLLPKLD--SKQSLKQQLYPEAFSRNVAPNWQDHSTGEECR

GVYLRDDGTVECPVAMWLEALDLVFQRMSENKDVDLGSVRAMSGSCQQHGSVYWAEEGPKLLPTLD--FKQSLKDQLFPDAFSRSVAPNWQDHSTGSECQ
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 : 140
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 : 148

 : 147

      

             

             

YGR194C    : 

Smik_16.11 : 

Skud_7.530 : 

Suva_7.488 : 

CAGL0G0933 : 

KAFR0C0622 : 

KNAG0G0085 : 

NCAS0A0717 : 

NDAI0D0219 : 

TPHA0A0022 : 

Kpol_1010. : 

ZYRO0G1194 : 

TDEL0E0478 : 

KLLA0E0976 : 

AGR324C    : 

SAKL0G1416 : 

KLTH0B0187 : 

Kwal_33.15 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

EFEECIGGPEKMAQLTGSRAHFRFTGPQILKIAQLEPEAYEKTKTISLVSNFLTSILVGHLVELEEADACGMNLYDIRERKFSDELLHLIDSSSKD-K--

EFEQCVGGPEKMAQLTGSRAHFRFTGPQILKISQLEPETYEKTKAISLVSNFLTTILVGHLVGLEEADACGMNLYDIRERKFSDELLNLIDSSSKD-K--

EFERCVDGPEKMAQLTGSRAHFRFTGPQILKIAQLEPEAYEKTKIISLVSNFLTSVLVGHLVGLEEADACGMNLYDIRERKFSDELLHLIDNYSKG-K--

EFEQCVGGPENLAQLTGSRAHFRFTGPQILKIAQLEPETYEKTNTISLVSSFLTSVLVGHLVELEEADACGMNLYDIRERKFNDELLHLIGN--------

QIEKKAGGPEKLAEITGSRAHFRFTGPQIMKIAENEEDNYKNTETISLVSSFLTSILCAKLVPIEEADACGMNIYDIKAKRYDDSLLDVISGKFGK-E--

EMENKVCGSQEMARISGSRAHFRFTGPQILKIAEQEKELYESTEHITLVSNFLTSLLCGKLVSLDEADACGMNLYDINEKKYCQPLVDFINEK--SNS--

ELESIVGGPGKLAELTGSRAHFRFTGPQILKVVETEGATYKKTARIMLVSNFLASVFCGKFVGLEEADSCGMNLYDIPSRKLNDKLLQFIDSKSDGQD--

SFERKVGGPQALAEITGSRAHFRFTGPQIMKIAEKEPGNYANTSSVSLVSSFITSLLCGELTPLEEADSCGMNLYDIRKRQFNEDLLSLIDSN--E-D--

EFEKKVGGPKQLASLTGSKAHYRFTGPQIMKFVGKNPEGYERTKTISLVSNFLSSILCGKLVPLEEADACGMNLYDIKEHKFDEGCLSLIDKD--T-N--

EMETAVGGMVEMAQITGSKAHFRFTGPQILKVAEDEHENYDETSCISLVSSFLQSVLCGKLTPLEESDACGMNLYDIENHCYDKQLISLIDSKNQG-S--

ELEASVDGMEELCEITGSRAHYRFTGPQILKIAEAEPDNYSNTRTISLVSSFVHSILCGKLLPLEEADACGMNLYDIKNHNFDQRLLNVIDSKINQKNCT

EFEDAVGGPQELARITGSRAHFRFTGTQILKIAEEEPEAYANTATVSLVSSFLASVLTGQLTSIEEAEACGMNLYDIPKREYHPKLLDLVDKD--R-K--

EFQNAVGGPQELAKITGSRAHFRFTGTQILKIAEEEPEVYANTKAIALVSSFVASVLSGSLTALEEADACGMNLYDVAKREFDDKLLSLIDKD--K-T--

ELTDKVGGPQELARITGSSSHYRFSGSQIAKVHETEPEVYANTKKISLVSSFLASVLVGDIVPLEEADACGMNLYGIEKHEFNEDLLSVVDED--I-A--

QFEAHCGGPQELAQLTGSKAHFRFTGLQIKKIRDTEPATLTATPSISLASSFLASVLVGKLVPPEEADACGMILYNIAQHRYVEGLLQMVDD--------

LFESSCGGPQGLAAITGSRAHYRFTGPQICKVAHREPEVYANTANITLVSNFLASLLCGYIAPLEEADACGMNLYDIVNRDYDSGLLQNIDPD--V-E--

EFEESCGGAAQLAQVTGSRAHHRFTGPQIMKIAKKEPEVYRATSKVSLVSSFLASILAGEFTPLEEADACGMNLYNIDKRDYDDKLLRNVDDD--T-E--

QFEDSVGGPVELARLTGSRAHHRFTGPQMMKISKKEPEVYRKTAKISLVSSFLASVLAGEFTSLEEADACGMNLYNIDKRDYEDNLLRNIDDD--L-S--

      gGp  6a 63GS aH RF3GpQ6 K    ep  y  T  6 LvS F6 36l g     eEadaCGMn6Y 6        l6  6          

      

      

 : 258

 : 261

 : 242

 : 250

 : 241

 : 241

 : 246

 : 240

 : 241

 : 239

 : 244

 : 241

 : 241

 : 235

 : 234

 : 293

 : 243

 : 242

      



Supplemental Data S2 

83 
 

YHL013C (OTU2) 

  

             

             

YHL013C    : 

Smik_8.29  : 

Skud_8.32  : 

Suva_8.39  : 

CAGL0J0148 : 

KAFR0A0202 : 

KNAG0C0561 : 

NCAS0A1259 : 

NDAI0B0167 : 

TBLA0G0236 : 

TPHA0C0429 : 

Kpol_1052. : 

ZYRO0E0569 : 

TDEL0B0637 : 

KLLA0F2558 : 

ABR039W    : 

Ecym_4598  : 

SAKL0A0990 : 

KLTH0D0730 : 

Kwal_26.81 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-MTGMESGENLENMEDILARHRKENKDLQNKITGMKKQATKSKRKEVNSKCLDLQDKLKTKQENEIRDWK---IANNEVFDAE----Q----------ED

-MSGTAGGENVETMEDILARHRKENKDLQNRVTGMKKQATKSKRKEVNSKCLDLQSNLKTKQEDEIRAWK---ISNDQVSDVE----Q----------DD

MMSGIVAVENCESMEDILARHRKEIKDLQNRITGMKKQATKSKRKEVNSKCSDLQDKLKIKQENEIEDWK---IANNQAPSSE----Q----------DD

-MCSIEVSEACEAMEEILARHRKENKDLQNKITGMKKQATKSKRKEVNSKCLDLQDNLKIKQDNEIKNWK---VANNQASDAE----Q----------DD

----------MDAREELLAKHRKEKRDLVNRITGMKKQATKAKRKEVNSKCEQLEQELREKHEQELKELD------GEGGD-----------------VE

---------MSETREELVKRHNKEKKDLQNKITGMKKQATKSQRKEVNSKCVMLQENLQLKQDQELEDWETSNCGAGASATDTITTTDSNGDIESHDSNN

-------------MEEILKRHRKEARDLQNQITGMKKQATKSTRKEVNSKCEQLKSDLDRRHSEELREVDQSGVPAAGEEQSTDG--Q----------VD

-------------MEELLAKQRKEKKDLQNQITGMKKQATKAKRKQVNAKCEELQQNLVEKHESEIKEWK---IQNGEIDDEE---------------EE

-------------MEELLSRHRKEKKDLQNQITGMKKQATKSQRKQVNSKCIELQESLELKHSNEIKEWK---SQNNMIDEIDKVEFE----------ED

------------MMMELQRKHEDERYNFHVE---------------------------NERDITEVPEAN----------------------------ES

---------MAEDREALLRRHTKESKDLENRISSMKFGMKKTTRRQLNDRCNSLRSELAERHTAELRHLD------GEADAD----------------VD

----MNSDIVEESYDEMVKRHLKEQKDLSNKINSMKGNMKKSNRKQIMDNCKNLQFELDEKHKKELNRFS--NGNDGIENED----------------ED

-------------MDEILSRHRKESKDLQNRITGMKKQATKSTRKQVMAKCNDLEQEMKQRHELEIKEFN------GEMKNE----------------DE

-------------MDELLARHRKEAKDLQNRITGMKKQATKSTRKEVNSKCQKLQDDLKIRHEQEIKELE------GFVDEAQ---------------TD

-------MSTETAQEELLARHRKERKDLTNQITSLKKQASKKTRKQVNAKCTDLEQELDTRHKSELAKLN------GVAFEHS----D----------SE

-----------MDSAAVLARHRKEKKDLQNQVTGLKKQASKKNRKQVNAKCEELSRELEERHARELAELEHEGGEQKADDAAE---------------DG

-----------MEEEILSARHRKEKKDLQNQITGLKKQSTKRTRKQVNARCEELTSELEKRHVEELRQFRIAQGIEIAGDGDE----Q----------EE

----------MESEEQILARHRREKKDLQNQITGMKKQATKSKRKQVVAKCSDMEVALKGKHAQELSNWR---KSNGESDEGEVEE-E----------EE

----------MDTEEAILARHRAEKKDLQNKIAGMKKQATKSKRKQVNSRCEELEHDLLQRQEKELQTFRNEGSSDKQASNEPLQESS----------DD

----------MEAEEAILARHRVERRDLQNRVTGMKKQATKSTRKQVNSRCEELDRELRSKQEKELRECLAGGSNDGLDD------------------DD
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YHL013C    : 

Smik_8.29  : 

Skud_8.32  : 

Suva_8.39  : 

CAGL0J0148 : 

KAFR0A0202 : 

KNAG0C0561 : 

NCAS0A1259 : 

NDAI0B0167 : 

TBLA0G0236 : 

TPHA0C0429 : 

Kpol_1052. : 

ZYRO0E0569 : 

TDEL0B0637 : 

KLLA0F2558 : 

ABR039W    : 

Ecym_4598  : 

SAKL0A0990 : 

KLTH0D0730 : 

Kwal_26.81 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

EVTPEKLLEQLSISR--------DEKEQQNVPVQQQQQGQTKKRRNRQKERLAKRDAAIAKMKEEAALEASKQ--PDLKKMEQESIDQLCELKKLKQFDI

DVTPEKLLEQLSISQ------ENEKDQQNTITQEIKLQSQTKKRRNRQKERLAKRDAEIAKMKEEAALEASKQ--PDLKKIEQESIDQLCELKKLKQFDI

EVSPEELLEQLSISQE-----DEQNQKDALAQQQQQQQAQPKKRRNRQKERLARRDAAIVKIKEEAAMEASKQ--PDLKKIEQESIDQLCELFKLKQVDI

EVTPEKLLEQLSISQ----------EEEQSQQDAPSQQDQPKKRRNRQKEKLAKRDAAIAKMKEEAALEASKQ--PDLKKMEQESIDQLCELKKLKQFDI

EVTPEQLLAQLQVEDDGAKEANEANEAKADKEAKVGPSQQPKKKRNRQKEKLARREAEIARMKEEAKKEAAEQ--PDLKKIEQDAIWQLCQMKGLVPYDI

EITPEELLKQLEISN----------GNQQEVKEEVALPQQPRRKRNRQKERLARREAEIQKMKAEAMEESKNDNGPNLQKIEQEAINNLCLLKDLNQFDI

EVTPEQLLAQLNLEN---------KPPKEEKAPGQPQEQPTRRRRNRQKEKLARRDAEVEKMKEQARREAAVQ--PDLAKLERQSLSEVCAKLHLHQYDI

EITPEKLLAQLEI--------KNEEPQPEVESKQEETHQEPKKRRNRQKERLAKRDAEIAKIKEEAKLEAAKQ--PNLKKIEQDALNQLYQINKVKEFDI

EITPEKLLEQLKLSA------GEEEKTKKDDTATPALNQQPKKRRNRQKEKLAKRDAEIARMKEEARLEASKQ--PDLKKIEQDSLNHLYQLNKVKEFDI

E--PE-------ISK------QESETPKAKTEVQTNVPTPGKKRRNRQKERLAKREAEIARIKQEALQETT----IDYGKIERDQIDMKLAKLQMKEHDV

VVTPEMLLAQLDLAG------DGAGSDKPQTGDVSPGLGTGRKRRNRQKEKLARRQEEIERIKAEARAEAVEV--PDYQAQEKRLIDGFLQQNGFVESEV

EITPEMLLAQLSIET------KQQDESKSDTLSSTANTNQPRKSRNRQKERLAKRQQKIEKIKEEAREEAANQ--PNYQEIEQTVLDDYCLEHKFVQYDI

EVTPEKLLEQLSIDN------DTQKTTESTSAPTPAPTSEPKKRRNRQKERLAKRDAEIVKMKQEAEEEASKQ--PDLKKIEQDSLDQLCNLNHLMPHDI

EVTPEKLLEQLEISEP-----QQTTQEVTPTPK--------KGRRNRQKEKLAKREAEIERMKEEARLEASKQ--PDLKKIEQDAIDQLCEINRLKPYDI

EITPAQLLAQLSLDQD-----PVQSVCKTDELQQREPELQGKKRRNRQKERLAKRDAEVARIKQQAMEEAAEQ--PNLKDIEQNSLDKVCVVLNLKQFDI

QVTPEELLAQLELEQ------------PAAAAAPAPQAVASGRRGNRRKEKLARREAEVARIKAEAAAEAAEQ--PDLLKGEEALLQQLCSTAGSRAXDI

EVTPEKLLEQMSLEK------NGNDEESVPKPLETEVESRPGKRMNRRKQRLAKAQRDADRIREEALAEAAMQ--PDLKGMEEEVLEKVCELNGLTQVEI

ELTPDKLLEQLSLEQ------QKKEEQLNSHEPQEQQQQQPKKKRNRQKERLAKREAEIARIKEQAASEAAEQ--PNLRQIEQDALDKVCQINGLKQFDI

EITPEKLLAQLELG-------VSAQNSPSVDADKQQTAPQPKKRRNRQKERLAKRDAEMARIREAAAQEAAVQ--PNLKQIEQDALDQLCDVKGVKQFDI

ELTPEKLLQQLELG-------KQEEQAANSVPKVTTTTDNSKKRRNRQKERLAKRDAELARMREEAEKEAAEQ--PNLKQIEQDALDDLCRLKGLKQLDI
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 : 172

 : 174

 : 176

 : 170

 : 165

 : 181

 : 164

 : 159

 : 166

 : 114

 : 161

 : 170

 : 157

 : 151

 : 166

 : 160

 : 167

 : 168

 : 171

 : 163

      

             

             

YHL013C    : 

Smik_8.29  : 

Skud_8.32  : 

Suva_8.39  : 

CAGL0J0148 : 

KAFR0A0202 : 

KNAG0C0561 : 

NCAS0A1259 : 

NDAI0B0167 : 

TBLA0G0236 : 

TPHA0C0429 : 

Kpol_1052. : 

ZYRO0E0569 : 

TDEL0B0637 : 

KLLA0F2558 : 

ABR039W    : 

Ecym_4598  : 

SAKL0A0990 : 

KLTH0D0730 : 

Kwal_26.81 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

QPDGHCLFASILDQLKLRH-----------DPKKLD-----QDMDVMKLRWLSCNYVQEHRDDFIPYLFDEETMKMKDIDEYTKEMEHTAQWGGEIEILA

QPDGHCLFASILDQLRLRH-----------DPKELE-----SDLNVMKLRWLSSNYVQKHRDDFIPYLFDEETMQMKDIDEYTKEMEHTAQWGGEIEILA

QPDGHCLFASILDQLKLRH-----------DPEELY-----SDLNVMKLRSLSCNYVQEHKDDFVPYLLDEQTMQMKDIDEYTKEMEHTAQWGGEIEILA

QPDGHCLFASILDQLKLRH-----------DPKELD-----SDLDVAKLRSLSCNYVQKHRDDFIPYLFDEKSMQMKDIDEYTKEMEHTAQWGGEIEILA

QPDGHCLFASILDQVKTRH----------GDPQT--------EMDVHTLRCLACDYILEHRDEFIPYLFDEATMSLKDIDEYTEEMKSTAKWGGEVEILA

KPDGHCLFASILDQLKQRH-------------QSVE-----PDLDVYKLRSIACNYIKMHENDFLPYLFDEIKMEVMDINEYVREMETTAKWGGEIEIMA

KPDGHCLFASILDQLQQRH------------PDTPQ------GWDVYKLRALACQYIRDHADDFVPYLFDENTMSVRDVDEYTTEMETTAVWGGEIEILA

KPDGHCLFASILDQLKLRH-------------NDVD-----PDLNVSKLRTLSCNYIRANKDDFIPYLFDEATMSLKDIDEYTEEMETTAKWGGEIEILA

QPDGHCLFASILDQLQIRH----KKNITEKDNPKYK------DLDVYKLRKLACDYIRENKNDFIPYLFDESTMSLKDIDEYTKEMETTAKWGGEIEILA

KPDGHCLFASILHQLQIND----------LVNETND--------DIYKLRGLIGDHILANKDDFLPYLIDEG----DDINSYVKSIKETAKWGGDVEIMA

KPDGHCLFASVLDQLRVLD---------LVVPEVSA--------SVQQLRSVACRYIQANKDNFIPFMFDERTGELNDIDEYVREMESTAKWGGELELLA

KPDGHCLFASILDQLTISI-------NNSNNKIQYN--------DVSELRKLSCEYVDKNRDDFIPFMFDETTGDLKDLDEYIKEISETAKWGGEIELLS

KPDGHCLFASILDQLTVRH--------------------GIKDLDIYKLRQLACNYIRSHSDDFIPYLFDENTMQLQNINEYTDEMEKTAKWGGEIEILA

IPDGHCLFASILDQLKIRH------------DDSSH--------DIYKLRSLACNYIRQNQDDFVPYMFDEETMQLKDVVGYTEEMEKTAKWGGELEILA

QPDGHCLFNSILDQLRLRHQTNNDIEYDYNFPEEYTGTKYVSEMDVYSLRSLSSSFIRENRDDFIPYLFDENTMTVKDLDEYTKTMETTAQWGGEVEILA

QPDGHCLFASVLDQLRARH--GERACEPYCLPQSYEGPRSAAEMDVWALRKLACCQVREHPDDFVPYLFDEQTLELQDVATYTAAIESSAKWGGEIELLA

QPDGNCLFAAILDQLRIRHN-NIDGGVSYYYPESYEGPKCIDSLGISDLRSLSCCYVREHRDDFIPYLFEDNDTT-TDIEVYTEKMETTATWGGEIELLA

QPDGHCLFSSILDQLKLRH----SKNATYDFPQTYNKSISSCEMDVYALRSLAACYIREHRDDFVPYLFDEATMSLKDIDEYTTTLEETAVWGGEIEILA

KPDGHCLFASILDQVWLRH----PTDAQYFIPSGYDGPHLPRDLDVRALRSLSSNYIRQYRDDFVPYLFDEATMSIKDVDDYTKTMEETAQWGGEVELLA

QADGHCLFASILDQIRLRH----TQEACYNIPTGYTGTRDTGSFDVYTLRSLSSNYIRENEDDFVPYLFDEATMTVKDVDEYTKTMEETAQWGGEVELLA
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 : 256

 : 258

 : 260

 : 254

 : 247

 : 263

 : 246

 : 241

 : 256

 : 192

 : 244

 : 255

 : 237

 : 231

 : 266

 : 258

 : 265

 : 264

 : 267

 : 259
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YHL042W 

  

           

           

YHL042W  : 

Skud_8.1 : 

           

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

----------------------------------------------------------------------------------------------------

QFTQFSKEIIKSSPGIHVDDWEATAANFNSFMHENRLWNTEYFFFDGLSCQEAFRTTILEPFSSGKDDDAILKAFGNSLPFVEEAIKVYYRKLDRQWNLM

                                                                                                    

      

      

 :   -

 : 200

      

           

           

YHL042W  : 

Skud_8.1 : 

           

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

---------------------------------MKQRFSQVATVIFFVMSIRSPRNLGFFFTLALFVVLVCSQEWFS-FEMNRSCSMKVEHRMQFLSTII

NCEGFSWNIEQENIKLPKRPYLSKLISVLKMTTIKNPRFLVFAIAYLICFFCIPRLMLPHFLFFGAVSSCLMIEYMALFDNSRFQSLKVEHKMRYLSDII

                                 6K     V  6 5 6     PR 6   F     V      E5   F   R  S6KVEH4M 5LS II

      

      

 :  66

 : 300

      

           

           

YHL042W  : 

Skud_8.1 : 

           

                                                                                    

         *       320         *       340         *       360         *       380    

SEHQKSDVNCWDQIAKKMNVYLFEQKVSGSDVFFLDGADCERFFERNFLRYLPSRKSSHPDLPIAELLPYIRKADIACAGKQLI

SEHKKSNVSAWDNIAKSMNVYLFEQKARSSEDFFLNATDCEHFFRRFFCTSSVPKQFASINSSIVELRPYIKEVQSACCDEQLL

SEH KS1V  WD IAK MNVYLFEQK   S  FFL1  DCE FF R F      4     1  I EL PYI4    AC   QL6

      

      

 : 150

 : 384
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YHR060W (VMA22) 

  

             

             

YHR060W    : 

Smik_8.131 : 

Skud_8.117 : 

Suva_15.24 : 

CAGL0D0378 : 

KAFR0D0455 : 

KNAG0B0459 : 

NCAS0A0160 : 

NDAI0D0172 : 

TBLA0A0300 : 

TPHA0D0193 : 

Kpol_1005. : 

ZYRO0C1408 : 

TDEL0E0296 : 

KLLA0C1478 : 

AAL048W    : 

Ecym_3210  : 

SAKL0G0954 : 

KLTH0F0728 : 

Kwal_33.14 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

--------------------MSETRMAQNMDTTDEQYLRLIELLSNYDSTLEQLQKGFQDGYIQLSRSNYYNKDSLRGNYGEDYWDETYIGQLMATVEEK

--------------------MSEKRMGQNMETTDGQYLRLIELLANYDSALEQLQKGFQDGYIQLSRSNYYNKDSLRGNYGKDYWDKNYTGQLMAIVEEK

--------------------MSESTMAASTNATDGQYLRLIELLADYDSTLEQLQKGFQDGHIHLSRSNYYNKDSLRGNYGKDYWDKTYAGQLMATVEDS

-----------MKKSSISKMMSETTRTHNMNATDGEHLRLLELLADYNSTLEQLQKGFQDGYIQLSRSNYYNKDSLRGNYGKDYWDETYVGQLAAAVEES

------------------------------------MIQLLQLLADYDALLEQLSKSMHDGFNNISRANYHNKDALRGKYGKDYWDDGYVGQVMAEVMVS

---------------------------MSNE----QYIELVGQLSRYNELLDALQLNFNEGFYNLARANFHNKDSLRGKYGKDYYDESYKGQYEIKIDEE

---------------------------MSQKEHDAPYIDVLKQLSQYDYLLEQLQQNMADGFFRLSRANFHNKDSLRGRYGQDYYDHSYVGQWTVLIHDN

---MQSTRNGLITLPTEDNIRETMGEAMD-TNGDAPYVRLVSLLAEYDSLLEQLQSSMSDGFHNLSRANYFNKDSLRGSYGVDYWDESYIGELTVEITGS

MTNSKQEIAKELSTPKLLERKDDDTGNDVNGDGDDPYIHLLNLLSRYDQLLEQLSNSISTGFHNLSRANYHNKDSLNGRYGKDYWDESYVGEITVEITQP

--------------------------------MQDIYLELLKKLNDYDQSLDILQSNFKDGMYHLSRANYHNKDSLRGNYGEDYWDNTYEGHFTVNIDSK

-----------------------------MIEEDKDILDLLENLSKYNLLLEQLQNSMRDGYSNLSRANYHNKDSIRGRYGKDYWDYSYTGNKTVKVDLT

---------------------------MVCMVSDESSLEVLELLSKYNGLLEQLQKGFGEGFSNLGRANYHNKDALRGRYGRDYWDETYEGELEVHISAD

------------------------------MLQEKDHLELLKLLARYDTLLEQLQRTMSEGFSQLGRANYHNKDSLRGRYGSDYWDKSYEGHLRVQLGEK

------------------------------MEEDQEHLELLKLLARYDLLLEQLQKSMREGFQNLGRANYHNKDTLRGRYGSDYWDEAYEGQLSVERGTD

-----------------------------MMTEDDIYQLIVKNLATYDSLLEQLQASFEEGYHQLSRANYHNKNTLRGSYGKDYWDETYTGNRYISINDK

--------------------------MGRQVVGNDDLIGLLKKLSEYDVLLDRLQGQMADGFYNLSRANYHNKDSLRGSYGRDYWDQTFAGTRFVRIEQD

-------------------------------MHDKHYDQLVSLLAKYDTLLDQLQQYLSMGYYNLSRANYHNKDAIRGYYGQDYWDATYPGTKLVDIKQD

------------------------------MAREEGYLKLLQKLSIYDELLEQLQVSFSDGFSHLSRANYHNKDSLRGRYGKDYWDEKFAGTQFIQVHGS

-----------------------MSHVSKPGLSESNSVELLKQLEAYDFLLEQLQAGFSAGFYQLSRANYHNKDTIRGRYGSDYWDQTFKGTQFITAQGP

-----------------------MSEGERSKLSESQVLDLIKLLEEYDSMLEQLQAGLSAGFNHLSRANYHNKDSIRGRYGRDYWDNTFTGTQFISVLEN

                                       66  L  Y1  LeqLq     G   6sRaN5 NK1 6rG YG DY5D  5 G         

      

      

 :  80

 :  80

 :  80

 :  89

 :  64

 :  69

 :  73

 :  96

 : 100

 :  68

 :  71

 :  73

 :  70

 :  70

 :  71

 :  74

 :  69

 :  70

 :  77

 :  77

      

             

             

YHR060W    : 

Smik_8.131 : 

Skud_8.117 : 

Suva_15.24 : 

CAGL0D0378 : 

KAFR0D0455 : 

KNAG0B0459 : 

NCAS0A0160 : 

NDAI0D0172 : 

TBLA0A0300 : 

TPHA0D0193 : 

Kpol_1005. : 

ZYRO0C1408 : 

TDEL0E0296 : 

KLLA0C1478 : 

AAL048W    : 

Ecym_3210  : 

SAKL0G0954 : 

KLTH0F0728 : 

Kwal_33.14 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

N------SKVVVEIVKRKAQDKQEK--------------KEEEDNKLTQRKKG----TKPEKQKTQ---SH-----------------------------

S------SKPVFDIVKRKVQDTHEN--------------EKEQDNTLIHRKKG----PKSNEQKAQ---IP-----------------------------

N------SKSVIDIVKRKVQENEET--------------KKEEDSTLVQRKKG----AKSEEQKPK---DP-----------------------------

S------SKLVMDIVKRNPQENQVADE------------TKEEDNTLTQRKKG----AKKETQKGQ---RP-----------------------------

G---------KVDIVAKPKPVNVPAEKV-----------KDKEAEQLRNRK------QTKKIADAEITEET-----------------------------

V---------KYEVVKRESLPFQESDDE-----------DEDGNDKVRSRKMK----NPEK--------TI-----------------------------

E---------HVTLEKLQLEEESSDD-------------EVDDDDKLRERKIS----QTTTEKP-----TK-----------------------------

T-------RPEVDIIRKKPILKTDDDGDDGSLEEK----PDATDSTIKKRKGK----NKEEKQRSTQ--KK-----------------------------

PPEQQSLQQGIVHIVRKKLHTDEKADIIVEETDDD----DDDTKDKLKNRKEK----TNKREEKKDNDDTK-----------------------------

T--------NHISIAKKPLPKDNNEIIDQNEEEKSA---LDERDQKIRNRNIKKKDTNKKSKKEGNKINEKQSNKEEVNHEKKEDNYNKKEIMSGINKKT

S------GEDTISIFKTKLLNSDSIEIKEDDQSSSNTIIDEKNDNVLKNRKEK----TTSKTKTSKSSNEV-----------------------------

S--------KTVEITKKIIMEEETEESD-----------DEEKDSKLKNRSKV----KGKQSEEKTK--KK-----------------------------

E----------LSIRRQEESDSTPKE-------------ELQDEKSLRRRGGE----KTES--------TA-----------------------------

G---------RISFVKVKLDEDEKEEPIVDEKVDE----KLHDEANLRKRNRE----AKEK--------KL-----------------------------

H---------SVSETEEPLHIANDEEIIPEK--------DEATNENLKKRKQR----E-----------KL-----------------------------

G-----------VIVEDAGAKADKDE-------------TQATEGGLHNRRKD----VSKK--------EA-----------------------------

G---------TFSIDQVSNDSNDKKGASDM---------PTNTENVLRNRSEG----ILRQPE------IE-----------------------------

R---------FSKNLKGPTEEEEEEEGEEGEK-------EKDLETSVRNRKVKDCTTQKEEKQN-----KN-----------------------------

K-----LARLPESQVLEILESEDESSSE-----------SDEKDEVLRKRKEG----QSSERKK-----AG-----------------------------

E-----LARMPDNLVLEMLQSEDDLQDDEVQK-------QEKDDKTLRKRNTH----QDKNTTE-----TN-----------------------------

                                              6  R                                                  

      

      

 : 124

 : 124

 : 124

 : 135

 : 109

 : 108

 : 113

 : 150

 : 163

 : 157

 : 132

 : 119

 : 106

 : 116

 : 110

 : 109

 : 112

 : 120

 : 123

 : 127

      

             

             

YHR060W    : 

Smik_8.131 : 

Skud_8.117 : 

Suva_15.24 : 

CAGL0D0378 : 

KAFR0D0455 : 

KNAG0B0459 : 

NCAS0A0160 : 

NDAI0D0172 : 

TBLA0A0300 : 

TPHA0D0193 : 

Kpol_1005. : 

ZYRO0C1408 : 

TDEL0E0296 : 

KLLA0C1478 : 

AAL048W    : 

Ecym_3210  : 

SAKL0G0954 : 

KLTH0F0728 : 

Kwal_33.14 : 

             

                                                                      

         *       220         *       240         *       260         *

KLKQDYDPILMFGGVLSVPSSLRQSQTSFKGCIPLIAQLINYKNEILTLVETLSEQE-------------

KLKQDYDPILMFGGVLSVPSSLRQSQTSFKGCIPLIAQLINYRKELLTLAEILSEQK-------------

KLKQDYDPILMFGGVLSVPSSLRQSQTSFRGCIPLMVQLVNYRNEILTLVKTLSEQK-------------

KSEQNYDPILMFGGVLSIPSSLRQSQTSFRGCIPLMVQLINYKNEILALSKRLAEQR-------------

NRTRDYDPILMFGGGLSTPQTLRNAQSNFKGTLPIIVKLLNCKNSINAIINEN-----------------

KKTDNYDPILMFGGGISIPASLRNCQKNFKNNLILIIEMINLKNDIDAQLKCIYTQNPL-----------

KLQGTYDPILMFGGGLSAPSSLRQTQTSFKNCLPILIQLINCKNEARKLCALLEATKTT-----------

KNTVYRDPITMFGGGLMIPSSLRQCQSNFKGCIPLFTQLINCKIRLNELLEEIKD---------------

KKDVSYDPILMFGGALSIPSSLRQCQTNFKGCIPLFSDLISCRMKIDRLVTKLEADKKANSTCAI-----

QEKIHKDTIYMFGG-LNIPQSLRSCQTSFKNSIPTLEQLVNSRIEIAKICNELETIEIKNHGDK------

KPVIEKNPITMFGSAFTIPQSLRDSQTNFESIIPLLQELINTKNKINKITNDAL----------------

NVKVSPDPIFMFGGRLSIPSSLRQCQSNFKSCIPLFQELINCQRELIEIIEKNKK---------------

NPRKKKDPITMFGGALSTPMSLRQSQSHFKGSIPLMAELINCRRRIELIITTSEKPIIN-----------

KKLRHRDPLTMFGGAFSIPQSLRQCQMNFKGLFPLIEELINCKTAMTEVMTKLETSNN------------

LAKVKKDPIYMFGGALSIPSSLKQCQLSFKASMPVLYQLLELRRTLNGLLDALGTLSNSA----------

AQRRQKTPLYMFGGALSVPSSLRMCQEHFQRCLPVVVRLVNCRREIDVLLDELERSAAAGTCADDISQTT

RNLKPKDPIYMFGGLLSVPSSLRQSQSAFQRCIPLISELVNCRKALLDCLDGYEKSAGISNIR-------

NKKQTNDPIYMFGGALSIPFALRQCQTSFKGSLPLILELINCRREIEELSNQLERESLNECST-------

LKKRLPDPLLMFGGALSIPSSLRQCQSSFKGSIESVIELANCRRRIEELISNTQD---------------

PTKKLVDPITMFGGVLSIPSSLRQSQSSFKGSIEVIVKLVNCRRRLNSLISNVDEL--------------

       p6 MFGg    P  L4  Q  F    p    6 n                             

      

      

 : 181

 : 181

 : 181

 : 192

 : 162

 : 167

 : 172

 : 205

 : 228

 : 220

 : 186

 : 174

 : 165

 : 174

 : 170

 : 179

 : 175

 : 183

 : 178

 : 183
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YHR113W (APE4) 

  

             

             

YHR113W    : 

Smik_8.191 : 

Skud_8.174 : 

Suva_15.30 : 

CAGL0I0129 : 

KAFR0D0501 : 

KNAG0B0425 : 

NCAS0H0203 : 

NDAI0C0163 : 

TBLA0A0369 : 

TPHA0H0175 : 

Kpol_1016. : 

ZYRO0F0979 : 

TDEL0E0201 : 

KLLA0E2129 : 

SAKL0G0224 : 

KLTH0F1630 : 

Kwal_55.21 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MFRIQLRTMSSKTC-----KSDYPKEFVSFLNSSHSPYHTVHNIKKHLVSNGFKELSERDSWA--GHVAQKGKYFVTRNGSSIIAFAVGGKWEPGNPIAI

MFRIQLRTMSSKTA-----KSDYPKEFVSFLNSSHSPYHAVHNIKKHLMSKGFKEVSERESWA--GHVVQKGKYFVTRNGSSIIAFVVGGKWKPGNPIAI

MIRIQLRSMSNKTS-----KSDYPKEFVNFLNSSHSPYHAVHNIKKHLVSKGFRELSERESWA--GQVSREGKYFVTRNSSSIIAFAIGGKWKPGNPIAI

MFRIQLRTMSSKTA-----KSDYPKEFVNFLNSSHSPYHAVHNIKEHLVSKGFKELSERESWA--DEVALKGKYFVTRNSSSIIAFAVGGKWKPGNPIAI

-MRTPFFKSKEM-------SKSHASEFIKFLDASPTPYHAVASIRQHLVSHGFKELSEKTAWH--GKVEHNGKYYVTRNNSSIIAFSVGGKWKPGNPIAV

MLRVHLREMST--------AINYSNEFVSFLNASHSPYHAVENVRQHLLSHGFEELTERGNWA--GKVLHKGKYFVTRNNSSLIGFVVGNKWVPGNPIAI

MLRLHLRKMSST-------ATNYPQEFVKFLNASHTPYHATHNIKCHLLDNGFQELSERDSWN--GKVLKCGKYFVTRNNSSIIGFVVGGMWAPGNPIAI

MLR---RQMSTTVK-----AINYPQEFVKFLNASHSPYHAVHNIKAHLKEHGFSELNERDAWN--GKLSQMGKYFVTRNNSSIIAFAIGGKWSPGNAIAI

MLRNCLRKMSTTVQ-----TINYPQEFVKFLNESHSPYHAVDNIKTHFKNNGFKELIERESWD--DKVLKRGKYFVTRNNSSIIAFVVGGKWAPGNPIAI

MLKMT--------------STQYAKEFVNFLNASPSPYHTVYNIKNHLISNGFKELSERDQWN--GKVEKLGKYFVTRNNSSIIAFIVGNNWKPGNPIAI

MLKLHLRKMSSSS------SQNYAQDFVNFLNASPTPYHAVHNMKAHLLKYNFKELKETEAWEFGNQIQPKGKYFVTRNNSSIIAFVIGNKWTAGNPIAI

MLKTQLRKMST--------IKSYPQEFVNFLNNSPTPYHAVANIKEHLLNNKFKELKETDTWT--GAIAPLGRYFVTRNNSSIISFCVGNKWQPGNPMAI

MFRVTLRKLSTMSSIATSSKTNYPKEFIKFLNESHTPYHVVHNMKLHLDQHGFQELSEREAWN--GKVQRKGRYYVTRNNSSIVAFAVGGKWQPGNAIAI

MLRIHLRKVSTMQTAVKS-GVNYPQEFVKFLNSSHSPYHVVHNMKEHLLDHDFIELDERESWN--GKVTHKGKYFVTRNNSSIIAFSVGGKWKPGNPIAI

MLRLHLRSKSTMSGSS---VINYPQEFVNFLNSSPTPYHAVHNIKSHLQSNGFVELKETDPWE--SHFKKLGKYFVTRNNSSIVAFVVGGKWKPGNPVAI

MLRFHLRKLSTMSNN----SVSYPQEFINFLNSCPTPYHAVHNIKKHLSAHGFEELSEREAWH--GKVKKTGKYFVTRNNSSIIAFAVGGNWKPGNAIAI

MLRLQLRKACAMSDH----KANYPHEFVKFLNACPTPYHAVHEIKKHFDEYGFKELSERHSWD--GVLTRGGGFYVTRNDSSILAFTVGCQWAPGNPIAI

----------------------------------------------------------------------------------------------------
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 :  93

 :  93

 :  93

 :  93

 :  90

 :  90

 :  91

 :  90

 :  93

 :  84

 :  94

 :  90

 :  98

 :  97

 :  95

 :  94

 :  94

 :   -

      

             

             

YHR113W    : 

Smik_8.191 : 

Skud_8.174 : 

Suva_15.30 : 

CAGL0I0129 : 

KAFR0D0501 : 

KNAG0B0425 : 

NCAS0H0203 : 

NDAI0C0163 : 

TBLA0A0369 : 

TPHA0H0175 : 

Kpol_1016. : 

ZYRO0F0979 : 

TDEL0E0201 : 

KLLA0E2129 : 

SAKL0G0224 : 

KLTH0F1630 : 

Kwal_55.21 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

TGAHTDSPALRIKPISKRVSEKYLQVGVETYGGAIWHSWFDKDLGVAGRVFVKDAKTGKSIARLVDLNRPLLKIPTLAIHLDRDVNQKFEFNRETQLLPI

TGAHTDSPVLRIKPISKRVNERYLQVGVECYGGAIWHSWFDKDLGIAGRVFVRDTKTGKSISKLVDLDRPLLKIPTLAIHLDRDVNQKFEFNKETQLLPI

TGAHTDSPVLRIKPISKRVNEKYLQVGVECYGGAIWHSWFDKDLGVAGRVFVRDARTGKTIARLVDLDRPLLKIPTLAIHLDRDVNQKFEFNKETQLLPI

TGAHTDSPVLRIKPISKRVSEKYLQVGVECYGGAIWHSWFDKDLGVAGRVFVKDAKTGKSVARLVDLDKPLLKIPTLAIHLDRDVNQKFEFNRESQLLPI

TGAHTDSPALRIKPISKRVSEKYAQVGVETYGGGIWHSWFDSDLALAGRVFVNDKSSGKIVSKLVDLKRPLLKIPTLAIHLDREVNQKFEFNKETQLLPI

TGAHTDSPVLRIKPISKRTNEKYMQVGIECYGGGIWHSWFDRDLGLAGRVFVNDKNSGKSISKLVDINRPLLKIPSLAIHLDRSVNEKFQFNKESQLLPV

VGGHTDSPTLRIKPISKRTAEGYLQVGVECYGGGIWHSWFDKDLAVAGRVMVSDPETGKTVAKLVDINKPLLKIPTLAIHLDIDVNQKFEFNKESQLLPV

TGAHTDSPTLRIKPLSKRTSEKYTQVGIECYGGGIWHSWFDSDLAIAGRVLVSDKKTGNIISRLVDLKKPLLKIPTLAIHLDREVNQKFEFNKESQLLPV

TGAHTDSPTLRIKPISKRTNEKYLQIGVECYGGGIWHSWFDSDLSIAGRVLVFDKKSDKVVSKLIDLNKPLLKIPTLAIHLDRDVNQKFEFNKESQLLPI

TGAHTDSPVLRIKPISKRTTENFLQIGVECYGGGIWHSWFDSDLSVAGRVFVNDKSTGKHISKLVNLNKPLLKIPTLAIHLDRGVNEKFQFNKESQLLPV

TGAHTDSPVLRIKPISNKVKEKFQQIGVEVYGGGIWHSWFDSDLSIAGRVMCKDEKSGKIVSRLVDLKKPLLKIPTLAIHLDRTVNERFEFNKEAQLLPI

TGAHTDSPVLRIKPVSKKSSEKYQQIGVEIYGGGIWHSWFDSDLSIAGRVMVNDKKTGNVIARLVDLKKPLLKIPTLAIHLDREVNQKFEFNKESELLPI

TGAHTDSPVLRIKPVSKRKTENYEQVGVECYGGGIWHSWFDSDLSIAGRVFVNDRESGKIVSKLVDLNKPLLKIPTLAIHLDREVNSKFEFNKESQLLPI

TGAHTDSPTLRIKPISKRSNEKYAQIGVETYGGGIWHSWFDSDLSIAGRVFIQDKTTGKSVSKLVDLNKPLLKIPTLAIHLDRDVNQKFVFNKETQLLPI

VGAHTDSPVLRIKPISKRTNEGFSQIGVECYGGGIWHSWFDSDLSVAGRVMVQDSKSKNIVSRLVDLKKPLLKIPTLAIHLDRDVNTKFEFNKETQLLPI

TGAHTDSPVLKIKPVSKRTSEKYLQVGVECYGGGIWHSWFDSDLSVAGRVMVKEASTGKIVSKLVDIKKPLFKIPTLAIHLDRDVNQKFEFNKETQLLPI

TGAHTDSPVLKIKPVSKRSSEGYAQVGVECYGGGIWHSWFDADLSIAGRVMVKDQKTSNVRSMLVDLKQPLLKIPTLAIHLDRDVNQKFEFDRENQLLPV

----------------------------------------------------------------------------------------------------
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GGLQ---------EDKTEAKT--EKEINNGEFTSIKTIVQRHHAELLGLIAKELAIDTIEDIEDFELILYDHNASTLGGFNDEFVFSGRLDNLTSCFTSM

GGLQ---------RDNTKSKP--EKEVDRNGFSSIKTIVERHHEELLALIAKELAIDKVDDIEDFELILYDHNASTLGGFNDEFVFSGRLDNLTSCFTSM

GGLQ---------RNSAETST--EKDADKSGFTSIKTIVERHHEELLELVAEELAIDAIEDIEDFELILYDHNASTLGGFKNEFVFSGRLDNLTSCFTSM

GGLQ---------RDKTEASP--AKETDETGFSSIKTIVERHHEELLELVAKELAIDAIEDIEDFELILYDHNASTLGGFHDEFVFSGRLDNLTSCFTSM

AGLV------------KDEKN--DKSKNDNNSGAIKSIVERHHKELLDLVAKELELKSVEDIEDFELILYDYQGPTLGGINDEFVFSGRLDNLTSCFTSM

LGLA----------NEDSCGNEKLKQESTEAFNSIKSIVERHHEDLLKLVVKELSLESVNDIVDFELILYDHDAACLGGLNNEFVYSGRLDNLTSTFTSM

AGLV---------KETNATET--ADSVRKDYFSSIKETIERHHEELLNLIAKELDIKSTKEIEDFELILYDHNEACLGGLSEEFVFSGRLDNLTSCFTSM

AGLS----KEETNTKDKGCDH--NEKMSEEQFSSIKSIIERHHERLLELVAEELSIDSVDSIEDFELILYDNNPSCLGGLDDEFVFSGRLDNLTSCFTSM

AGLTIDSEKKGENNDKEDIHN-HDDKLSNEEFSSIKSIIERHHEQLLDLIAEELSLESVSDIEDFELVLYDNNKSTLGGINDEFVFSGRLDNLISCFTSM

GGLLKEDEKTQGKEKSHDCTG-IDTSSKDATF--IKSIIERHHKDLLQLIVEDLSLESIDYIEDFELILYDNKSSCLGGLHDEFIFSGRLDNLTSCFTSM

AGLV-----NESKGKKTGCCGNEDSELSDTQFSSIKSIIERHHEDLLELIVKEVSLPSINSIEDFELILYDNKPSCLGGLHQEFIFSGRLDNLTSCFTSM

AGLN--------IKDSKDCCG-KNKNIEDTEFSSIKSIIERHHIELLDLIVKELSLESVSDIEDFELILYDHKPSCLGGINEEFVFSGRLDNLTSCFTSM

AGLV-----------NGESKG--DEDVKEDSFSSLKAVVERHHRSILELVAQQLNLSSVSDIEDFELILYDYAAATLGGFHDEFVFSGRLDNLTSCFTSL

AGLA----------KNGEQSG---EAKKNEEFSSIKAIVERHNEDILKLIVKDLSLESEADIEDFELILYDYAASTLGGLNDEFIFSGRLDNLTSCFTSL

AGLS-IKDKKEETKKSEGCCG-DSQPLSEDQFSSLKSIIERHHEDLLELIRKDLELENVTDIEDFELILYDHKPSTLGGIHDEFVFSGRLDNLTSCFTSM

AGLV------KEGDKKESCAG--ASELSGDQFLSVKSIVERHHKELLDLVAKELHLESVMQIEDFELTLYDHNPSCLGGLNEEFVFSGRLDNLTSCFTSM

AGLE------SQSSESSKSCE--QAAPQEGEFFSIKAVVERHHRDLVDLVAEELGIE-VTQIEDFELTLYDHKPACLGGLHREFVFSGRLDNLTSCFTSM

-------------------------------------------------------------------------------MHDEFVFSGRLDNLTSCFTSM

 gl                            f s k    rhh     l            iedfel lyd     lgg   EF65SGRLDNLtScFTS6
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YHR116W    : 
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----------------------------MEKPSPTRRQTSSLSTISNGMTMTNDNRDTTNTNSGSTSSNNSQPSSSSTPPAASGPVTDRTKVNYVPK--S

--------------------------------------------------MTKDTSDTTNINTTKIIDKDSQPSSSSVPATSKGPVTDRTKVNYVPK--S

-------------------------------------------------MANDTSGATNAETDNGSSSINLEPSPPLAEPAPRGPITDRTKVNYVPK--N

-----------------------------------------------MGSNTSNSTTTTTTATSKDSSESSDNSAPPTQPARRGPVTDRSKVNYVPQ--S

------------------------------------------------------MAADEDIIKDG-----------NYDPH--VQ-TDKDKVDYAPK--G

------------------------------------------------------MSKKEPEQDPK------------------LV-TDKTKVNFVQEDPG

------------------------------------------------------MSDGNGKGDT---------------PAVEGV-SGKETVDFAPL--G

------------------------------------------------------MGEQEQPEEKG------------------NNSNRKQDVNFTPD--E

-----------------------------------------------------MSTTSEANKTSGKVTPITSQTESRTPPRKEQQNTTKDTVNFTPD--E

------------------------------------------------------MTAKAPTQSSP------ESNPAKQLENGSVVQNDPTNVSFVHHDPD

MYVVTDKWINNASTLPFLPIESISAFSNITIRLKQRSFHHIRLHSASINTNQYLATMSDDNHISNNNNGSNDITKDSYDPS--LV-TNKESVDFTKPDIT

------------------------------------------------------MSKESKDKLDS---------PSALDST--LE-TDKSKVDFANK---

------------------------------------------------------MADGDKDNLRE----------GNLDPQ--LV-VEPKKVDYAPQ--G

------------------------------------------------------MSNARPEKPSE------DEKILSSEPNVNGAVKDSSKVDYAPK--G

------------------------------------------------------MTDKQETTQPAEKLQQPEKVAENVDPS--LE-LNKTKVNFTPE--K

-----------------------------------------------------MPVDTAAPQSTA-----------NPDPS--VQ-TDRAAVNFTP---S

------------------------------------------------------MSKEPPKDHIP----------SQSPPKGNVV-TDKTKVNFTPT--S

------------------------------------------------------MSNESQKVEPA---------PENSDPQ--LE-TDKEKVNFTPQ--A

-------------------------------------------------------MEKEPKTAPA----------ENADPQ--LQ-VDKTKVDYAPK--N

------------------------------------------------------MAEENQTKPAE-----------NADPQ--LQ-VDKSKIDYAPQ--D

                                                                                           6 5 p    
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DDPSSFQYYPDDPENPVNKYKFALKADSQYYDPCEESSKLSFQCL-ERNDYDRSKCQEYFDAYRECKKQWLTARRKNRQ-QWE-

DDPSSFQYYPDDPENPVNKYKFALKADSQYYDPCEESSKLSFQCL-ERNDYDRSKCQEYFDAYRECKKQWLTARRNNRQ-QWE-

NDPSSFQYYPDDPENPINKYKFALKADSQYYDPCEESSKLSFQCL-ERNDYDRSKCQEYFDAYRECKKQWLTARRKNRQ-QWE-

NDPSSFQYYPDDPENPVNKYKFALKGDSQYYDPCEESSKLSFQCL-ERNSYDRTKCQDYFDAYRECKKQWLTARRNNRQ-QWE-

VDTTEYRYYPDNPESTLNKYRFAMKDHSQYYDPCQESAKMSFKCL-ELNDYDRDQCKEYFDAYRECKKQWLEARRKDRT-NWS-

TNTTKFKYYPDDPESAYHRDQFRTKQPTKYYDPCQESAQLSFKCL-ELNNYDRSLCKDYFDAYRECKKQWLNARKTDRS-KWE-

GNPDEFRYFPDTPDSITHKYKFQTKGDSKFYDPCQESSKMSFTCL-EQNDYDRSKCKAYFDAYRECKKQWLKARRANKS-QWE-

KNPGSYKYFPDDPVQGLNKYKFIMKGDSEYYDPCQECSEMSRKCL-ERNPFDKSQCQEYFDAYRDCKKMWMKTRRENRK-QWEK

KDTSTFKYYPDDPEEGMNKYKFMMKDTSEYYDPCQESSQMSFKCL-DRNNFDRDKCHEYFDAYRECKKQWLMARRNNRS-QWQK

NHVTTFQYFPDKPTSTMTRFNFADKESSKFYDPCHESAQMSVRCMTDHPDDHKTVCAEFFAAYRDCKKAWIDAKKRGEY-----

LNENRFKFYPDNPESSFAKYRFMSKDSSQYYDPCDESAKMSFKCL-DMNDYDRDKCRAYFDAYRECKKQWLRARRNNEDGNWGI

DDKKDLKFYPDNPESTLAKYRFITKETSQYYDPCQESAQMSFNCL-DRNNYDKSKCRAYFDAYRECKKQWLRARRQDRS-QWE-

DSPDKFQYYPDKPESSLSRYRFAVKDASQYFDPCQESSRMSFNCL-DRNNYDREMCKEYFDAYRECKKQWLRARRENRS-LWE-

QDPSKFQYYPENPESGVNRLMFAIKGPSQYYDPCQESAQMSLNCL-DRNDYNKDLCKEYFDAYRECKKQWLKSRRQDRS-QWE-

TDVNTYKFYPDDPESTLNRYRFAVKGASEYYDPCQESSKMSFKCL-ELNNYDRDLCHDYFDAYRECKKQWLKARREKRE-FWE-

TDASSFQFYPDNLESPLARYRXAAKGPSQYXDPCQESANMSMKCL-ERNNYDRDLCREYFDAYRECKKQWLSARRKDNS-QWT-

NDTSTFQFYPDDPEATLNRFKFYSKGASMYYDPCEESSKMSFKCL-ELNNYDRSLCHDYFDAYRECKKQWLKARREDNS-KWQ-

NDTSSFKFYPDNPESTLNKFRFAAKDPSRYFDPCQESSKMSFKCL-EMNNYDRDMCKEYFDAYRECKKQWLQSRRENRS-QWE-

TESGSFKFYPDNPESSFNKYRFAAKDASQFYDPCQESSKMSMKCL-ELNNYDRSMCQEYFDAYRECKKQWLQARRRNRS-QWE-

AKAGSYKFYPDNPESSFNKFRFAAKDVSQFYDPCQESSKMSMKCL-ELNDYDRSMCQEYFDAYRECKKQWLQARRKNRS-QWE-
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YHR120W (MSH1) 
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------------------MKHFFRLPTA---FRPISRVSLRYSSTDTAQ-P---KISKLKISFNK---ISESNSEKKDNLGSIDTRNC-LSTQQDDKLSS

------------------MKPIFRVPKT---FLFISRVSLRHYSAENAR-P---EISKLRISFDK----VPESDCESTDGSYSSNADN-SLFPQQERNVS

------------------MKHFFRVPKV---FLPVSRVSIRYSSSDTAQ-P---KISKLRITFNK---TSESNNEKTDNSYSIDADSC-PIAQRNGKASS

------------------MKSLFRVPKA---YLPIRRGLIRYSSNATTQ-P---KIAKLKITLNK----AAESSSEKTDTYAIDADSC-PIAQRNGKAVS

---------------------MLR-------CLSLARI----------------RFCKLRFPVRL------ISQSRITEQEVIKIKLG-EFIANDARITR

-------------------MILYRTVQKS--IPSFLIRLNHVAACSTTS-P---EVTTLKLSLND---------MQKVQSLKIETDVL-PIGTIEKDASE

------------------MRIFLPKARAN--YLSCISVQHAIRCYSSLT-P---KVTKLHITLGN------KPDLSHDHDTKVGESNKAVQLDEGISVNE

----------------------MIRLYPL--TILVTKRFIQCRPNLLAK-S---NVTKLTVELHK--------RDNLSDNLHLSNYSG-SSIGDKNEETS

----------------MSCVKWYRQL-----CTRVYVRYNHSEQRIIRK-P---QITKLPISFNN----PPRPISTDTSSGLAEIDKP-KSLEKTSDDHS

-------------------MLLLRKPVKL--CPGLFIRYNHTTYKPIGK-V---TVTNLLITVDK---PGKKTDVTLFDKKEKTIILD-PIVPTNGNIKL

---------------------MYRCITAR-LCPYRSIIHYRNFAKVNTK-P---SVSKIKIQTTS-----PKLNAQNKLDSYINTTNTLPDLNKDIATAT

---------MLNVRPGGSTRLIVRIFKSS--TIYNSIRHQSQITNDIGK-P---IVTKISIPISS------IRYTNPVTSESVDVQNL-PVNRKSVKKDL

-------------------MLWSGRINPL--CFQVRYTLRTY----ISK-P---KVTKLSLTLDN------KESNYPTEENAIDTSSP-PIAFKRSKSSN

---------------------MIRSINSS-----LSRSFFRYNHGLVAP-SPGLEVSKLTIVMDS-------KKAKANKEAFIETSLP-PLLTTRAKRSS

---------------------MYRRSTAL--LIPYFRSSFLRRSSTVQT-P---KTEKLKISLLN-------------DDTLIETESL-PTSAIRTKSSD

--------------MLLHVGTLLRCT-----GHRILRRYTIVPAARDIN-P---VVAKLKFSLDV------------IPATQIESQE--SDDSEPNKKID

-------------MFQSTAGRIFRSP-----FRILLCKRSSQSSTIPNK-P---LVEKLILPLLE---------NENRTSGRIKVNHI-DICGKPANITD

--------------------MFTRSLSRLCLARLCFRRF-NHETTSVVK-P---EVVKLTLVLNELGSITPDIAGSIVANTPIETSLP-PIEKRASKEKK

MGRFLSYTKRLSIPNAGILGYCAARPKTGSLLSHLSGNIHQERRCFSSV-P---STEKLTVPIEH------GPGTANADASRLNIELGLPLDNKSIKRSN

----------------MISSRLFKCVNRI----VSSRTSAKHLHQNISKLPSNVTVEKLKISLKS------EPEPNGISNYTIDTGLP-LALGETKRKTT

                                                  p      k6                                         
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TEPS---------KASLPPSLQYVRDLMDLYKDHVVLTQMGSFYELYFEQAIRYAPELNISLTNRAYSHGKVPFAGFPVHQLSRHLKMLVNNCGYSVTIA

TTKH--------LKASLPPSLQYVRDLMDLYKDHVVLTQMGSFYELYFEQAIKYAPELNISLTNRAYSHGRVPFAGFPVNQLSRHLKMLVNNCGYSVTIA

TKPL---------KATLPPSLQYVRDLMDLYKDHVVLTQMGSFYELYFEQAVKYAPELNISLTNRAYSYGKVPFAGFPVHQLSRHLKMLVNNCGYSVTIA

SKPP---------KPSLPPSLQYVRDLMDLYKGHVVLTQMGSFYELYFEQAVKYAPELNIALTNRAYTHGKVPFAGFPVHQLSRHLKMLVNNCGYSVTIA

TIDE-----ESTNTKTLPPSLLYVQKLISQYPDHVVLTQMGSFFELYFDHASTYAPLLNIALTQRTYTHGKVPFAGFPVPQLSRHLKALVQDYGYSVVVA

LQDK---------TLALPPSLRQVRKLMDTYQDNVVLTQMGSFYELYFEHATKYAPKLNISLTSKTYNHGKVPFAGFPIQQLNRHLKVLVNHFGYSVTIA

KEND-----------QLPPSLRVVKGLMEKYKDNVLLTQMGSFYELYFEQATKYAPKLNITLTNKNYVFGKIPFAGFPVSQLNRHLRVLVNQYGYSVTVV

IIEK-------KATEILSPSLRYVRNLIDEHEGNVVLTQIGSFYELYFEQAVKYAPILNISLTNRTYAHGKVPFAGFPVPQLGRHLKILVNDFGYNVVIA

ANGT---------IQNLSPTLRYVRKLMDEHKDNVVLTQIGSFYELYFEQATKYAPKLNISLTSKTLSQGKIPFAGFPVPQLGRHLKVLVNDYGYSVTIA

IRNELQYQNDTVAPVRLPESLQYVRTLMDHYKDHVVLTQVGSFYELYFEHATKYAPDLNITLTSKQYKFGRIAFAGFPVNQLGRYLKILVNQHGYSVTIA

PDVD-------EKLSDIPPSLKYVRELIDHHKGSVVLTQMGSFYELYFEQAEKYAPELNIQLTSKQFSHGKVPFAGFPVGQLSRHLKVLVNDHEYSVAIA

GDID----KKATKIQELPPSLQYVRELIDHYKENVVLTQMGSFYELYFEHATKYAPQLNISLTSRNYSRGVVPFAGFPVSQLSRYLKVLVNDYGYSVVIA

LSEQSTDLRKKSQT-QLPPSLQYARDLMDRYKSHVVLTQMGSFYELYFEHATMYAPQLNISLTSKNYTFGKVPFAGFPVPQLNRHLKVLVNNYGYSVTIA

KKGT--EPASGQNETNLPPSLQYVRDLMDHYKGHVVLTQMGSFYELYFEQASVYGPQLNLSLTNRNYFCGKVPFAGFPVHQLSRHLKILVNNYGYSVTIA

RGGR------ETRN-SLPPSLQYVRDVMDKYTGHVVLTQIGSFYELYFEHATIYAPILNITLTSKSIVSGKVPFAGFPLNQLNRHLKVLVKQYGYSVAVC

RGNR-------MYSNSLPPSLQFVRDMMDKYPDYVLLTQMGSFYELYYEHAEKYAPKLNITLTRREYSHGKVPFAGFPLEQLSRHLKVLVKEYGYSVAVV

RGGR------TTKN-SLPPSLQYVKDLMDKYSEYVVLTQIGSFYELYFEHAERYAPKLNITLTYREYQHGKVPFAGFPVEQVGRHLKVLIKEYGYSVAIA

NRGA------RTIKNSLPPSLQYVRDMMDQYKDHVILTQMGSFYELYFEHAEIYAPKLNLTLTSREYTYGKVPFAGFPVQQIGRHLSVLVKRYGYSVAIA

RGNR-------TIKNSLPPSLQYVRDTMDKYKDFVVLTQMGSFYELYFEHADIYAPKLNLTLTSREYAHGKVSFAGFPVQQVNRHLKVLVKELGYSVAIA

RGDR-------TTKNSLPPSLQYVRDTMDKYQDYVVLTQMGSFYELYFEHAEIYAPKLNLTLTSREYVHGKVSFAGFPVPQISRHLKVLVKDYGHSVAIA

                6pp3L  v   6d y   V6LTQ6GSF5ELY5e A  YaP LN6 LT 4    G 6pFAGFP6 Q6 RhL  L6   gysV 6a

      

      

 : 162

 : 162

 : 162

 : 161

 : 144

 : 156

 : 159

 : 156

 : 161

 : 171

 : 162

 : 174

 : 163

 : 163

 : 152

 : 156

 : 161

 : 168

 : 183

 : 166

      

             

             

YHR120W    : 

Smik_8.198 : 

Skud_8.181 : 

Suva_15.31 : 

CAGL0L1300 : 

KAFR0F0069 : 

KNAG0H0356 : 

NCAS0B0704 : 

NDAI0B0437 : 

TBLA0C0549 : 

TPHA0I0147 : 

Kpol_1048. : 

ZYRO0G0642 : 

TDEL0B0509 : 

KLLA0F2415 : 

ABR137W    : 

Ecym_8198  : 

SAKL0E1106 : 

KLTH0B0530 : 

Kwal_33.14 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

EQFKKKDVADNEANKFYRRVTRIVTPGTFIDEAFENLRENTYLLNIEFPENCMSQVADTSLKVGICWCDVSTGEIFVQQVYLRDLVSAITRIQPKEILLD

EQFKKKDVADNEVNKFYRRVTRIVTPGTFIDEAFENLRENTYLLNIEFPENCMSQVADVSLKVGICWCDVSTGEIFVQQVYLKDLVSAITRIQPKEILLD

EQFKRKDVADNEVNKFYRRVTRIVTPGTFIDEAFENLRENTYLLNIEFPDNCMGQVADASLKVGICWCDVSTGEIFVQQVYLKDLVSAITRIQPKEILLD

EQFKNNDVADNETNKFYRRVTRIVTPGTFIDEAFENLRENTYLLNIEFPENCMSSVADASLKVGICWCDVSTGEIFVQQVYLKDLVSAITRIQPKEILLD

EQFKKDGYATNENNRFYRRVTRIVTPGTFIDEALDNYSENTFLLTIEFPENFTNYVAEDNLRIGISWCDISTGEIYIQELPLKDLMNAITRIKPKEILLN

DQFKNEQVPDNDPSKFLRRVTRIVTPGTFIDEAFENFKENSYLLTIDFPENCINKLADSNLKVGLCWCDLSTGELFVQQVYLKDLVSAITRIQPKEILLD

DQFKKDSDIENDSNKFQRRVTRIVTPGTFIDEAFENFKENTYLLSVDFPERCMDVTADNDMKVGLSWCDVSTGEIFVQQVLLRELVSTITRIHPKEIVLK

EQFKKNDVAENEQYKFIRRVTRIVTPGTFIDEAFENFQENSYLLSIEFPENCMKRIALGDLKLGLSWCDVSTGEVFVQQMFLKDLISSITRIRPKEIILN

DQFPKNEIADNEQYKFVRRVTRIVTPGTFIDDAFENFQENTYLLNVEFPGNCMKHIADPSLKIGLSWCDISTGEIFVQQVLLRDLVSSITRIKPKEILLN

EQYKDEGISDNETNKIRRKVARIVTPGTFIDEAFEHFNENTYLLNIELPENCTTKLSDPNMKVGLCWCDITTGELYTQEVILEELTTVISRIKPKEILLD

QQFKKDGVADNEVSKFYRRVTRIVTPGTFIDEAFENFEENNYLLSINFPENCFNKLADSDSKLGLSWCDVSTGEIFVQQVRLKDAVSAITRIQPKEILLE

QQFKKDGIADNDVNKFYRRVTRIVTPGTFIDEAFQNLQGNSYLLSIEFPENCMDKISNPDMLVGLSWCDVSTGELLVQQVTLKDLISAVTRIQPKEILLD

DQFKRDTPADNDVNKFYRRVTRIVTPGTFIDEAFENLQENTHLLNIEFPENCMKNLADPDMKIGLCWCDVSTGEISVQQILLKDLASAITRIQPREILLD

EQFKRDTVANNDVNKFYRRVTRIVTPGTFIDEAFENLQENTYLLSIEFSDNCFNKIADSNLKVGLCWCDVTTGEIFVQQVLLKDLISSITRIQPKEILLN

DQFKHETLVDNDKNKFMRRVTRIVTPGTFIDEAFENFQENQYLLTVHFSENCMKRAADLNIPVGLSWCDISTGEIFVQQVYLKDLVSSITRIRPMEVLLD

EQFRKDDIADNERYKFNRRVTRVVTPGTFIDEAFENLQENQFLLSVEFPDRCMEKLSDPSIKVGLSWCDISTGELFVQQVQLKGLISAITKIKPREILLS

DQFKTRSMADNEQ-KIYRRVTRIVTPGTYIDEAFENLNENQFLLNIEFPENCFERLADASTRIGLCWCDISTGELFVQQVILRDLVSAITRIRPKEVLLD

DQFKKEDVADNETNRFLRRVTRIVTPGTFIDEAFENLQENTYLLSIEFPDNCMDKLADVDIKVGLAWCDVSTGEIFVQQVLLKDLVSAITRIKPREILLD

DQFKRTSAASNESNRFLRRVTRIVTPGTFLDEAFENLQENTYLLSIEFPESCVQKLVDINMKVGLCWCDISTGEIFVQQTLLKDTISAVARIGPREILLD

DQFKKDNIISNDTSRFLRRVTRIVTPGTFIDEAFENLQENTFLLSLEFPENCMRKVADIDTKVGLCWCDISTGEIFVQQVLLKDVVSAITRIAPCEILLD

 Q5       N   4f R4VtR6VTPGT56DeAf n  eN  LL 6efp nc    a     6G6 WCD63TGE6  Q2  L d    6 4I P E66L 

      

      

 : 262

 : 262

 : 262

 : 261

 : 244

 : 256

 : 259

 : 256

 : 261

 : 271

 : 262

 : 274

 : 263

 : 263

 : 252

 : 256

 : 260

 : 268

 : 283

 : 266
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YHR134W (WSS1) 

  

             

             

YHR134W    : 

Smik_8.215 : 

Skud_8.195 : 

Suva_15.33 : 

CAGL0G0611 : 

KAFR0F0053 : 

KNAG0H0370 : 

NCAS0B0719 : 

NDAI0B0452 : 

TBLA0B0101 : 

TPHA0F0207 : 

Kpol_1039. : 

ZYRO0G0545 : 

TDEL0B0471 : 

KLLA0F2786 : 

AFR042C    : 

Ecym_6392  : 

SAKL0E1201 : 

KLTH0B0613 : 

Kwal_33.14 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-------MKTEGIKSPSAKYHDMAGSQRIPHKNPHIQKVAVLQSKPNKEDALNLIKEIAHKVSYLMKENHFKVTNLVEFYPRDQRLLGMNVNHGSKIMLR

---------------------MTGFQGIATHKNPHIKKVAVLQCKPNQEGALNIIKEIARKVSFLMKENHLKVVSLVEFYPRDQRLLGMNVNHGLKIMLR

---------------------MTGSQRLATHNNPHIQKVAVLQRKPHQEDALLLIKKIAHKVSYLMKENHFKVVSLVEFYPRDQRLLGMNVNHGFKIMLR

---------------------MTGSRGIAAHKNPHIQNVAVLQRKPNQEYALNIMKEVAHKVSYLMRENHFKVVSLVEFYPHDQRLLGMNVNRGLKIMLR

------------------------------MQHPHIRNIAVLQRKPGKEDALKLLKDIADAVSLLMRENKFKVGTLVEFYPRDRSLLGMNVNHGQKIMLR

---------------MSTNRRAKKPVDKKPRANPHINEITFLQRQPDSQRAYEMLQDLTKDVSYLMKKHKLKVRTLSEFYPKDQTLLGLNVNKGMKILVR

-------------------------MAAGVAENPHIGSITYLKSYPRTEVAHGLLHDIYKSISYLMRENHLKVQTLAEFYPKNGNLLGLNVNAGQKILLR

-----------------------------MHENPHITKVAVLQRKPNNEYALQILQDITKQVSYLMKEEKFKVQTLVEFYPKDKRLLGMNVNAGQKIMLR

-------------------------MPTQSHENPHITKIAVLQRKPNAEYALSILKDITKQVSYLMKENKFKVSQLVEFYPKDKRLLGMNVNRGQKIMLR

----------------------MRKNKETPKDNPHIDHVAVLNR-PGHDEALAMLRHVARAVSLLMRQRRLHIGTLREFYPGDRRLLGLNVGHGIEVRLR

MVVNGDLNKKRRRYKAEHQTRVKKNEVTIQHKNPHIERVAVLQRNPDKEYALEILKDIAHRVSYLMKENKFAVKDLVEFYPKDKRLLGMNVNRGAKIMLR

---------------------------MVSHKNPSVGSVGVLQKRPNKEDALKILKDLAHRVSYLMKEYRFKVGSLVEFYPRDKRLLGMNVNRGQKVMVR

-----------------------MTGDLENHANPHIQRVAVLQRKPSRDDALSLLKEIAKRVSYLMKENKFRVGMLVEFCPRDKRLLGMNVNRGTKILLR

------------------------MGSTEVHKNPHVAKVAVLQKKPGKEDALELLKDIAHRVSYLMRENEFKVGSLVEFFPRDRRLLGMNVNRGMKIMLR

-------------------------MVPPIQKNPHVGSIAVLQTKPGKNDALNILKRVAHNVSYLMKEERFKVRQLVEFYPRNRSLLGMNVNKGMKIMLR

-------------------------MARPREVNPHIAEFAVLQHKPGKERALEMLQDIARRVSYLMREEGFRVGQLAEFYPRERRLLGLNVNQGARILLR

-------------------------MGINIRTNQHINNLAVLQGKPRKEDALSLLMEMVHRVSYLMKEERFTVGQLVEFYPNEGRLLGMNVNHGSKIMLR

--------------------------MTVQKKNPHIGRIASLQGKPNKDDALALLEDIAHRVSYLMRENKFKVGELVEFYPRDKRLLGMNVNGGAKIMLR

---------------------------MTTQKNVHIGSLAVMQKKPNKDYALSILKDIAHRVSYLMREHKFKVDQLVEFYPKNKRLLGMNVNRGAKIMLR

---------------------------MTIQKNEHIDKVAVMQKKPNRDYALEILKDIAHRVSYLMREYKFKVGQLVEFYPKNKRLLGMNVNRGAKIMLR

                                nph6   av6q  P    Al 66  6   6S LM4   f 6  LvEF P   rLLG6NVn G  6 6R

      

      

 :  93

 :  79

 :  79

 :  79

 :  70

 :  85

 :  75

 :  71

 :  75

 :  77

 : 100

 :  73

 :  77

 :  76

 :  75

 :  75

 :  75

 :  74

 :  73

 :  73

      

             

             

YHR134W    : 

Smik_8.215 : 

Skud_8.195 : 

Suva_15.33 : 

CAGL0G0611 : 

KAFR0F0053 : 

KNAG0H0370 : 

NCAS0B0719 : 

NDAI0B0452 : 

TBLA0B0101 : 

TPHA0F0207 : 

Kpol_1039. : 

ZYRO0G0545 : 

TDEL0B0471 : 

KLLA0F2786 : 

AFR042C    : 

Ecym_6392  : 

SAKL0E1201 : 

KLTH0B0613 : 

Kwal_33.14 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

LRCSTDEFQFLPMECIMGTMLHELTHNLFGPHDKKFYNKLDELIGRQWVIEQRGLYDTFLGNGQRLGGR--ANLRSNRYPMTGISTNTGIVRK--R---G

LRCPTDEFQFLSMESILGTMLHELTHNLFGPHDKKFYDKLDELIGRQWVIEQRGLYDTFLGNGHRLGGR--SNLRSAGDPVTGMQTNTGIVRR--R---N

LRCPTDEFQFLPIESIMGTMLHELTHNLFGPHDKTFYDKLDALIGRQWVIEQRGLYDTFLGNGKRLGGR--SNVRSNRYPVTGISTDTERVRR--R---G

LRCPTDESQFLPMESIMGTMLHELTHNLFGPHDKKFYDKLDGLIGRQWVIEQMGLHDAFLGKGQRLGGR--SNVLSNRYPMTGVSTNTGIMRR--R---G

LRDPLDEFRFLPWESLIGTMLHELTHNLHGPHDQKFYSKLDELSGRQWCIQQLGLKDNFMTSGNRLGGR---GFRDGPTPRTTNSRGNKIEKI--R---N

LRSPTDPFRFIPWESIMETMLHELTHNLFGVHDSKFFNQLDVFKSEQWFHEKAGLFDTFLGHGNQLGTI-----------------PGAGKSISVR---G

LRCPGDPQSFLPRDQIMQVMVHELTHNRVGPHNAAFKKQMAEWCGRQYVIETLGLVDCFLGQGRKLGGV---------QGKARIRHDSGRIRK-QRLMAM

LRTPGDEFQFLNREAILGTMLHELTHNLFGPHDRRFYEKLDQLSARQWVIEQQGLFDTFLGSGRRLGGS-----------TRTLSNNRRVRSIIGRSGKG

LRDSNDEFQFLARESILGTMLHELTHNLFGPHDKKFYEKLDDLSARQWIIEQQGLFDTFLGSGNRLGGSTLGNNRNNNLTAGRIRGNVVGRPI--RNRFG

LRHAGDEMRFLSAEAVLETLLHELTHNWFGPHDRKFYKRLDELMAEQWYNEQQGLYDTFLGSGQRLGGA---------IAHGNVLQGTAQASR--RRGRG

LRSPYDEFQFLPRESIMGTMLHELTHNIFGPHDKNFYSKLDNLAARQWVIEQQNLYDHFVGTGAKLGAP--SMDFIGGSKNNRVNEKLVRTKRINNVNFT

LRDPYDEYQFLSRESIMGTILHELTHNLFGPHDNKFYKKLDELIGRQWIIEQQGLFDNFLGNGKTLGNR----------NDSNTSRETVRKKR--IAHLS

LRNPNDEFRFLPMESIMGTMLHELTHNLHGPHDNRFYAKLDDLLARQWVIEQQGLFDTFLGQGSRLGGS--TRLPP-------LQQQLQKRPT--R---S

LRNPTDEFQFLPRESIMGTMLHELTHNLFGPHDNRFYAKLDELMGRQWVIEQQGLFDTFLGHGRRLGGQ-------------NRDREMIRRQR-NQLIRS

LRDPLDEYKFLPIESIMGTMLHELTHNLHGPHDRKFYEKLDQLSGRQWTIEQMGLYDSFLGTGKRLGSK----------PMGSII--IGKTLE--R---G

LREPGDEQQFLSRETILAVMLHELTHNVFGPHDARFRRKLDELVGRQWVLDQRGIVDSFLGRGRRLGGR-------------------GRRLE------G

LREATDETRFLPRDSILETMLHELTHNLFGKHDKRFYSKLDDLRGRQWVIEQRGLYDSFIGKGRALGVR-----------------PGSKLPI--R---T

LRHPNDESQFLARESILGTMLHELTHNLFGPHDAKFYRKLDDLSGTQWVIEQRGLFDSFVGRGRRLGCT-----------------PRSRIPP-------

LRQPFNEEEFLPREDILGTMLHELTHNVYGPHNALFYKKLDELTARTWVIESQGLYDGFIGRGRKLGVK-----------------PAGRTPP-------

LRDPFNEEVFLSREAVLGTMLHELTHNVYGPHNALFYKKLDELTARAWVIKQQGLFDGFVGRGRKLGVK-----------------PKAAIPP-------

LR p 1e  F6  e 66 t66HELTHN  GpH1  F   6d l  rq5   q g6 D F6g G  LG                                 

      

      

 : 186

 : 172

 : 172

 : 172

 : 162

 : 165

 : 165

 : 160

 : 173

 : 166

 : 198

 : 161

 : 163

 : 162

 : 158

 : 150

 : 153

 : 150

 : 149

 : 149

      

             

             

YHR134W    : 

Smik_8.215 : 

Skud_8.195 : 

Suva_15.33 : 

CAGL0G0611 : 

KAFR0F0053 : 

KNAG0H0370 : 

NCAS0B0719 : 

NDAI0B0452 : 

TBLA0B0101 : 

TPHA0F0207 : 

Kpol_1039. : 

ZYRO0G0545 : 

TDEL0B0471 : 

KLLA0F2786 : 

AFR042C    : 

Ecym_6392  : 

SAKL0E1201 : 

KLTH0B0613 : 

Kwal_33.14 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

KGVKLGSLH--PEGISSIDRGNSPRELAAFAAERR---------YR-DDRWCGETKNNKDQIISDNISSSL---------EVVILDDDD-----------

KGVKLGTLN--SEGVSSKNRGKSPREMAALAAERR---------YK-DDRWCGETKNNKDQIISDNNKDSL---------EIVILDDDD-----------

KGIKLGSLS--SPGLSPMNRGKSPREMAALAAERR---------YK-DDRWCGESKNNKDQIISDNNDDLL---------EVVVLEDEQ-----------

KGVKLGTLS-LGAQPSSPNRGKTPREMAALAAERR---------YK-DDRWCGENKSSKNQI-NDYNDDLL---------EIVVLDDEE-----------

KGVRLGSLSDNLNGSLNTSRMLKPAQMAAMAATRR---------AEADKKWCVETNQEE----KIPDDSSL---------EIIVLDGDEKEDMGSTGDVG

YGKRLGAGS---SLNNDSIVGKSPREMAADAASRRFDDLNKKNRYKLVNKDCHDDTKVNVDEVLQNHNEMESK-------KIIVIEDTT-----------

DTRKLGNGS-----ASSKESTHSAREMAAKAALSRLD---RGTVTKIPRFTMVEKIDDTDAQVDVEEVLELHGHMDTVNEDIIVLDDDD-----------

RGRKLGTIT---NRPSSTFEGKTPREMAAVAAERR---------YN-DDKWCGEKNNLENKKKLEPNQDDLREE------TIIILDDDD-----------

KGRKLGSLE----GPNKLQKYKTPREMAAIAAERR---------YN-DDKWCGEKNSDETKRALQPSSDSLYEQ------DIIIIDDDD-----------

RGRKLGGRT---------RDVGDPREMAAKAAQRR---------LA-DQVTCGARIETAADARADP--------------GLIVIDLCG-----------

NGKVLGSYT-NNGRRIDVVNTKSAKEMAAIAAERR---------FK-DNLSCGEGHSIDI---EQPEQGELT--------EVYVLTDSE-----------

KGFKLGGLK---SSTVAKTEGVSPREMAAAAAMQR---------NK-DRYSCPGESNEKIEL-IASQEGEL---------EVVIISDDD-----------

RGRKLGGSR---------APRGTPREMAALAAQRR---------AQ-DSRSCGDASS------YQHEQE-----------DVIIIDEGR-----------

RGTRLGSLT--------NEPARTPREMAALAAERR---------AK-DNKWCGENSQNV----EQPSNEDL---------EVVLIDDDD-----------

KGRRLGGTT------PGTGPRRNAREMAAIAADKR---------AA-DNKTCCNSNDQKN---YMPVQEDL---------VIELLDDDS-----------

RGRRLGGRS----------AGVAARELAGLAAARR-----MAAIAA-TAQCCGQGGGT-----APSRDGDL---------DVVVIDEEP-----------

RHICSSALV-----GSAKGSNNTPREMAAQAAEER---------AY-NNRGCGYLSGVSG---LEPTSEEL---------DFIVVSDVT-----------

TERRLGTIE----VVSSNNRDKSPKRMAAAAAEKR---------AR-DTMWCGDLKRNKH---VEPDAAEL---------EYIILDDED-----------

--RRLGTSG-----GHSVGSIKSASEMAALAAQKR---------AF-DAQWCASSSST-----ATPKPQDL---------QVIEIDSDG-----------

--QRLGTLS-----GSKSTKGKSPREMAFLAAEKR---------AT-DAQWCAGSRAE-----AEPKKNEL---------VFIEIDSEG-----------

    lg                    6Aa AA  R                c                  l             6               

      

      

 : 254

 : 240

 : 240

 : 240

 : 240

 : 244

 : 246

 : 230

 : 242

 : 222

 : 265

 : 227

 : 216

 : 220

 : 219

 : 209

 : 215

 : 213

 : 207

 : 207
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YHR136C (SPL2) 

  

             

             

YHR136C    : 

Smik_8.217 : 

Skud_8.197 : 

Suva_15.33 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MGTYTPLIYNIYNVHIWVFTESQGQIGQMSPRGKMETAVSQ-GQHKQLKDGHQHKGRKLSEEIASLLRLKECRRLNPASYYTPRRTSQSQSLSGSTFKEY

----------------------------------METPISLQKQKQEQEHQHQHRRRRLSEEIVSLLRLKEFRRLNPVPYYAPRRASQPQSVSGSTFKEY

----------------------------------MATAVSQQEQQHE----QQHKGRRLSEEVVSLLRLKESKRLNPAPHYAPRRASQSQSLSESTFKQY

----------------------------------MATAVPQQE--------QQHRGRRLSEEIASLLRLKESRRLNPAPHYTPRKASQSQPLSGSTFKQY

                                  M Ta6sqq q        QH4gR4LSEE6 SLLRLKE 4RLNPap Y PR4aSQsQs6SgSTFK2Y

      

      

 :  99

 :  66

 :  62

 :  58

      

             

             

YHR136C    : 

Smik_8.217 : 

Skud_8.197 : 

Suva_15.33 : 

             

                                                  

         *       120         *       140         *

NEYINEKDSSR-AQRQNAAAVLSKLAHDFWENDCVIDEDIFEDSSDEEQS

NEYVDEKDSNR-WQHKSAVLALNKLAHDFWENDCVIDEDAFEESSDEEQS

NEYVNEKDSNK-SQLSKAAAEFNKHAHDFWENDCVIDEDIFEDSSDEEQS

NEYANEKDSSMPQRNRALAAKLNKLTHDFWENDCVIDEDIFEDSSDEEEH

NEY 1EKDS    q   aaa lnKlaHDFWENDCVIDEDiFEdSSDEE2s

      

      

 : 148

 : 115

 : 111

 : 108
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YHR175W (CTR2) 

  

             

             

YHR175W    : 

Smik_8.259 : 

Skud_8.239 : 

Suva_15.37 : 

CAGL0I0250 : 

KAFR0E0231 : 

KNAG0E0076 : 

NCAS0D0131 : 

NDAI0C0343 : 

TBLA0B0790 : 

TPHA0H0122 : 

Kpol_260.4 : 

ZYRO0C1183 : 

TDEL0G0085 : 

KLLA0A0920 : 

AER293C    : 

Ecym_5103  : 

SAKL0H0200 : 

KLTH0B0853 : 

Kwal_23.43 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MDDKKTWSTVTLRTFNQLVTSSLIGYSKKMDSMNHKMEGNAGHDHSDMHMGDGDDTCSMNMLFSWSYKNTCVVFEWWHIKTLPGLILSCLAIFGLAYLYE

-----------------------------MESSTHRMEVSAGHDHSGMHMGDEDDMCSMNMLFSWSYKNTCIVFEWWHIKTLPGLILSCLAIFGLAYLYE

-----------------MTTTSFVGDTKKVRSPTHMMEASTGHDHDGMHMGDGDDTCSMNMLFSWSYKNTCIVFEWWHIKTLPGLILSCLAIFGMAYLYE

--------------------------------MFKSMEGSTDHEHGGMHMGDGDDTCSMNMLFSWSYKNTCIVFKWWHIKTLPGLILSCLAIFGLAYLYE

--------------------MKMDHSGMNRMGMDHSGMDHSGMNHPGMNHGGDDDMCAMSMVFTWNYKNTCVVFNWWKIKTLHGLLLSCIAIALITGFYE

---------------------------MPGVSRDRTVFTDGSSAHRDVHD---TDSCSMNMLFTWSYENTCVIFRWWHIKTLWGLLISCLTVICLSMLYE

---------------------------------------------MPHEMP--EGSCSMNMSFTWSYMNTCVIFHWWRITSLPGLLLSCLFLVQFSVLYE

-------------------------------MSVHEAHGPHGKHTMEMDMD--EDSCSMNMLFTWSYKNTCVVFRWWHIRSFAGLVGSFIMIALLAYLYE

----MTLLPPQVRDHLMNNQKNKETNMNMIHNNHHSMESHQHMVGKDMDMG--EDSCSMNMLFSWSYKNTCVVFKWWHIRSFFGLIISCLSIMTLSYLYE

------------------------------------------MSHNHN-----STTCEMNSVITFKYENTCVLIQQWQITSLWQLLISSVFICFLGYFYE

----------------------------MDHSSHLISNVPDHSNHDHMDMG--DETCSMNMIFTWDYKNVCVVFKWWHIRTTLDLVLSILAIAFLCYVYE

----------------------------MRDHSSHKQMASSAMQHDHGDMG--GDSCSMNMIFTWNYKNTCVVFRWWHIKTVSHLILSMLAIMFLTYLYE

-----------------MDHSTHHNLAMDHSAHLQMDHGPGHGNHG-EHGG--GDTCTMHSALTWSYKDTCVVFSSWHIKKPIDLVLSMFVIMALAYFYE

------------------------------------------MNHGDMDMG--EDSCSMNMLFTWNYKNTCVVFRWWHIKRLSDLLLSFLAIMILGYLYE

----------------------------------------MSSHHHPAEPE--TGMCSMDMTFNWNTENVCVVFKSWSINSHSQLLFSCLAIFLLSYGYE

-----------------------------MSDTVHKHEAGHSGHEHVAH------SCAMNTSFTWDYDNICVIFPWWRIRSVLCLVLSCIAIAAWAYSYE

------------------------MLYETNNLYQRENMGSNKGYDRNGHEHM-MPKCTMNTAFSWNYENSCVLFPWWVIQTKSGLLFSCVMIAVFSYTYE

-------------------------------------MMDHGTMDHGGDM---DDMCSMNMLFSWSYKNTCVIFDWWHIRTLPHLFFSFLAVMFSAYLYE

---------------------------------MEHSMMDHGDMGH-GDMGH-DDMCSMNMLFTWNYKNTCVVFKWWHIRTLPHLLLSMIVVAASAYLYE

---------------------------------MDHSDMNHGDMGH-GDMGH-DDMCSMNMLFTWNYKNTCVVFKWWHIRTIPHLLVSMLLVAASAYLYE

                                                        C M m f 5 y 1 C66f wW I     L  S   6    y YE

      

      

 : 100

 :  71

 :  83

 :  68

 :  80

 :  70

 :  53

 :  67

 :  94

 :  53

 :  70

 :  70

 :  80

 :  56

 :  58

 :  65

 :  75

 :  60

 :  65

 :  65

      

             

             

YHR175W    : 

Smik_8.259 : 

Skud_8.239 : 

Suva_15.37 : 

CAGL0I0250 : 

KAFR0E0231 : 

KNAG0E0076 : 

NCAS0D0131 : 

NDAI0C0343 : 

TBLA0B0790 : 

TPHA0H0122 : 

Kpol_260.4 : 

ZYRO0C1183 : 

TDEL0G0085 : 

KLLA0A0920 : 

AER293C    : 

Ecym_5103  : 

SAKL0H0200 : 

KLTH0B0853 : 

Kwal_23.43 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

YLKYCVHKRQLS----QRVLLPN--------RSLTKINQADKVSNSILYGLQVGFSFMLMLVFMTYNGWLMLAVVCGAIWGNYSWCTSYSP--EI--DDS

YLKYCINKRQLS----QRVLLPN--------RSLTKINQKDKVSNSILYGLQVGFSFMLMLVFMTYNGWLMLAVLCGAIWGNYSWNASYSP--EI--DDN

YLKYCIHKKQLS----QRALLPN--------RSQVKINQADKVSNSILYGLQVGFSFMLMLVFMTYNGWLMLAVVCGAIWGNYSWSASYYP--EI--DDS

YLKYCIHKRQQS----QRVLLPN--------RSQVKINQADKISNSILYGLQVGFSFMLMLVFMTYNGWLMLAVVCGAIWGNYSWSASYNP--DI--DES

YLKFYLYRKNRD----SEAVVTSTSATNGSLNSPSPLTKRYAVSRSLWYGVQVGYSFLLMLVFMTYNGWLMLAVVVGAIWGHYHWGIRC----TP--EAG

LLKHYIYTYDLK---------------------RNRGVESSRIYYSLLYSLQVAFSFFLMLVFMSYNGWLMASVAIGAAIGNYYCNAPLPQ--HA--NQI

YMKYRLRSKNSR-------------------------MARNKGRRSVFYGVQVGFSFLLMLVFMTYNGWLMLSVVVGAILGHYYFEPQQLESSGPLLGEN

YLKYQLYNFQCI----QENQPLV--------AVSSSARRRIKIYEGLGYALQVGFSFMLMLVFMTYNGWLMLAVVVGAFFGHYSWNLPPSA--IT--DHS

YFKYRLNSYEEN----ELKR-----------NSNAVNTRKFKLHTSIWYAVQVGFSFMLMLVFMTYNGWLMLAVVFGAFLGHYSWNVPNSIKSTL--GSQ

YLRYRITIFKDSVKEVGELLLPGINSEVPNFLTHTRISKKNKFKLSLLYGLEVLISLLLMLIFMTYNFWLMCSVVLGAILGNYQFQAG-----SK--DYV

FLKQFIHKKQLY----YNSTLNLNVN-----NTGSKLEKRIKLMNSCYYGLQVTFSFMIMLIFMTYNGWLMLAILFGTIWGNYSWGFLLNG--ST--SDN

YLKYCIYKRNLN----NVVVGTTT-------NLNSVGAKRVRFKKSIWYSIQVGYSFMLMLVFMTYNGWLMLAVVLGALWGHYCWGSLTEN--CN--DTN

YLKYYIYKFQLN----QSS------------ASNSNIQRRYKLANSVWYGLQVGFSFMLMLVFMTYNGWLMLSVVVGAIWGNYHWGSKVK---SA--GVQ

YMRYYIHKSLAN----RGS------------QTTNVDRRRNKLYNSCLYGLQVGYSFMLMLVFMTYNGWLMIAVVLGAIWGHYSWGSHVKTL-AE--DIP

YLKHHIRLVNQN--------------------LSGTLSRRNRVQSSLWYGLQYSISILLMLIYMTYNGYLIAAVLLGAMFGNFHWAQ------SP--AVQ

YMKYYIRKHHSG-------------------------SKGTKLRRSIWYGAQVSIAFLIMLIMMTYNGWLMLSVVVGAIAGHYHWEIKEG---GL--LDV

YFRYYVHLMTKK----R--------------DHNNMDSKSLRWKRSIFYGIQIGLSFLVMLIIMSYNGFFIISVILGAVVGNFHWGSFVED--RL--LNP

YLKYYIRKSVSN----NSVT-----------TTNSSSYRSLRVTKSIWYGVQVGFSFMLMLVFMTYNGWLMIAVVLGAIWGHYSWGSLLEEK-QP--NAS

YMKYYSAKSTAS----RAAG-----------AANLSHTKAAKMKSASWYGAQVGFSFMLMLVFMTFNGWLMLAVVAGAAWGHYSWGHLTE---GL--AHN

YLKYRASKCNVS----RGNP-----------ITALGAGDTGRLKKAIWYGSQVGFSFMLMLVFMTYNGWLMLAVVLGAIWGHYSWGSLVE---DP--AHN

  4                                          s  Yg 2   sf 6ML6 M35Ng5l6  6  Ga  G 5                 

      

      

 : 184

 : 155

 : 167

 : 152

 : 170

 : 145

 : 128

 : 151

 : 177

 : 146

 : 157

 : 155

 : 159

 : 137

 : 130

 : 135

 : 153

 : 142

 : 145

 : 145

      

             

             

YHR175W    : 

Smik_8.259 : 

Skud_8.239 : 

Suva_15.37 : 

CAGL0I0250 : 

KAFR0E0231 : 

KNAG0E0076 : 

NCAS0D0131 : 

NDAI0C0343 : 

TBLA0B0790 : 

TPHA0H0122 : 

Kpol_260.4 : 

ZYRO0C1183 : 

TDEL0G0085 : 

KLLA0A0920 : 

AER293C    : 

Ecym_5103  : 

SAKL0H0200 : 

KLTH0B0853 : 

Kwal_23.43 : 

             

     

     

SLACH

SLACH

SLACH

SLACH

TLACH

SLACH

SLACH

TLACH

SLACH

KPICH

SLACH

SLACH

ELSCH

AMACH

LLPCH

SLACH

SLVCH

NLACH

SLACH

SLACH

  aCH

      

      

 : 189

 : 160

 : 172

 : 157

 : 175

 : 150

 : 133

 : 156

 : 182

 : 151

 : 162

 : 160

 : 164

 : 142

 : 135

 : 140

 : 158

 : 147

 : 150

 : 150
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YHR198C (AIM18) 

  

             

             

YHR198C    : 

Smik_8.287 : 

Skud_8.264 : 

Suva_15.40 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MDRGRCANMLKSLQRTLAKCQKSPSTNHWQCFKRNFTSIRATKYPGRSNSTFHYWPWFAASTLLATSLYYRDRPVQNDDKTDAFPSHTESIQVDSSVSDF

MNMKGCPSMLKSVQRALAKCQRSPSVIHWQCPRRNFVSVRTSKYRGRFSSSLRYWPWLAVSTLITASLCYYDQPLQNDDKTDAFPSYTESVQVDSSVSDF

--------MLKSLQRTLIKCQTPQSIIGRYCFRRNIVSSRPAKYARRSGSSLRYWPWLTVSTLVATSLYCYDERLQNEEKTDVFPPHNESIQVDASVSDF

--------MLRTFQRTLTKGQTSSLAIRKQCFRRQFANARFTKYMGRSGSSLRYWPWFTASTLIATSLFFYDGTLQNDEKNDGSLPYNESVQVDSSVSDF

        ML43 QRtL KcQ s s i  qCf4Rnf s R  KY gRs S3lrYWPW   STL6atSL  yD  6QNd KtD fp   ES6QVDsSVSDF

      

      

 : 100

 : 100

 :  92

 :  92

      

             

             

YHR198C    : 

Smik_8.287 : 

Skud_8.264 : 

Suva_15.40 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

PLTITALNFPVSTTFKLLGYGQRHVTFLRFKVYALGLYLAENDENLVSDTLNETYLHKYFLDVDDSKTPKENLARLLKRDDSKSVMMIDDLLDSGMRMLA

PLTIDALNFPVSTTFKLLGYGQRHVTFLRFKVYALGLYLAENDKNLVANTLNEAYLHKYFLEVDDSKTTKENLARFLRQDDSKSVMMIDDLLDSGMRMLA

PLTISALDYPVSTTFQLLGYGQRHVTFLRFKVYALGLYLAENDESLIANTLNEAYLRKYFLDVDDSKTLKENLGRFLKRDDSKSVMMIDDLLDSGMRMLA

PLTITALNFPVSTNFKLLGYGQRHVTFLRFKVYALGLYLAENDEDLIANTFNEAYLHKYFLDVDDSKTFKQNLARFLKQDDSKSVIMIDDLLDSGMRMLA

PLTI AL15PVSTtFkLLGYGQRHVTFLRFKVYALGLYLAENDe L6a1TlNEaYLhKYFLdVDDSKT K2NLaRfL4 DDSKSV6MIDDLLDSGMRMLA

      

      

 : 200

 : 200

 : 192

 : 192

      

             

             

YHR198C    : 

Smik_8.287 : 

Skud_8.264 : 

Suva_15.40 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

KITPVRNTDFKHLKEGLVKTISKHPDVANNKDTLAKGLSELNDAFSRKGSVRKNDDLIIELLANGALQFSYHDSKNNEFEVMGVVNNQLVGKFLFSQYLC

KITPVRNTDFKHLKEGLVKTISKHPDVINNKETLENGLEELNKAFSRKGSVRKNDDLIIELLANGSMQFSYHDSKTNEFEVMGVVNNQLVGKFLFSQYLS

KITPVRNTDFKHLKEGLIKTISKHPDVSNNKDTLENGLKEMNEAFSRKGSVRKNDDLIVELLANGALQFSYHDNINNEFEIMGVVNNQLVGKFLFSQYLS

KITPVRNTDFKHLKEGLIKTISKHPDVANNKESLENGLEELNKAFSRNGSVRKNDDLIIELLANGALQFSYHDNKNNEFEVMGLVNNQLVGKYLFSQYLS

KITPVRNTDFKHLKEGL6KTISKHPDV NNK 3LenGL E6N AFSRkGSVRKNDDLI6ELLANGa6QFSYHD knNEFE6MG6VNNQLVGK5LFSQYLs

      

      

 : 300

 : 300

 : 292

 : 292
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YIL064W (EFM4) 

  

             

             

YIL064W    : 

Smik_9.123 : 

Skud_9.108 : 

Suva_9.137 : 

CAGL0M1263 : 

KAFR0B0138 : 

KNAG0D0155 : 

NCAS0A1357 : 

NDAI0A0246 : 

TBLA0C0472 : 

TPHA0K0085 : 

Kpol_411.1 : 

ZYRO0C0847 : 

TDEL0H0190 : 

KLLA0C0793 : 

ADL059C    : 

Ecym_4320  : 

SAKL0F0895 : 

KLTH0A0464 : 

Kwal_23.58 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

---------------------MKRSEKKSMSSALKNGIMERTQPEKVVQMQGTADLSTSKLGTKKYWDELYALELENFRRNPQDTGDCWFSDSDAEQKMI

----------------------------------------MEPNRTVVHMQDTTESSTSKLGTKKYWDELYALELENFRRNPQDTGDCWFSDSDAEQKMI

-------------------------------------------------MQDTADLSTSKLGTKKYWDELYALELENFRRNPQDTGDCWFSDSDAEQKMI

-------------------------------------------------MQDTAGLSTSKLGTKKYWDELYALELENFRQNPQDTGDCWFSDSDAEQKMI

-------------------------------------------------MEDTTKLNTSKLGTKEYWDDFYALERQNFEKNPEDTGECWFNDNDAEEKMV

-------------------------------------------------MEDTTKLNTSKLGTKQYWDDFYALERQNFRENPEDTGECWFDDSNGEMKMV

-------------------------------------------------MQDTTQLNKSKLGTKQYWDDFYAVERKNFKANEEDTGECWFDDNDAEQKMV

-------------------------------------------------MEDTTKLNVSKLGTKQYWDDFYSLERQNFKENSEDTGECWFNDNDAEQKMI

MSRSLDTEKIRDDFEAKNHTTELQGSYSGRSLSSYSNTTLRNYIKVHKEMEDTTKLNTSKLGTKEYWDNFYNLERKNFEENSEDTGECWFDDSDAERKMV

-------------------------------------------------MEDTKNLNISKLGTKQYWDEFYSLERNNFSKNSNDTGECWFNDNDAEERMI

-------------------------------------------------MEDTTELNTSKLGTKKYWDNFYDLERKNFKENSEDTGECWFDDNDAELNMI

-------------------------------------------------MEDTSKLNTSKLGTKQYWDDFYSLERENFKENPEDVGECWFNDSDAEMRMV

-------------------------------------------------MEDTTKLNKSKLGTKEYWDEFYALEKNNFENNPEDTGECWFDDNDAEAKMV

-------------------------------------------------MEDTTRLNVSKLGTKKYWDDFYALERENFSKNPEDTGECWFDDNGAEERMV

-------------------------------------------------MEDTTKLNTSKLGTKEYWDDFYSLEKQNFEENPEDTGECWFADNDAEEKMV

--------------------------------------------------MDTTQLNQSKLGTREYWDEFYAVEQRNFEADAQDTGECWFDEDRAAERMV

--------------------------------------------MKSGRMEDTTKLNKSRLGTREYWEEFYRVEKRNFEKDGEDIGECWFSDTNATEKMV

-------------------------------------------------MEDTTKLNTSKLGTKEYWDDFYALEKENFEENPEDTGECWFADSDAEEKMV

-------------------------------------------------MEDTSKLNTSKLGTKEYWDDFYALENSNFKENPGDTGECWFADNDAEEKMI

-------------------------------------------------MEDTSKLNTSKLGTKKYWDEFYAVETSNFKENPEDTGECWFADSDAEEKMV

                                                 m dT  ln S4LGT4 YWd fY 6E  NF  1  DtGeCWF d  ae  M6

      

      

 :  79

 :  60

 :  51

 :  51

 :  51

 :  51

 :  51

 :  51

 : 100

 :  51

 :  51

 :  51

 :  51

 :  51

 :  51

 :  50

 :  56

 :  51

 :  51

 :  51

      

             

             

YIL064W    : 

Smik_9.123 : 

Skud_9.108 : 

Suva_9.137 : 

CAGL0M1263 : 

KAFR0B0138 : 

KNAG0D0155 : 

NCAS0A1357 : 

NDAI0A0246 : 

TBLA0C0472 : 

TPHA0K0085 : 

Kpol_411.1 : 

ZYRO0C0847 : 

TDEL0H0190 : 

KLLA0C0793 : 

ADL059C    : 

Ecym_4320  : 

SAKL0F0895 : 

KLTH0A0464 : 

Kwal_23.58 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

DFLVDNIGAYRISENASVVDLGTGNGHMLFELHQTEF---QGKLVGIDYSEESVKLASNIAEAT-G-VDNFISFQQADIFSGDWKPGKYDIVLDKGTLDA

DFLVDNIGAYRITEDASVVDIGTGNGHLLFELHETEF---QGKLVGIDYSEESVKLATNIAEAT-G-VEKFISFQQADIFSEDWNPERYDIVLDKGTLDA

DFLVDNIGAYRITEDASVVDLGTGNGHLLFELHETEF---QGKLVGIDYSEESVKLATNIAEAT-G-VEDFISFQQADIFNSGWNPGKFDVVLDKGTLDA

DFMVDNIGAHRITEDASVVDLGTGNGHLLFELHETEF---QGKLVGIDYSEESVRLATNIAEAT-G-VAEFVSFEQADIFSPDWSPGKFDIVLDKGTLDA

EFLMDACGMHNISQECTMIDLGTGNGHLLFALTEEGF---HGQMLGVDYSEQSVKFANEIVANK-E-LGEHLRFAQADIFDNNWNPGKFNVVLDKGTLDA

EFLSDNIGQHSIKQDSSVLDMGTGNGHLLFELIENDF---TGKMYGVDYSQESVTFAQEIAKEK-G-LDDGIVFSQADIFDTAWNPGEFDIVLDKGTLDA

DFLSDNIEQYSIESGSSMIDLGTGNGHLLFELAENDF---AGPMLGVDYSEESVQFANEIAQSR-G-LSSTITFEQADIFSDDWSPGEFDIVLDKGTLDA

DFLDENIGSYRIAADASMLDLGTGNGHLLFELYENDF---HGQMLGVDYSEQSVQFANEIAKSK-S-LDEKIRFKQADIFQSEWNPGKFDVVLDKGTLDA

AFLTEHIGEYKIQNDASMLDLGTGNGHLLFELYENEF---NGPMLGVDYSEQSVAFAREIAKSK-D-IESTIKFSQADIFENGWNPGKFDIVLDKGTLDA

EFLEDNLGMYLISKKSSMLDLGTGNGHLLFELIENGF--DEGKLLGIDYSEESVKFAKEISNSKEY-SKELIDFKQADIFQENWLPDKFDIVLDKGTLDA

EFLEDNLGQYNIRSDSSIMDLGTGNGHLLFELWESESFCESKNILGVDYSEESVIFATEIAKHK-D-LNNKIKFQQADIFQEDWNPGKFDVVLDKGTLDA

DFLNDNIGSYNIKSDSSIIDLGTGNGHLLFELFENDF---DGSMLGVDYSEQSVNFATEIAKNK-G-YNDSIKFEQADIFQNNWNPGKFDIVLDKGTLDA

SFLEDNIGMHHIEHGCSICDLGTGNGHLLFELVESGF---NGPMLGVDYSEQSIEFAKEVAQTK-G-LP--VEFSAKDIFDEFWTPSKFDLVLDKGTLDA

EFLVDNDGELRISTQSKMIDLGTGNGHLLFELCENDF---DGPMVGVDYSEESVQFASHISKAK-G-YDTNTSFMAADIFDSSWSPGKFDIVLDKGTLDA

EFLLDNLGEYNIKEDSSMIDLGTGNGHLLFTLLEEGF---KGEMIGVDYSEKSVEFAAEILKTKYS-QNDNVTFATADIFNEQWAPGKFDVVLDKGTLDA

EFLEEHVGEWRIAPDAAVLDVGCGNGHLLFALADAGF---NGRLRGRDYSERSVQLARAIGATH----DADVGFHAADVFSAAWQPGVFDVVLDKGTLDA

EFLKEVAAHGYLKESCSVLDVGSGNGHLLFELVEAGF---CGRMVGVDYAEQSVEFAGEVLKRRYGDKAKQVKFEVGDVFSGEWQPGRFDVVLDKGTLDA

DFLMNHLGELKISAESSMLDLGTGNGHLLFQLHEEGF---RGKMLGVDYSEKSIVFASEILTTQFP-EADNLSFETADIFDDNWSPGKYDIVLDKGTLDA

EFLMDNLDQQNIHRDCSMIDLGTGNGHLLFQLHEEGF---NGPMMGVDYSEKSVQFAREISESQFP-GYENIKFEAADIFDPNWECSAYDVVLDKGTLDA

EFLMDNLNELNIRQDSSMVDLGTGNGHLLFQLFEEGF---NGRMVGVDYSSTSVAFANEILKTKFP-EATNFEFEAADIFDAEWKHQQFDIVLDKGTLDA

 F6    g   6     6 D6G GNGH6LF L    f    g 6 G DYs  S6  A  6             F  aD6F   W p  516VLDKGTLDA

      

      

 : 174

 : 155

 : 146

 : 146

 : 146

 : 146

 : 146

 : 146

 : 195

 : 148

 : 149

 : 146

 : 144

 : 146

 : 147

 : 143

 : 153

 : 147

 : 147

 : 147

      

             

             

YIL064W    : 

Smik_9.123 : 

Skud_9.108 : 

Suva_9.137 : 

CAGL0M1263 : 

KAFR0B0138 : 

KNAG0D0155 : 

NCAS0A1357 : 

NDAI0A0246 : 

TBLA0C0472 : 

TPHA0K0085 : 

Kpol_411.1 : 

ZYRO0C0847 : 

TDEL0H0190 : 

KLLA0C0793 : 

ADL059C    : 

Ecym_4320  : 

SAKL0F0895 : 

KLTH0A0464 : 

Kwal_23.58 : 

             

                                                                                        

         *       220         *       240         *       260         *       280        

ISLSGMKI--NGKLDVVDVYAGVVERILKKDGIFLITSCNFTQDELVKIIETD-NLKMWKTIKYPVFQFGGVQGATICSVAFVKQN--

ISLSGVKI--NGGLDVVDVYAGVVEKTLKKDGVFLITSCNFTQGELIKIIETD-NLKMWKTIKYPVFQFGGVQGATICSVAFVKQN--

ISLSGMKI--NGKLDVVDVYAEVVEKILRKDGIFLITSCNFTQDELIEIMQTE-KLKPWKAIKYPVFQFGGVQGATICSIAFVKQD--

ISLSGMKI--NGELDVVEVYAGVVEKVLEKDGIFLITSCNFTQDELVRIIETD-KLKMWKTIKYPVFQFGGVQGATICSIAFVKRS--

IALSGLKF--DDDKTIVDVYSKCVERLMEPGSVFLITSCNFTQEELIKIIETD-SLKMWECVNYPVFEFGGVKGTTICTVAFVKR---

VALSGFKV--DGDRPITEVYNKVIEKLLKKGGVFLITSCNFTQDELIKIIEND-KLKFWHSIHYPVLEFGGVKGSTICSVAFIKE---

IALSGLQI---GNKSVVECYSTVVEKLLKDGGVFLITSCNFTQEELTKIIETD-NLKVWETVDYPVFEFGGVKGTPICTIAFVKGVL-

IALSGIKF--DDGKTVVDIYGKIIERILEKDSVFLITSCNFTEEELIKIIETD-KLKCWETIKYPVFEFGGVKGSTISSVAFVKTQ--

IALSGIKL--EDDKTVVDVYGSIVENLLEKDSIFLITSCNFTQEELIKTVETD-KLKCWETIKYPVFQFGGVKGSSICSVAFVKQ---

IALSGIKVGPNKDQNVVNIYNKVIEKLLPKDGVFLITSCNFTEDELIEIIEKNSTLKCWETVPYPVFEFGGVKGTTICTVAFVKQ---

IALSGIKVG-DGKSTIVEKYSGVIEKLLQVNGVFLITSCNFTQEELIKIIETD-SLKMFDNVRYPSFEFGGIKGSTICTIAFVKTK--

IALSGIKF--DDGKTIVDIYSKVIEKLLDKDGVFLITSCNFTEDELTKIIQGD-SLKKWDIVKYPVFEFGGVKGTTVCTVAFVKQ---

IALSGLTR--ENGKSLVELYSQVVEKLLVKGGVFLITSCNFTESELIKIIQTE-NLKVWNKINYPSFSFGGVQGTAICSIAFVKLS--

IALSGKKF--ANDKTVIDVYSTVIEKLLESGGIFLITSCNFTEQELINIVQTD-RLKVWKRINYPVYEFGGVKGTTICSVAFVKQ---

IALSGIKF--ENNETVVDVYPKVIEKILGENSILLITSCNFTEEELIKIIETE-TLKKWKSVNYPIFEFGGVKGTTICSVAFLKSSAK

IALSGMQP--AGAASVPAAYAAVVERVLAPGGVLLITSCNFTEDELVRLVEAGSGLRKCGRIAYPEFGFGGKKGSTICSVAFTKAM--

IALT------EEGRTAVEKYASVVDRVLEHNGVFLITSCNFTEEELVEIVEGASSLRKWRHIEYPAFVFGGVKGSVLCSVAFVKDSR-

IALSGIKF--DNDKTVVDTYPQAVEKLLEKDSVLLITSCNFTQEELIKIIETE-TLKMWKTIDYPVFEFGGVKGATICSIAFKKN---

IALSGIKL--DGDRSVVDVYPKVVEKLLKKDSVFLITSCNFTQEELIRIVESD-SLKVWKTIDYPVFEFGGVKGTTICSIAFVKR---

IALSGIKL--DSGKSVVDVYPRVIEKLMKKDSIFLITSCNFTQEELIRIIESE-TLAVWKTIEYPVFEFGGVKGATICSIAFVKK---

6aL3g k            Y   6e  6    6fLITSCNFT2 EL   62    L     6 YP   FGG  G  6c36AF K    

      

      

 : 257

 : 238

 : 229

 : 229

 : 228

 : 228

 : 229

 : 229

 : 277

 : 233

 : 233

 : 228

 : 227

 : 228

 : 232

 : 227

 : 234

 : 229

 : 229

 : 229
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YIL156W (UBP7) 

  

             

             

YIL156W    : 

Smik_9.13  : 

Skud_9.12  : 

Suva_9.30  : 

KAFR0D0216 : 

KNAG0L0220 : 

NCAS0G0017 : 

NDAI0F0020 : 

TBLA0E0176 : 

TPHA0D0466 : 

Kpol_304.6 : 

ZYRO0B1654 : 

TDEL0B0208 : 

KLLA0A0039 : 

AFR296C    : 

Ecym_4009  : 

SAKL0E1513 : 

KLTH0E0081 : 

Kwal_55.19 : 

YKR098C    : 

Smik_11.36 : 

Skud_11.33 : 

Suva_11.33 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MLDDDKGTAMHPHITPFTPEYSNELLRRVQDLYHEDIKHYYPQLKLEKLLDLLEHTEYLFELYLDSIHHD-RPNDALTAFIIGCYYVFLIIPQSLQF--Q

---------MHPHTTLFTPEYSDELLRRVQDLYHEDIKHYYPQLKLEKLLDLLEHTEYLFELYLDSMHHG-RPNDALTAFVIGCYYVFLIIPQSLQF--Q

---------MHPHTTLFTPEYSNELLRRVQDLYHEDIKHYYPQLKLEKLLDLLEHTEYLYELYLDSMRHN-RPNDALTAFIIGCYYVFLIIPQSLQF--Q

---------MHPHTTSFTPEYSNELLRRVRDLYHEDIKHYYPQLKLEKLLDLLEHTEYLFELYLDSMRHE-RPNDALTAFVIGCYYVFLIIPQSLQF--Q

---------MESISLQHLVANSDELTKLVVSIYNSKIKPIYKQLLTLRPIDLLEYTEQLFEYFLK------GNTDSLDSFIIGYFYISLVIPTSHAMIKS

---MRSMYGDDSTALPFTPELSDELWQRVVKVYTDDIGTALPQLRLQRLIDLLEHTEWLYELYLSCLGKD-QNMDALGSFINGCFYVYLVMPQSIQF--H

-------MPSAYEKSTFTPEYSNELLRRIQSVYKEDIKHYYPQLKLEKLLDLLEHTEYLFELFLHFGHEG-NNKDALTSFIVGCYYLFLIMPQSIQF--Q

--------MSVHGPSPFTPEYSNELLQKVQSIYHDDIKHYYPQLKLEKLLDLLEHTEYLLELFFTYNKNNTNNKDVLTAFIVGCYYLFLIIPQSIQF--Q

-------MKRTKTLPNYTPEYSDELLQCVQEIYNNEFKTHYPQLKLEKLIDLLDHSSFLFETYTKSLRDS-HFDDALSAFIVGSFYMYFIIPQSTQF--L

----------MKVESTFTPEYSNELLKRVSDTYNNEIKGHFPQLRLTKLIEMLEHTAYLLESYLDLLHEQ-KYDECLSAYIVGCFYLYLIIPNSTQF--Q

------MVIQTDFSSTFTPEYSTELQERVQDIYQNDIKPLLPQLRLSKLIDLLEHTAYLLEAFHHFLPSG-RYDDALSAYIVGCYYLYLIIPQSTQF--Q

---------MSANTTWFTPEYSSELLRLVEDIYEDDIKPHYAVLKLEDLDDLMDHTRYLYESFSDEMKNR-NKQDALTAYIIGCYFLYLIIPQSTQF--Q

---------MADTEVSFTPEYSNELLRCVQNLYEDDIKHYFTQSKLEKLLDLLEHTEYLFESYLQFLHEK-NNQDALTAFIIGCYYLYLIVPQSIEF--Q

------------MSRLYTPEYSDELLSFVQEVYSQDVKHYYAKLKLEKLIELLEQAESLFESYRESLSVE-KYEDCLCEYVIGSFYVFLIIPGSVQF--S

------------MSVPYIPEYSSELRTFVQEAYEQQVQELYPRLRFEKLVDLLERAANLFESYQDLVREG-QTREGLMAYVIGAFYLYLIIPQSIEF--H

------------MEAPYMPEYSLELQQFVEEVYVENLEDCYQKLRLEKLIDLLEHGAYLLESYRELLGRG-QVEAGITAYVVGAFYLYLIIPQSIEF--H

------------MECSYTPEYSNELLQFVQDVYAQDIKHYYPKLKLEKLIDLLEHAEYLFESYHMMLKQG-NQEDALTAFIIGSFYVYLIIPQSIQF--H

------------MNRLYSPEYSNELLQFVKDVYTQDIAHYFPKLRLEKLIDLLEHAEYLFESYRHALAAN-QAEDLLTAFVAGCFYIYLIIPHSIQF--Q

------------MNHLYSPEYSNELLQFVKEVYTQDIAHYYPRLRLEKLIDLLEHAEYLFESYRRSLEAK-QNSELLTAFVVGCFYIYLIIPHSIQF--H

--------------MLLNP---DQILNLVRKVYEVDIKQFYSQLRLKNLRGLLDHAAHLFNVYLRDLEIN-QEMEALTAFIIGCYYLYLIIPQSLQF--Q

--------------MLLNP---DQVINLVRNVYEVDIKQFYSQLRLKNLRGLLDHAAHLFEVYLRDSEIN-QEMEALTAFIIGGYYLYLVIPQSLQF--Q

--------------MLLNP---DQILNLVRDVYEVDIKQFYSQLRLKNLRGLVDHTSHLFDVYLRDLEIN-REVEALTAFIIGGYYLYLIIPQSLQF--Q

--------------MFLNP---NQILSLVREVYDVDIKCVYSQLRLKKLKTLLEHAAYLFDVYVRDLKNN-QKKNALTAFIVGGFYLYLVIPHSLQF--Q

                  pe s 26   6   Y    k     l l  l  66eh   L e 5             6 a56 G 556 l66P S  f   

       

       

 :   97

 :   88

 :   88

 :   88

 :   85

 :   94

 :   90

 :   90

 :   90

 :   87

 :   91

 :   88

 :   88

 :   85

 :   85

 :   85

 :   85

 :   85

 :   85

 :   80

 :   80

 :   80

 :   80

       

             

             

YIL156W    : 

Smik_9.13  : 

Skud_9.12  : 

Suva_9.30  : 

KAFR0D0216 : 

KNAG0L0220 : 

NCAS0G0017 : 

NDAI0F0020 : 

TBLA0E0176 : 

TPHA0D0466 : 

Kpol_304.6 : 

ZYRO0B1654 : 

TDEL0B0208 : 

KLLA0A0039 : 

AFR296C    : 

Ecym_4009  : 

SAKL0E1513 : 

KLTH0E0081 : 

Kwal_55.19 : 

YKR098C    : 

Smik_11.36 : 

Skud_11.33 : 

Suva_11.33 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

TRNKSYSIYTDLKKMYENEMNMTNVVLMVKKEIGVVLDE--SVKHGAGIEHR------ITKKRAFSVPADD--------------LSGQVASLSLDTAAP

TRNKSYSIYTDLKKMYENEMNMTNVVLMVKKEIGVVLDE--SVKHVVGIEHR------INKKRAFSVPAND--------------LSGQVASLSLDTAGP

TRNKSYSIYTDLKKMYENEMNMTNVVLMVKKEIGVVLDE--SVKHAVGIEHR------ITKKRAFSVPAND--------------LSGQVASLSLENAGP

TRNKSYSIYSDLKKMYENEMNMTNVVLMVKKEIGVVLDD--SVKHVVGIEHR------ITKKRAFSVPGID--------------LSDQLASLSLDAAGP

SNNDYIAIYQDLKKYYESQPNLSDLLFIIRSESENILQS-------------------------FDVDAPS-----------------------------

TRNRAHTVYSDVRALYESQVNMTNVLLMVKEEVQVVLES---QWDSASLNER------IPRNRAYSVPDEA-------------RVVQNLDKLTLQSPTE

SRNKSYGIYSDLKKLYENQASMTNVLLMVKDEIETILEK-TAEREINETNNR------IVRQRAYSVPDSN-------------DLTEQLHSLSVSDRNL

SKNKSYGIYTELKKLYENETHMTNVLLMVKDEIENVLDM-DENNNGSDLNHRI-----IKRQRAYSISINE--------------LSNQVKSLSISNSID

TKNRHYRMYHELKNLYEDELNMTNVLSMVKTEITKILDS-NYKSQNESSNNLFVDSKFIRRERAFSVPNASNPFSLMNDTSLDSQLDNSMDTLNTSSTTV

IRNKSFRIYNELKILYQNQANMTNVLAIVKNEVDSILDE--SILELEGIEKV------IKRDRAYSSPAPK------------VNNISKFSKLSINDNHH

TKNKSYSMYNDWKILYQNEANMTNVCSMVRNEVDSILDK--SYQEPEPTKRV------IPRGRAFSVKDDT---------------PKDYNTIEFPIRER

ARNKTFQVHNALKKLYENQVNMTNVLLMVKDEVDSVLDR-----DFRKLKD-------VERKRAFSSPDNG--------------LDSEISRLTLAGNGS

TRNKSYSIFNDLMKMYQNQANMTNVLLMVKDEVDSILDR--NAREFKEFEHQ------KARTRAYSVPDRN--------------FESRLTNLNIHN---

ARNKSYSIYSDLKKLYQDELNMSNVLLMVLHKVDSVLNQNMEILAKQHLD--------PSRKRAFSVEEPI--------------IRYQLHNLQLNN---

TRNLSYSLYTDLRKHYEREPNMTNVVQMVTEKVDAVLLR-QTPEDGERGDTK------LYRKRAYSVPEKG-----------VARSSDSLQHLTVDGKRR

TRNLSYSIYVDLKRHYESDPNMMNVMLLVAAKVGSVMQLYLSGEGDEKYGARF-----TGRKRAYSMQSCD-----------SSKLADTLGKLSIERSST

TRNKSYGIYVDLRKYYQDETSMTNVLLMVTKKVDAILCKSRDFDDTK-----------ITRKRAYSVPSQA--------------LANQLRSLTLNNTDG

SRDKSYAIYADLKKYYQDEANMTNVLLMVTEVIESMSKD-----EVETAR--------IMRKRAYSVPYGK--------------SPVTIQALSKANSAT

SRDKSYAIYADLRKYYQDETNMTNVLLMVTGVIESVSRD-----ELESAK--------IMRKRAYSVPHKK--------------LSDKMQALTL-----

TRNNLYSSYAKLKNDYQDEHVMGYVLKVVRDESTVIVDR--YLAESNGICRT------IKRKRAYSLPLRP--------------LPVHMASLSIHN---

TRNNLYSSYAKLKNDYQDEQIMSYVLKIVKEESNMIVDR--YLSDSNRISRT------ITRKRAYSLPLRP--------------LPVHMASLSILN---

TRSNLYSSYAKLKNSYQDEQLMSYVLRLVRDESTSIVDQ--YLSDSNRITVT------ITRKRAYSLPLRP--------------LPVHMASLSIHN---

TRNNVYSSYAKLKNKYQDEQGMSYVLKLVKDESTIIVDQ--CLSDSKRISRS------MKRKRAYSLPLRP--------------LPVHMASLSIHN---

               Y2    6  6  66      6                          ra5s p                                

       

       

 :  175

 :  166

 :  166

 :  166

 :  131

 :  172

 :  170

 :  170

 :  189

 :  167

 :  168

 :  162

 :  163

 :  160

 :  167

 :  169

 :  160

 :  158

 :  153

 :  155

 :  155

 :  155

 :  155

       

             

             

YIL156W    : 

Smik_9.13  : 

Skud_9.12  : 

Suva_9.30  : 

KAFR0D0216 : 

KNAG0L0220 : 

NCAS0G0017 : 

NDAI0F0020 : 

TBLA0E0176 : 

TPHA0D0466 : 

Kpol_304.6 : 

ZYRO0B1654 : 

TDEL0B0208 : 

KLLA0A0039 : 

AFR296C    : 

Ecym_4009  : 

SAKL0E1513 : 

KLTH0E0081 : 

Kwal_55.19 : 

YKR098C    : 

Smik_11.36 : 

Skud_11.33 : 

Suva_11.33 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

QDH------------------GLKGTFTEDDA-----------------------------------------EQSSPVWTAPNLEPNDQLKLALL----

QQH------------------NIKVPLTEDDM-----------------------------------------DQSSPVWTAPNLEPNDQLKLALL----

HGH------------------GFKASFTEEDA-----------------------------------------EQSSPVWTAPNLEPNDQLKLALL----

RGH------------------LHKTSSTEEDA-----------------------------------------DQSSPVWTAPNLEPNDQLKLALL----

---------------------SHSQHEEDNTA-----------------------------------------DSSTTIWQAPFLEPNDQLKLAI-----

TRGGRPRSQKKQLLQLPRPGNVPVHSDSEFIA------------------------EQGISLHGDDSGWSDLDDQSSPLWRAPQLEPNDQLKLAAEVHDL

K---------------SPPRKILMNNSFEHSD---------------------------------SDVINEENDMSSPLWTAPPLEPTDQLKLAVLGNET

QEHINNKTETSLTNQPPNHHLLPIILHCDEEF-------------------------------SNEEINATDFDRASPLWTAPSLEPKDQLKLAYTNNTN

LSNKGTSAGPSFSNNSVTPNPTFRITLAKDANNMSANGNNSNSNSGINSSLQLPRYQYTNEVHSDVEYSIEDTDESSPLWTAPQLDSKNQLKLAPDAGNP

NGETISTDNKLQSHFPQTPNYSNSNNSTGSFN-----------------------------NVKSNSNSSEEAEDTAPIWHIPSLEPNDQLKLALEQPVE

KSS-------------TTQRPLSMAKPYDSLP--------------------------------------MELDDSTPLWTAPSLNPNDQLKLALE----

TLPKMH----------KKWDFIRSDSNFHSHD-----------------------------------------TGNVPLWKAPNLEPNDQLKLALDSAVP

----------------ENPLPLGDHQAASKSE-----------------------------QGREDMNNLQNDEDSSPVWTAPPLEPNDQLRIALD----

---------------------ADQKSVDDDYK-----------------------------------------SFASTEWKAPQLDPNDRLHLAIASSKT

GGH------------------HAIGGAIPEVA-----------------------------------------VQADTLWSAPKLEENDLLRTVVSVSRS

RGT-------------TVFEGKTEQGAFGQQQ--------------------------------------QDDEWEDTVWSAPNLEPDDQLKLAVSYSHS

LE--------------QLPEVSKESDTLTNYA-----------------------------------------DDYTTIWSAPKLEPDDQLKLALNPPSK

---------------------VEPDAPTETEF-----------------------------------------ENGTTMWTAPELEPNDHLKVSLGSHHS

----------------SPETASSTNAGPETDN-----------------------------------------ENDSTMWTAPELEPNDHLKVNLGGHNS

-------------------------------------------------------------------------KFDGSLHEIPN----------------

-------------------------------------------------------------------------QLENPRHETPKVSAKS-----------

-------------------------------------------------------------------------QSDDPPREMPN----------------

-------------------------------------------------------------------------QLDVPLREMPI----------------

                                                                               w aP       l         

       

       

 :  212

 :  203

 :  203

 :  203

 :  164

 :  248

 :  222

 :  239

 :  289

 :  238

 :  213

 :  211

 :  214

 :  198

 :  208

 :  218

 :  205

 :  196

 :  196

 :  166

 :  171

 :  166

 :  166
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YIR017C (MET28) 

  

             

             

YIR017C    : 

Smik_9.217 : 

Skud_9.195 : 

Suva_9.230 : 

CAGL0K0866 : 

KAFR0K0087 : 

NCAS0F0077 : 

NDAI0H0124 : 

TPHA0I0209 : 

Kpol_250.1 : 

ZYRO0G0409 : 

TDEL0H0328 : 

KLLA0B1188 : 

AAR010W    : 

Ecym_1274  : 

SAKL0F0426 : 

KLTH0F1353 : 

Kwal_55.20 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

----MSAKQGWEKKSTNIDIASRKGMNVNNLSEHLQNLISSDSELGSRLLSLLLVSSGNAE-ELISMINNG-----------------------------

-------------------------MNVNNLSEHLQNLISSDSELGSRLLSLLLVSSGNAE-ELISMINNG-----------------------------

-------------------------MNVNNLSEHLQNLISSDSELGSRLLSLLLVSSSNAE-ELISMINNG-----------------------------

-------------------------MNVNNLSEHLQSLISNDSELGSRLLSLLLVSSGNAE-ELIGMINSG-----------------------------

----------------MGLENTELPSSVLGVSERIRSMIMENSELGSRLVSLLLVNSGNAA-EIIESINKG-----------------------GASNVR

-------------------------MTTVE-NDKLLKLVMNDSELGTRLLSLLLLNNNNNKTDLLNKINNN-----------------------------

------------------MAVEAEAANHENISQHLQDLISKNSELGSRLLSLLLVSSGNSK-EIINAINNG--------------------------DLQ

-MITTMTVSTTDETKQDRTKKNENDQDNLNVSEYLHSLISNNSELASRLLSLLLVNSNNST-EIINAINSN-------------NTNTKANTNKTTTMKI

-------------------MSQLLNVKNSDISERLKDLIKNNSELGSQLLSLLIVSSENSK-EIIDAINNN--------------------------SVQ

------------------MMSKLNSS---AVTETVQNLIKTDVELGSQLLSLLLISRDNSE-EIINAINKNVSISSTLNSCDIDENINDSKYTYQTESIN

---------------MALIPMSEDTDAV-NISQYLQDLISSNSELGSRLLSLLLVSSGNGK-EIMDAINKG--------------------------DLG

-----------MAEDDKEGKIVGDTDNVVNVSQDLQSLISKNSELGSRLLSLLLVSSSNGK-EIIEAINKG--------------------------QLS

KTRKVSVSVPNDRQQDTANAVAQFGKPGSDLSTQLHELINNNSELGSRLLSLLLVSSGNAT-DIINAVNNG--------------------------DLS

KAEGQGGGDDSFEKRPLSSVTLNLSDER-QLSMQLQDLIANNSDLGTRLLSLLLVSSGNAV-EIISRINSK------------------------DRDLS

IMRANSEDISTGVGSPLSSTYFDVSRYG-ELSRQLQDLISNNSDLGSRLLSLLLVSTGNAE-EIINQINKK---------------------GGGLSKLP

TIIQKSRGVENHSLVPHRAGALGDGETG-DLSQQLQSLISNNSELGSRLLSLLLVSSGNAH-EIIKAVNKG--------------------------DLS

AVSDSSAAVPNLTGDAASSAQGGLAEHG-DLSRQLHNLISSNSELGSRLLSLLLVSSGNAK-EIISAVNKG--------------------------DLD

ASAVQSAAL-QESMPTLIKNEHGGTDSG-DLSRQLHNLISSNSELGSRLLSLLLVSSGNAK-EIISAVNKG--------------------------DLD

                                  6  66  1seLg3rL6SLL66s  N   e66  6N                               

      

      

 :  66

 :  45

 :  45

 :  45

 :  60

 :  45

 :  55

 :  85

 :  54

 :  78

 :  57

 :  62

 : 163

 : 162

 : 170

 : 129

 : 143

 : 140

      

             

             

YIR017C    : 

Smik_9.217 : 

Skud_9.195 : 

Suva_9.230 : 

CAGL0K0866 : 

KAFR0K0087 : 

NCAS0F0077 : 

NDAI0H0124 : 

TPHA0I0209 : 

Kpol_250.1 : 

ZYRO0G0409 : 

TDEL0H0328 : 

KLLA0B1188 : 

AAR010W    : 

Ecym_1274  : 

SAKL0F0426 : 

KLTH0F1353 : 

Kwal_55.20 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

-QDVSQFKKLREPRKGKVAATTA---------------------------------------------VVVKEEEAPVSTSNELDK-IKQERRRKNTEAS

-QDVSQFKKLREPRKGRVAATAA---------------------------------------------VVVKEEEAPVGISNELDK-IKQERRRKNTEAS

-QDVSQFKKQREPRRGKPVATAAVV-------------------------------------------AKERREAAPLGTSNELDK-MKQERRRKNTEAS

-QDVSQFKKLREPKRGKATATAT---------------------------------------------AAAAAAQEEEAPVNELDK-IKQERRRKNTEAS

SKSKHKSNEVKPVVAGAQSDRDYTYKNTTEDARVSGDDDEDAVVTTSSQWDNRAITTTGG--------HSSANSEDEVEDNESLLL-KALEKRRKNSEAS

--------------------------------------------------------------------TTTHTTEDE----------HRLKKRQKNTEAS

SVQNLNLEKLSSTVK-----------------------------------------------------NAKENTEVKVEATSDELKLRQLEKKKKNTEAS

NKDIVEKNLPNPVPISKKLTDEKKKISDNDKKNESNSDLI----------------------------KEKENSIEPLQQQRELQSQTQLEKKRKNTEAS

TKANLD--EYSIPRSLTVSERDLEVD------------------------------------------SEVVKSDDPVEYEKCQEE-LLLEKRRKNIEAS

KKNEADVIQGQAIISLHYKSHVDDEDDEDDYKDDGEDVEKEVDDDVDDEDDNDDEEDNDGEDDNDEDDEIPIKNEESQEI-NNEDYLALLEKRRRNTEAS

SIRNLDL-AVDLKMPNGGENRDIKTSNARQQLALISNGGKSQQQEQPSFQKS----------------QGQAQEENGTDSSSDTLNNPKGEKRKKNTEAS

LIQSLDM-NLDVKVAKEG-----------------------------------------------------------------KGILDEMIKKRKSTEAS

KLNGLT--KISQPPPSLATSTTGNEKKTTTTTTTNTTISDKQDSV-----------------------GTDITKDDIAEEDN-DLIWKQLEKRRKNTEAS

SLDTLRLLKPSSQSPRLSGKEFPSSDADGDRMANRTTCTSI---------------------------GTNSTTAAKNKDEE-ELLKLQLEKRRRNTEAS

DVKFANIQVSKQLSNGSLVSGCSDVPCDHRRISSEDRQRGSNDNESTV--------------------TVNDSGTLNSEGDDEDIIRLQMEKRKRNTEAS

GLKNLELTNTVSPSPTSSTTTTAATGVATGIATATTTATSTSTTAFQIPNPEDLSS------------SRTLFPTYTEEQLS-EFRKIELEKRRKNSEAS

GLKKLNLKKSQLQRP-----------------------------------------------------------KYTEEELQ-EFQKIEMEKRRKNTEAS

GLKKLNLKKTQLQRP-----------------------------------------------------------NYSDKELQ-EFQKIELEKRRKNTEAS

                                                                                          e44 4n EAS

      

      

 : 119

 :  98

 : 100

 :  98

 : 151

 :  67

 : 102

 : 157

 : 109

 : 177

 : 140

 :  96

 : 237

 : 234

 : 250

 : 216

 : 183

 : 180

      

             

             

YIR017C    : 

Smik_9.217 : 

Skud_9.195 : 

Suva_9.230 : 

CAGL0K0866 : 

KAFR0K0087 : 

NCAS0F0077 : 

NDAI0H0124 : 

TPHA0I0209 : 

Kpol_250.1 : 

ZYRO0G0409 : 

TDEL0H0328 : 

KLLA0B1188 : 

AAR010W    : 

Ecym_1274  : 

SAKL0F0426 : 

KLTH0F1353 : 

Kwal_55.20 : 

             

                                                                                                    

         *       320         *       340         *       360         *       380         *       400

QRFRIRKKQKNFENMNKLQNLNTQINKLRDRIEQLNKENEFWKAKLNDINEIKSLKLLNDIKR---RNMGR-----------------------------

QRFRIRKKQKNFENMNKLQNLNMQINKLRDRIEQLNKENEFWKAKLNDINEIKSMKLLNDIKR---RNMGR-----------------------------

QRFRVRKKQKNFENLNKLQNLNLQINKLRDRIEQLNKENEFWKAKLNDINEIKSLQLLNDIKR---RNMGK-----------------------------

QRFRVRKKQRNFENLNKLHGLNVQINKLRDRIAQLNKENEFWKAKLNDINEIKSQKLLNDIKR---RNMGK-----------------------------

ARFRIRKKQRRMENLEKLAQLNSHIDDLNKKIDGLLQENRHWKSKLEEINEQKSKQLLEQIKK---KNGILL----------------------------

ARFRARQKIKYKENLIKLNELNTKINKFNNKISLLELENKNLKLKIQKFNELKTNELLNNIKKIVYKTFPYHVNKFRNLNIILSILLLLLFSLSPVDSVF

ARFRIRKKQREQEKLEKLTELKSQIETLYTRIDTLVDENKYWKKRLQEVNEKKSKDLLDSIKR---SNLSSSS---------------------------

TRFRIRKKQKEKDNINKLNELNIKISKLYCKIDKLLSENKSWKEKLQKINEQKSNDLLNSIKK---ESSY------------------------------

ARFRQRKKLREQETKKKRDMLNRRVAELYSKIEDLTIENKYWREKIEKINEQKSNELLNEIKL---KNTN------------------------------

ARFRLRRKQKYSESLAKLDSLNVEIKNLNLKIDELTEENKYWKNRLNRVNEMKSNELLYQIRK---KSTSSF----------------------------

ARFRIRKKQKEQERLNKLKELNIKITGLYKRIDVLLEENQHWKQKLEELNERKSREMLDRIRK---RNANSPL---------------------------

ARFRVRKKQREQEKLNELRELNSKIGDLNRRVDVLLEENRYWKAQLERLNDKRSRELLESIKK---RNSSSSASASSSSLRG------------------

ARFRIRKKQREKEKFQQLRQLTKDINDMYDTIDSLISENSYWKKKLEELNEIKSKELLDNIKR---RNGL------------------------------

ARFRIRKKLREQEKLGKLKQLNGEISSMYKRIDELMEENRYWKRRLDELNERKSKERLDTIRR---RNQAARSDGDR-----------------------

ARFRIRKKLREQEKLSKLRQLNVEISGMYKRIDELMEENKFWKQKLEEVNERKSKEVLDTIKR---RNKAANFESANNAK--------------------

ARFRIRKKQREREKLVKLKQLNTQISELYSKIDRLLDENCFWKQKLDELNEKKSRELLDSIKR---RSTK------------------------------

ARFRIRKKQREHEKVEKLKQLHSQISELYVTIDKLLDENKFWKQKLEEVNEQKSKELLESIKK---RRNSSD----------------------------

ARFRIRKKQRELEKAAKLRQLNSQISELYGTIDKLLDENKFWKEKLEEVNERKSRELLDSIKK---RRISGDTNAPGPDNK-------------------

 RFR R Kq4  e   kl  Ln  6      6  L  EN  w4  6   Ne 43   L  I4                                      

      

      

 : 187

 : 166

 : 168

 : 166

 : 220

 : 167

 : 172

 : 224

 : 176

 : 246

 : 210

 : 175

 : 304

 : 308

 : 327

 : 283

 : 252

 : 258
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YJL077C (ICS3) 

 

N/A  
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YJL199C (MBB1) 

 

N/A  
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YJR015W 

  

             

             

YJR015W    : 

Smik_10.29 : 

Skud_10.24 : 

Suva_12.10 : 

CAGL0B0397 : 

NDAI0C0291 : 

NDAI0D0221 : 

YGR197C    : 

Smik_16.10 : 

Skud_7.533 : 

Suva_7.491 : 

CAGL0G0927 : 

KAFR0C0624 : 

KNAG0G0083 : 

NCAS0A0719 : 

NCAS0D0176 : 

TBLA0B0766 : 

TBLA0H0241 : 

TDEL0E0487 : 

KLLA0E0213 : 

ADL193C    : 

Ecym_2017  : 

SAKL0C1350 : 

KLTH0F1949 : 

Kwal_55.22 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

----------------------------------------MTSSLDDIEP-TAYNNMEADEEYCRRNDIHDLSSVVGDAVSQGVPDMDGQTTDSSKDPEP

----------------------------------------MSSSSGEVKL-TACNRIETDEEYCARNNINDLSSVIGDAFTQGVPDIDKQTTNSLKDIQL

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

-----------------MSNANRDRRGSVRAGLSQVHSTLNDGIYDGALPELNYADREELNDEHYGGAPSIPLEDEESIRTSNEDYSEEAKDPQAYAPGP

-----MSTAINQESHNTGTSSGQNPSSDPYNEQDLSSSISHSSLSPSPST-EDSIAQFDGQLQYEDRQGDITSKEEDNRSLQSDPIQDTNTSPKENNTSA

------------------------MAEALADNYTTCEANTADSSLNDEEK---FLNG-NSETMSKDDNDENGSYPEDIESYNPDFQVENGNLSDEETVAS

---------------------------MTKSVGDEESQYIEDPSFAAAAA---FTGGRDGVSYSNQRFAEGSGHSSDLAKSLEDYRPPDEKPSSLSSVGE

-------------------------MIMTKAVGDEESQYVEDSTFEAAAA---FMGGRDGASYSNQRFAESSDHSSSSARSLEDYQPPEEKLSSLSSRGE

------------------------------MSTIRVADGEESPYIEDPTF-EAAAAFMGGRDIVEQRFAEGSFRSSELAESLEDFRPPDEKSSSSFKGDG

------------------------MSDREDNTENGEPLYIENPALEAAAA---FTGGMDGASYCNRRFAEGLSPSSESAESLKDFRPGEVASSQSSKGET

--------------MVSEADTEAQYNGSDRLRPAAFEASASDALSRVMTE-TYSMEVRQGQEEAENQAAAHNSEKQEVVFSSRDSNSSNSSSHQKGSYSD

------------------------------------------MDEEDLSV-TNAMGRVYSSASHAFEVQARDIDDDEDDEDEVDYKEDG-----------

----------------------------------------MQGDTTNGKS-LDSTRMNSMDGSSSSRGSAEASSVADDIEGYEQSKVEPLGVPL------

----------------MNTDEETRYNLAHLQTVASSMAQQVAGTYEAEQQ-ANMTSVTDEESQINDTNSEKDAAKGSNSYAVNSFSSAAGSQPQAYNPDG

----------------------------------------------------------------------------------------------------

------------------------------------MAILENPFTNDPYS-RKNKKKKQLQEELQQEYHNPKSKKADSSSALVITHVTTASIGP------

--------MANDDTHQVDTGIESTSHQLSRVSSSGQNSHVLNDNDSQLSFRGVSTSRTISPEPYSPQDPPLREATDKEEEDSEEAESPRLMSQMLSSSHN

-------------------------------------MLVNNPSLTSREV-PETMTYLKGMTL-------------------------------------

MGFNDFDKMSGDDIRLVNETARERFLEGVAFDAAKDGQYMNAESSADEES-QGFAGNESGRKSRTPSLAMVGEDNQDQSTSDEQAESVEEFNKESANIDD

---------------------------------------------MNVQE-DESTDFEDDSRTESVQMYLGEYPKNAEREGSGEMLGGKL----------

-----------------------------------------------------------MADKDSTEYVQKGSPLEPNVVGQEQF---------------

---------------------------------------MSSSFATEPES-LGFKEVAAGEQQSLNQFEQRCLDQAQSEHDSVRTSLSEVASNDGGSL--

-------------------------MSYDRSEQLSEELSRVETGASELQH-QEFTRAVVGENSDEGSSAERAAAKEEDAENEPEMPAVRLRRTESKL---

--------------------------------MNSQRLSQSESRSSDEEH-AGFARAIVGEGSEEGSSGERGYKELDPENEAGATEG-ELRRVESKL---

                                                                                                    

      

      

 :  59

 :  59

 :   -

 :   -

 :  83

 :  94

 :  72

 :  70

 :  72

 :  69

 :  73

 :  85

 :  46

 :  53

 :  83

 :   -

 :  57

 :  92

 :  25

 :  99

 :  44

 :  26

 :  58

 :  71

 :  63

      

             

             

YJR015W    : 

Smik_10.29 : 

Skud_10.24 : 

Suva_12.10 : 

CAGL0B0397 : 

NDAI0C0291 : 

NDAI0D0221 : 

YGR197C    : 

Smik_16.10 : 

Skud_7.533 : 

Suva_7.491 : 

CAGL0G0927 : 

KAFR0C0624 : 

KNAG0G0083 : 

NCAS0A0719 : 

NCAS0D0176 : 

TBLA0B0766 : 

TBLA0H0241 : 

TDEL0E0487 : 

KLLA0E0213 : 

ADL193C    : 

Ecym_2017  : 

SAKL0C1350 : 

KLTH0F1949 : 

Kwal_55.22 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

NSEDKKAF---------------------PPSSGS---------------------------------------------FFSPNLQG-QRKKVLLKFVF

KSKDNVAL---------------------PYLNGS---------------------------------------------FFSPDLQS-QRKKVLLKFIL

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

EGDEKGKPTQNN---NPEPTNTL------TKTKTR---------------------------------------------FFSPNFKD-QRKRVAYRWLL

THSHNNKSDNSGAFNPNDEDNAL------QRTGTR---------------------------------------------YFSPKLKK-ARKDVIYSFIF

SFTQKS-----------QPNTGI----PITRTQTG---------------------------------------------FFSSKLIQ-HRKKIAWKFIL

GGANEEEKGG-------NDGGPL------ARIQTG---------------------------------------------LFSPRLRN-HRKKILSKFVL

EGPNEKEKSG-------NGDTDL------ARIQTG---------------------------------------------LFSPRLRS-HRKKILLKFVV

GS---------------NDGGAL------KRIQTG---------------------------------------------LFSPRLRK-QRKKILLTFVT

GSNNKGKGG--------GDGTPL------ERMKTG---------------------------------------------LFSPRLQK-QRERILLKFGV

TQGSHTAGFFHKC----------------VHLLKN---------------------------------------------ILNPKLES-HKSVLAFQFCF

-----------------------------DAIDRG---------------------------------------------LFSKKFRNDHLKKILLRFLI

-----------------------------QPVRTS---------------------------------------------LFSPRMKG-TRKKILIKFVL

QNTAKPAVTQPEEN---EENVPI------SPTKTR---------------------------------------------LYSPKLAS-QRKKITVKFII

-------------------------------------------------------------------------------------MKG-ERKNVLINFAF

---------------------PL------EPFRTR---------------------------------------------FTSPKLYS-HRRSVFKAFLL

SAQLERKFSSDSDESNLSGATPLSLPSDTNRIKTRPMTLNGMSPATRGATTLQELETIIDIPSVTSTLPDIPPPPVRYSNLFCRELRP-YWWKVTKNFLF

-----------------------------QKTKTG---------------------------------------------FFSPRLRN-HRRKIIEKFLF

KNEEQNDGSPAEAGQPAL-----------GRVKTR---------------------------------------------FFSSKLST-HRNIFARRFAL

-----------------------------ARLKTR---------------------------------------------FMSPRVYL-ARKRLLVLFLS

-----------------------------KIAGTG---------------------------------------------FSSP-----SGETLWMRVIY

-----------------------------QRMATS---------------------------------------------FFSPRLQA-QRKHVWFQFLF

-----------------------------SRVVTG---------------------------------------------FFSDRMHT-ERRTLLGKFLL

-----------------------------SRVVTG---------------------------------------------FFSDRVKG-ERRKLIMRFLL

                                                                                  s                 

      

      

 :  92

 :  92

 :   -

 :   -

 : 128

 : 142

 : 111

 : 111

 : 113

 : 102

 : 113

 : 123

 :  72

 :  78

 : 128

 :  14

 :  84

 : 191

 :  50

 : 142

 :  69

 :  47

 :  83

 :  96

 :  88

      

             

             

YJR015W    : 

Smik_10.29 : 

Skud_10.24 : 

Suva_12.10 : 

CAGL0B0397 : 

NDAI0C0291 : 

NDAI0D0221 : 

YGR197C    : 

Smik_16.10 : 

Skud_7.533 : 

Suva_7.491 : 

CAGL0G0927 : 

KAFR0C0624 : 

KNAG0G0083 : 

NCAS0A0719 : 

NCAS0D0176 : 

TBLA0B0766 : 

TBLA0H0241 : 

TDEL0E0487 : 

KLLA0E0213 : 

ADL193C    : 

Ecym_2017  : 

SAKL0C1350 : 

KLTH0F1949 : 

Kwal_55.22 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

TNCLLAIICFTMFVLFWGALYDTSKYLHKVKLLVVIQEPPVVILDNNSSMVVPSISYALPTFINKI--------PCDWDIYNS-PTFQAKFDVNTPQQ-V

TNCLLAIICFTMFVLFWGALYDTSKYLHKVKLLAVIQEPPVVILDNNSSMVVPSISYALPALINKV--------PCDWEIHNT-SSFETKFHVNTSKQ-I

---------------------------------------------NNNSIVVPSISFALPTFINKV--------PCDWEIHNT-SSFQTKYNVSTSQQ-I

----------------------------------------------------------------------------------------------------

AVFLLMCFCFTILVLMWGVLYRTPHYVRRAKVLAVIQEDQV--YRFNDTVQFPSVSSPLYDIIAEV--------PLSWEIYNA-TSFQIKYNVEGIEA-M

TNVVLAIFAFTIFSLFWGVNYKNFDRAHKVQILAVIQDEGI---TSPNISTIIPIAAAVPTIAESS--------MGTYHIYNS-TGFMDKFKLQSNDE-I

CNLFLAVVCFSILPIYWGATYRTASNYHKLNIIAVIQEDQL----NNNNTAIPLMTTVFPTLIHSV--------PGNWHIYNQ-SHFQQKFNVQDPSQ-I

NNFFIACVCVSLISIYWGACYGTDRYFFKVKNIVVLQDAP-------SNTSVQSISAIIPSLLASV--------PGTWHIYNA-TSFHRKFGTTNSTE-I

NNLFIACVCISLISIYWGACYGTDRYFFKVNNIVVLQDVP-------SNISVQSISAIIPSLLASV--------PGTWHVYNA-TSFNEKFGSINSNE-I

NNFFIACICISIISIYWGACYDTKRYFHKVNNVVVLQDVP-------SNSSVQSISAIIPSLLASI--------PGTWHIYNA-SSFNGKFGSRNSDE-I

NNFLIACLCISLISIYWGASYGTNRYFFKVKNIVVLQDVP-------SNSTVQSMSAIIPTLLASV--------PGTWHIYNT-TSFNEKFGSTNSDE-I

TNVLLATVCLSIICIYWGAAYRTEHYLFKVNILSVIQDQDY--------NNIQSMASTLPALIDQT--------PGTWHLYNR-SSFVEKYGIENTSEAV

VSLILACVCISVCSIYWGATYKTSKFYHKINIVAVIEDDNI-TMSQNDIHSYTSLNANLPGIIENSA-------KGTWHMYNT-SQFMQRYNLTSTQE-I

VNLLLGAFILSLLTVYWGATYRTTKHLRRVTVVAVLEDDPV------DSPISEGMTDALPGLIDAN--------PLGWKIFNT-SHFMAKYNLDNRSE-I

SNLLLAGVCLSILSLYWGSLYQTTKHLERISIIAIIQDDYI----PPNDLNLTSVVAPVPSFIEQS--------TGKWHVYNQ-SYFQEKFNVQDPTM-I

TNGVLAVFCFTIFVLFWGINYRITDKYHRVQILAVIQDEGI------NNSTVLPMASILPTLMQEN--------PATWHLYNT-TSFNEKFGTNSTEA-I

TNFIIGCFIIPCLSIYWGATYRRPHFLHTLNLIAVFQDDYV-----QTNEKFPFIDESFAKLTDNVTPMLDEAYSCKWHVYNT-SQFMSKFNVSKDE--I

TNILIGCFCISMLSIFWGANYRRSYYTFKINILCVIQDESI-------------LTEQLPTLIHHSS-------NCRWHIYNT-TAFIEKFHLKHDEK-I

TNVLLGSFVIAILSIYWGATYKRSHYMLQSGVLAVIQDE--------SDLIETTMSAILPALIAGI--------PCTWHIFSA-AQFSDRYNVPADQ--I

NCFLLGSLAIAMFSLYWGALYNHSSDYHNVKFIAVVEDDG-------------DMGAGVIPIMDSA--------IPQFFVYNT-SSFRDKYGQDVN---I

NKLFLACLVLVVFSLHVGVLVNQQQYLGRLPMLMVVQDED------------AGMSAELLRAAEHA--------AGRWTTVHG-AAAWSHFGLEEDAD-L

NALILLVVCLAIIAFFWGALYDSEGKLGNINISVLIQDEG-------------DIGTNLGNLVKEV--------PGHWLVHGSPSEFRDYYHLSADAD-I

NILALAALTISVFSLYWGALYNRNSHLGKVRILAVIQDDG-------------SLPGALPAIIDAN--------PGGWHVYTS-EQFQSKYHINETQ--I

NHLLLGMLIMAVFSLYWGAMYKRSSHLHKVKVLAVIQDDGG------DGGSAGGVATAIPQLLESV--------PGTWHVYNT-SSFQQRYGVAGGE--I

NHFLLAMLIMSVFSLYWGATYQRSKHMHKVKILAVVQDEP---------GTGTGIASSIPTLAEQA--------PGTWHVYNT-SSFQQKYGVAQDE--V
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YJR074W (MOG1) 

  

             

             

YJR074W    : 

Smik_10.36 : 

Skud_10.29 : 

Suva_12.16 : 

CAGL0F0031 : 

KAFR0K0257 : 

KNAG0B0013 : 

NCAS0A1242 : 

NDAI0A0379 : 

TBLA0B1008 : 

TPHA0F0362 : 

Kpol_1054. : 

ZYRO0G0228 : 

TDEL0F0032 : 

KLLA0B1430 : 

AFR434W    : 

Ecym_3614  : 

SAKL0A1025 : 

KLTH0B0105 : 

Kwal_33.15 : 
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MKIEKASHISQPVQLSTCTLIDTYPGHQGSMNNKEVELYGGAITTVVPPGFIDASTLREVPDTQEVYVNSR-RDEE--EFEDGLATNESIIVDLLETVDK

-----RLKRASCILLSTCTLNATYPGHQGRMSNKEVELYGGAITTVVPPGFMDASTLREVPDTQEVYVNSR-RDTE--EFGDGLSTNESIIVDLLETVAK

MKIEKASYISPVLLHSTCTPIATDPGHRASMSNKEVELYGGAIITVVPPGFLDASTLREVPDTQEVYVNSR-RETE--DFGDGLATNESIIVDLLETVDK

-------------------MVATTGGHQASMSNNAVELYGGAITTVVPAGFLDASSLREVPDTQEVYVNSR-RDAD--KFGDGLATNESIIVDLLETVDK

------------------------------MSTCTTQLYGGAITTVLPLGFMDVSMLREVPDTQEVFVNSR-TPQECAHAEDGLAENESIIIDLLQMVEA

------------------------------MCAMKVSLYGGAITSVIPEGFLDASMLREVPDTQEVFVNSR-KENE--SFVDGLGMNESIVVDLLQRVDA

-------------------------------MLKTVQLYGGAVSTVVPDGFLDVSLLREVPDTQEVYVNSR-TAAEVAQCTDGLGEDESILVDLLQRVDA

------------------------------MSLEPVQLYGGAITTVIPKGFLDASLLRQVPDAQEVYVNSR-DENE--QFNDGLQLNESIIVDLLQPVAP

----------------------MSNSSNTSNTPVETPLYGGAITTVIPQGFLDVSMLREVPDTQEVYVNNRSTETQ--PYNDGLANDESIIIDLLQAVPE

-------------------------------MTKPVQLYGGAITTVMPEGFVDVSMIREVPDTQEVYVNNR-ESKE--TFTDGLGYNESIIVDLLEQVTS

------------------------------MNTEKVQLYGGTISSTIPSGFLDVSMIREVPDTQEVYVNSR-TDSD--HFDDGLGRNESIIFDLLERVDA

-------------------------------MFDQTQLYGGAINTVIPKGFLDVSLLREVPDTQEVYVNSR-QEGE--EFHDGLGRDESIIVDLLQEVEA

--------------------------------MKPVSLYGGALRTVLPPGFIDASLLRPVPDTQEVYVNGR-QEGE--DYGDGLGLNESITVDLLERIEA

-------------------------------MRAEYGLYGGAVTTYIPKGFLDGSLLREVPDTQEVYVNGR-QPNE--QYDDGLGTEESIVIDLLEQVDE

-----------------------------MSHWIRQELYGGAISTVIPKTFLDASMLRQVPDTQEVFVNSR-RENE--PSEDGLGFDESVIVDLMQRVEE

---------MSATVQIARLAHPTHATTRTAAMFVQQPLYGGKISTVIPHGFLDASALREVPDTQEVFVNNR-DAPG----ADGLGTNESVIVDLLERAD-

-------------------------------MLLKQALYGGAITTVVPEGFLDASILREVPDTQEVYVNSR-EEPE--KFDDGLGTNESIIFDLLQRVDE

----------------MFSGLEQLASKQRENMPVKQELYGGAIVTVIPDGFLDASMLREVPDTQEVFVNSR-KEQD--RFEDGLGTNESVIVDLLQRISE

-------------------------------MFQKQALYGGAISTVIPKGFLDASILREVPDTQEVFVNSR-EEKEIAVFKDGLGLDESVIVDLLQRVEE

-------------------------------MYETQKLYGGAISSIIPKGFLDASILREVPDTQEVFVNSR-EEKEITKFNDGLGFDESVIIDLLQRVDE

                                     LYGGa6 3 6P gF6D S 6R VPDtQEV5VN R          DGL   ES6  DL62    
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SDLKEAWQFHVEDLTELNGTTK-------------------------WEALQED--T-VQ----QGTKFTGLVME-VANKWGKPDLAQTVVI-GVALIRL

NDLTEAWKFHVEDLTEMNGTTK-------------------------WEALQED--I-IE----QGTKLTGLVME-VANKWGKQDLAQTVVI-AVALIRL

ADLKEAWKFHVEDLTELNGTTA-------------------------WETLQED--T-VQ----QGTKLTGLVVE-VANKWGKLDLAQTVVV-GVALIRL

ADLREAWKFHVDDLTELNGTSQ-------------------------WETLQED--T-VQ----QGTKLTGLVVE-VANKWGKQDLAQTVVV-GVALIRL

PSDDEALNVHIEDVTSLNGGDA-------------------------WDTVKKE--TQPD------GTITCILTE-SVHKWGKQDMRETLAI-CLALKRM

VNDDAALKVHIEEIASLNDAQEG------------------------FQVLKHD--K-IN-----GNSQSCIIVE-SALKWGKQDLKESVLI-CVGLIRL

DSDEEALRVHVGEIAELNGSRGQ------------------------WRLLQREVLEMEQQDQHQHHAQAAIVVEQVPLRGSGRSGAETVVS-CIGLIRL

KDLKEALKVHVEDIVSLNETTKDDNQTFD------------------WEVLQVD--Q-VQ------EKPCCIAAQYTVKKWGKEDSKQETVVSCVGLIRL

SNDLDALKLHIEDIVSLNNTTTNNNNSNNNNNETVQKDDTTAPTPAPYQILNIQ--TDISNTYLGTNCISCIVVE-SATKWGKQEMKETLIT-CIGLIRL

MDLKLALGEHLEDIFQLNGSTK-------------------------YKVEQLK--Q-ID-----NHNITCIVWE-ETHKSGKQARTEIVMS-CIGLIRL

TDDKEALEVHIGEISELNDSDG-------------------------WLKINWK--Q-LD-----NTSQTVILIE-SAKKWGKQSLEEVVVI-CMGLIRF

TNELEALQTHINELTTLNDATD-------------------------CEYFKHD--K-PT-----DNSQICILME-SAKKWGKPELQENVVI-CMGLIRL

SNDEDALKEHVTEIFDLNGSTN-------------------------CQMDQLH--R-IN-----SSVYACIAHD------------VNLVL-CVGLIRL

ADLGMALRTHVAEIMTFNGSNSQ------------------------DREFARE--APVG-----DHGKACLVVE------------KNLIL-CVGLVRW

NNDRKALDIHLAEISELNGSQK-------------------------WTVIDHQ--E-QT----ELKSQTCIVVE-TAYKWGKQSMKETVVM-CVALLRL

DDDEAALRTHLEDVALRNGSGA-------------------------WRLLCCE--R-------AGPRTTCVALA-PVLKWGQVARAETLVL-CFGLLRL

TDDVKALHVHLEEISSINETNA-------------------------WTILYHE--Q-KG------AVQRCIAVE-TVLKWGKKELSETLIL-CLSLIRL

QDNRKALDVHIREVSSINGTNE-------------------------WHLLKLD--G-EG-----TSTQTCVAVE-SALKWGKEDMRETLVL-CLALIRL

DDSCRALDVHLQEIAGLNGSHE-------------------------WNLVECE--Q-SAPEVGQVPHLTCIAVE-AAYKWGKSDMRETLVL-CVALLRF

DDDRRALDVHLGEITGLNGGQE-------------------------WDLTQWE--Q-GAPTPDQATSQTCVAIE-TAYKWGKQEMRQTLVL-CVALLRF
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TQFDTDVVISINVPL-TKEEASQ---------ASNKELPARCHAVYQLLQEMVRKFHVVDTSLFA-----------------------------------

SQFDTDVVISINVPL-TKEEASQ---------ASTKEVPPRCHDVYRLLQEMVEKFHIVDASLFA-----------------------------------

PQFDTDVVISINVPL-TREESSQ---------ASKNEVPPRCHAAYRLLQEMVEKFHIVDPSLFA-----------------------------------

PQFDTDAVISINVPL-TEEEASQ---------ARNNEVPARCRAVYRLLQEMVDRFVVVDASLFA-----------------------------------

KDVETDALISINVPLKAEEVEL----------LSKTEEVKRLTASYDVLKNIVKEFKVLDKSLFA-----------------------------------

KDVDTDALITINVPL-TQQETG----------LKSETLPSRALAAYSLLHDMIKQFKVIDNSLFMQ----------------------------------

EDVATDVVISINVTLQGTIEDGD---------GDDEAVPPRVAAAFTILKQIISNFKVHDKSLFA-----------------------------------

QEFQVDVVITVNAPL-QGEAQQR---------GSALIADPHVQAAYSVLQEMLKQFVLVDKSLFA-----------------------------------

KEVETDVIITINVPT-TEETTTTTTTTI----DPNKNLPTNVKASSLLLKQMLSQFKVIDKSLFV-----------------------------------

AEFTTDVLVTMNVPL-STSDAST---------IDLKHLPAQVRAAYKILQEIVKKFKVIDKSLFA-----------------------------------

KEFDTDVVITINVPL-GTKLLDSENEQKL---KESVCENSNVKAAYRILQTTIKDFKIVDKTLFV-----------------------------------

LEYSTDVVITINIPL-GKTINE----------DQDILEHPNIMAAYDLLREMVKQFKVVDPSLFI-----------------------------------

PQYGTDVVITINVP--GQAV------------RTGEELPKEVQATNKVLTTILNQFEVVDGSLFV-----------------------------------

AEVDTDVLITINVPV-KEANDS----------KQSVELPSTAEAAYQLLLRMMRELKLVDRSFFDSAMAREMRRYQVIIITNNFQLFKNEQDHLKDPVRR

DQFDTDVIISVHVPI-SSEQELKAMEQAIAQ-NSPEKLPQRVHASYSLLRDMISSFKVEDPSLFA-----------------------------------

PHVATDVAISVNCPVEGAELADAERAAASAAVGTPAALPPRVDACYRLLRSMVSEFKLLDEGLFVQS---------------------------------

EDVETDIIISVNVPV-NVPEELVQLKRYTDDPDGVSSLPERIQAGFHLLTAITDQFTIVDDGLFI-----------------------------------

EDVETDVIITVNVPI-DDASELEELDQWVSD-DTSKPLPPRVRASYAVLKQMVQEFRIIDKSLFV-----------------------------------

DDVQTDVVLSVNIPV-TSEPELQLLNAWLS--KTSSTIPLRIAAAYHLVKQMASEFRILDKGLFV-----------------------------------

PDVQTDIVLSVNVPI-SSELELQLLQDWIH--HDNKEAPPRIAAAYRLVKAMASEFRILDKSLFV-----------------------------------
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YJR115W    : 

Smik_10.40 : 

Skud_10.33 : 

Suva_2.74  : 

CAGL0F0452 : 

CAGL0C0478 : 

KAFR0B0063 : 

KNAG0D0128 : 

KNAG0F0359 : 

NCAS0A1490 : 

NCAS0H0048 : 

NDAI0J0058 : 

NDAI0D0041 : 

TBLA0A0379 : 

TBLA0F0270 : 

TPHA0I0286 : 

TPHA0E0040 : 

Kpol_1013. : 

Kpol_1028. : 

ZYRO0G1788 : 

TDEL0C0346 : 

KLLA0E0567 : 

AGL327W    : 

Ecym_7173  : 

SAKL0F1504 : 

KLTH0D0052 : 

Kwal_55.19 : 

YBL043W    : 

Smik_2.71  : 

Skud_2.59  : 

Suva_12.20 : 
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MFTNTRTILIYNSKVMNTHTHTHTHTHTHIYIYTGDQVSVRGRLLSLKF-FKVLKLFFPSPTSLA--TSHPPL---SSMSPYMTIPQQYLYISKIRSKLS

-------------------------THTQTHTHIEIVFCKRGHYLSLES-FKDLRLFPPSPLSLA--ISHPLP---CSMSPYMTIPQQYLYISKIRSKLS

---------------------------------------VKGRRLPFRFPSQLLNPFLSSPTLRHWQSSQPSP---GSMSPYMTIPQQYLYISKIRSKLS

---------------------------------------------------------------------------MLKNSTHPAIEDQYALASTARSKLA

-------------------------------------------------------------------------MLAIHFNNSLSLQDQYSLASKARTKLM

-------------------------------------------------------------------------------MQYVSIPQQILLANRARTKLM

------------------------------------------------------------------------------------MPNYNSILNLANDRLM

-----------------------------------------------------------------------------MNYPFEELQNNYRLAAVVKNKLH

--------------------------------------------------------------------------------------MQGQLIDTVRDKLC

----------------------------------------------------------------------------MNGITFPEISQQFKIAEKARTKLT

----------------------MQNDFECEFEFGVKLAVLVPMPHYINMLTGRTLATLRTPPQQRIMLSQNNNHNNKHNVYTATLQRHTALAERVRAKLA

--------------------------------------------------------------------------MQMNTFTFPEISQQFRIADKARSKLA

---------------------------------------------------MKILCWFLHSYSIITQTNNQAKNKEMNSFTYTSIQKQKRLLTLVEQKLS

-------------------------------------------------------------------MSSSFNQTSNSTFVTPSVHECHELACIARSKLI

-------------------------MTTIISPTRPDLIRSIANPGSLEIITTTTTAHSETSTSSTIIETTNSLLEREKIVINKSLDDYFQLSNLSRKKLV

------------------------------------------------------------------------------MDSDLDIRQCYAMASLARTKLF

-------------------------------------------------------------------------------MPQASYYTDLSLINTVRSKLL

-------------------------------------------------------------------------MGAQLNPTMTDIAEQCKLASKVRCKLN

----------------------------------------------------------------------------------MEYENSYLLINKVHSKLM

-----------------------------------------------------------------------------MIGTTVSISQQYLLAGKAKRKLL

--------------------------------------------------------------------------------MNATLGQQYLLASKARGKLE

------------------------------------------------------------------------------MATILSLSQQYMLASRAKGKLL

-------------------------------------------------------------------------------MKQLTASEQYLLASKARHKLI

-------------------------------------------------------------------------------MKQLTPSEQYILANKARSKLL

--------------------------------------------------------------------------MSTQSSLLLTMSQRYLLANKARTKLM

-----------------------------------------------------------------------MSLFDTQYKGIQSVTQRYTLASRARSKMM

-------------------------------------------------------------------------MIQNDTPLLMSISQQYLLAEKARRKLI

-----------------------------------------------------------------------------MNSTTPSIQDQYILASKVRSKLA

-----------------------------------------------------------------------------MKSTTPSIEDQYVLASMARSKLA

-----------------------------------------------------------------------------MNSTYSSIEDQYVLAGKARSKLA

--------------------------------------------------------FFSSPTSNH----PPPPCLTSSMSPYITIPQQYLYISKIRSKLS
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QCALT----RHHH-RELDLRKMVGHANMLDRILDEIDEIDSEV---------------------------------------------------------

QCALA----RHHH-RELDLRKMVGHANLLDKILDEMDEIESELVLYE-----------------------------------------------------

ECALA----RHHH-RELDLRKMVGHANLLDRILDEIDALESEF---------------------------------------------------------

KCVSV----TTRN-KDYNLRVLVGHANLLDKITANVEAHNAAVNALA-----------------TDPFDKGYDNLSIEHIELSNARKDAGGNEERTDKTD

RCAKD----AQKANKEYNLRVLVGHANLLDRITENVERMNLIKRQQQ---------------------NVADDLQLSKQNSNVVEGYTHAGEVSAQNKTS

DCAMV----KEHN-KDYDLRRMVAHANMLDSLLRDVPTSAQPQQTQR-------------PEPQAQVYRAQAHEYDEELMFDMDDKEYHTSTECSNMISQ

DIFND----RNEN-RSIDLRKLLGHSQILDKVSNYIDSISFQNQYKF-----------------------------------------------------

SCTTG----CKR--KGFDLREIVCHANLLDSILDNIDVLKYRYVSQQ--------------------------------RGTPGRTAPLLTSVASSSTEP

ECAGA----VQSQ-RDCDLRVLVAHANLLDALLLEQRRREQQERLGR-----------------------------------AGAAPPLLLADSC-----

SCVQE----YSIN-GDCNWRKLVGHANLLDRINDNIKNLKFNMTKND-------------VENKQQVVQQEVDHFALETEERDNNEIIHREDVQDANANG

ACAHT----GQR--SGYDLRRMVGHANMLDDILDDIDRMTLLHKQQQ--------------------------------------------QQQQQQNSN

NCVNE----FSIN-GHGDLRILVGHANLLDRLNDNIENIKLNLASSQ-TASYNSLSSVPEQQQQQHSSTNVLDTLEDNKDTFSSQTTPDSDSDSEPDSDS

KCAKQ----GET--KGYNLREMVGHANLLDQLLDNIQNFENFENHQR-----------------------QHSYYYNNKNNDMMGPLPRITNYADPPISQ

ECAHT----NDKN-KDFDLRRLVGHANLLDRVMDTIDNYSDGKDSLRRSRSMDDLTLEGDVITSDNDGDDGQRLEVSVNDTQSLEIEEQELNDDEDDDSS

ESSNI----NNYK-KDFNLRKLVGHANMLDKIMDTIDNLNQRKNEIE-------------------------------------DLIEIQINKTLECSSG

NAGRQMYNLKTSRRRDIQLRVVIGHANLLDSVMDKICLYNSSPMPIH-----------------------------------------------------

TCTRK----RKQERKDFNLRVLIGHASLLDRLLDE---YEERVNASH-----------------------------------------------------

ECGNP--SSGNGRKKSFDLRVLVGHANLLDRVMDNILYCNRVQSKSF----------------PENSDINENEIEESTQVIMNKPILPLSKSLKLSDLDN

SCTQR----RKKQKKDFDLRVLVGHANLLDRLMDE-----------------------------------------------------------------

KCAST----EKN--KDYDLRILVGHANLLDRLMDNIDSFTYSQRQES----------------------------------------------------G

RCAQC----GKN--KDYNLRVLVGHANLLDRLLSGIDKYRGKAAQRA------------------------------------EECSVEYISSEDDFDEQ

AAANK----NSG--RDHDLRILVGHANLLDRLSSSVAKFDDIVSRSS-----------------------SNDYHYNEEEADDDEYSDSDSDEEQEDFDN

YAARA-----KG--QDHQLRVLVGHANMLDRITAALGSGRAAPRSGP-----------------------------------------------------

FAAQ-----CKG--RDYDLRVLVGHANLLDRVTEALGNRKIFVSAAH----------------------------------STDDTQAYEVEHCEKDSGF

QCVSS----TKN--RDYDLRVLVGHANLLDSVMDSIHNHDLETTSQP----------------------------------------------------A

RCASQ----GKG--QDLDLRVLVGHANLLDRVMESLHTEEEEEVSTS------------------------------------DEEEPVELGITSEVGSG

HCARA----YRD--SEVNLRILVGHANLLDRLARDAALSASVGAKNL--------------------------------------------EEETRDVSD

KCVSV----TTKN-KDYNLRVLVGHANLLDKITENVETHNAATNALA-----------GDPFSKGPENLSIEHIELSNANASKNDVGKEENAEKTIESED

KCVSV----TTRN-KDYNLRVLVGHANLLDKITENVEAHNAAVNSLA-----------------GDPFSKGHENLSIEHIELSKVSKGTSCDEESDRKTV

KCIDV----NSRN-KDYNLRVLVGHANLLDKITENVEAHKSAANPLT-------------KNLFSRGHENLSMEHIELSNARNNSSIDEENTRKADCVDY

QCALA----KRHH-RDLDLRKMVGHANLLDRVLDEIDA--------------------------------------------------------------
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--------------------------------------------------------------------------------------------VLCDAADG

--------------------------------------------------------------------------------------------GAGSRSTT

--------------------------------------------------------------------------------------------VLYDSADG

HSNYYDF--------------------YSSDDDHDVDTLS--------------STDSEDEDDYEEYDFDYD--------------------SSFGEHSR

TSDYYY---------------------YSSESESESESDSESESDYESETEAQ-GDFTFKVDESIDCKENTE--------------------VVDSEVSV

CRRYE----------------------DSLSDQSQYDQYSDQYHEQYSDQF---GTLRGSLRGSVRDSLGDS--------------------LDCDNAVE

---------------------------EESDDGVEYIENRMY------------KALSGDSDSDSDSDSDSD--------------------SGSDNCSQ

MYVYNPL--------------------PLRKHQTAYDD----------------AATEDDDDEDCEKYYQYD--------------------SGSDSNCD

---------------------------TDSSSDDEYSSLS--------------SSEEEDSDEDSDYEYNAQ--------------------YGIPSACG

CFQFD----------------------SESDSDSDSDSDSDSGSDSELDSDLQESDYDSVSDSDNDYDYDYD--------------------VDYDFEIT

SADLL----------------------YSATANYSY------------------GSAPSQEEDSIPRSFNQE--------------------SVQDCIQQ

ASDSDNNNIISSDEE------------EDQQQQLEYDSHRENNKDNNLYYSSESSDYESISDSDNEYDIDYDFKYENDETTNANIIGSLKNKSQSDFKIG

DDDFFNKNNENMLIPRNLSAQPQNFYDIEKDDDNDYDSQEQYHSYL--------GDTYAHTTTNSKSSYSLG--------------------TGTAEAIQ

VESFS----------------------DESDDEFEYDLSLGHDFSFDENNMLWESSTSIKDSTPRTSSQDYD--------------------GLCFFDAQ

DYDF-----------------------NSTDSEDEENLLTSPINGSD-------NDEEDDDMNVEELVVNEE--------------------SDEEYLNH

---------------------------YQSATAIDNDDDNVNAPPSVSDT----SDDYDDSDESEDSDLDYD--------------------ELDIFSDE

--------------------------------------------------------------------------------------------NGNDEVEG

KVEFS----------------------PLYCDNKIEEDAIQLEQELDICDEDDDENDYLEKPEKQEENVDDD--------------------SNDSYDSD

---------------------------YESSGSYDSDS------------------------------------------------------DEDEYLVS

AVEY-----------------------VSSDDEEDEEEEED-------------DSDQEDELHAQESLSDES--------------------SGTESEEE

CREF-----------------------PSSSSASDSSS----------------SDYESDEEDEYDEALRYT--------------------PLSLCGNQ

APPKYQHIHHSY---------------VSSDSGSDSESDSDSDLGTNSDSSSS-DSISDYDESNVRSKYLAK--------------------LQDLQDDS

---------------------------AE-------------------------DAGSHSSGRRHAGELGSD--------------------LGTKARSG

DSDSD----------------------SEFGSSSESDSESDAESEFRNGEF---HKQQGDNAECADTDYLYY--------------------YACSSEEE

QESY-----------------------FSSDSESDSDEEDEDYYYSS-------SDEEESDGEDSTYEYVLAS-------------------TNTLSLSK

HVTFA----------------------LPQPLETVYECDS--------------DSDSDNDDEATSSDYDSD--------------------SDGEFSSD

SDS------------------------DPSSESSESD-----------------GDDSGDEDSEDEWDGGYD--------------------SMSDSDSE

YCDF-----------------------YSSDEDPDADTLS--------------STDSEDDDDYEDYDFEYD--------------------YSGGDYNK

CDDYCDY--------------------YSSDEDVDADTLS--------------STDSEDDEDYEDYDLEYD--------------------CPCGDYNK

CEDYCDF--------------------YSSDEDPDADTLS--------------STDSEGDDDYEDYDFDYD--------------------YSCGDHNK

--------------------------------------------------------------------------------------------LDGDFVLY

                                                                                                    

      

      

 : 140

 : 119

 : 104

 : 149

 : 160

 : 158

 :  99

 : 129

 : 108

 : 164

 : 168

 : 208

 : 192

 : 186

 : 183

 : 118

 :  69

 : 167

 :  68

 : 109

 : 119

 : 157

 :  89

 : 135

 : 119

 : 131

 : 116

 : 150

 : 147

 : 151

 :  81
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YJR127C (RSF2) 

  

             

             

YJR127C    : 

Smik_10.42 : 

Skud_10.35 : 

Suva_12.21 : 

CAGL0M0059 : 

CAGL0H0421 : 

KAFR0B0681 : 

KAFR0E0427 : 

KNAG0M0035 : 

KNAG0B0671 : 

NCAS0A0625 : 

NCAS0J0214 : 

NDAI0J0285 : 

NDAI0D0324 : 

TBLA0E0477 : 

TBLA0B0616 : 

TPHA0B0038 : 

Kpol_1001. : 

Kpol_1023. : 

ZYRO0B1489 : 

TDEL0D0067 : 

KLLA0B0447 : 

AER159C    : 

SAKL0G1806 : 

KLTH0D1806 : 

Kwal_47.16 : 

YML081W    : 

Smik_13.58 : 

Skud_13.61 : 

Suva_13.70 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MEPFAFGRGAPALCILTAAARINLDNFVPCCWALFRLSFFFPLDPAYIRNENKETRTSWISIEFFFFVKHCLSQHTFFSKTLAPKRNFRAKKLKDIGDTR

----AFGRGARALCIRTAVAI-VVDNFVPCCWVLFRLSFSFPLDPAYIRNENKENKDFLVSIEFFINHCHSTQDILEDSCI----REVRAKKLKQTK---

------GQGARAVCIHSAAARISVDDFVPCCW-----------DPAYIRKENKELRTSFFISHVVTQRKLFSKGASQ--------GNLKAKK--------

-------------------------------------------------------------------MFANGNQSNFAKPT-------------------

----------------------------------------------------------------------MMTNGQDQHCL-------------------

----------------------------------------------------------------------MMSVGSVPVDN-------------------

---------------------------------------------------------MFSPPGYVPKDLENNNVSALPTPT-------------------

---------------------------------------------------------MLSNTAFHLPSGNSNTNGSQNYPP-------------------

----------------------------------------------MRQRERALSTLVCLCWSVLVCVGLCWSAAMLDMSV-------------------

----------------------------------------------------------------------------------------------------

-----------------------------------------MEQAVPSTVSRKRDLSALSTSEEYTGSTRVALNGEVETPL-------------------

--------------------------------------------------------------------MTARQSGPAAVSL-------------------

--------------------------------------------------------------MTHAINSTSRTGPPTTTAV-------------------

--------------------------------------------MSPIDDKQKKTVLSITGKEEQDREQEQITSGTDTASM-------------------

--------------------------------MTSQYTMGSDSNNSYLTNDNSINDRPDSNNIRLDSSTASSNDGLYTTRL-------------------

--------------MPKDRGNNCNTNKNTCNINSNNLCSIQPHTNSPFETTITTSHPRTHSQTLHSSIMFVTSQPALDIPT-------------------

----------------------------------------------------------------MVDMLTTNKQSFMDAP--------------------

----------------------------------------------------------------MAEITFQQQAQKLPIPG-------------------

----------------------------------------------------------MVFPDGNENNSLQNSTGKLDIPL-------------------

-----------------------------------------MLPNRADNEKEGGFDNGMTVSTTMDTIFQDSGNVPDVSPS-------------------

-------------------------------------------------------MFPDSGALQISSVYQHSDESVVSTNM-------------------

--------------------------------MNSVPGSAVVSQEKPSSSLASVPATSHHPVVKNETVNTLSEAGSDDKEA-------------------

-------------------------------------------MELRSAESDGSGRAGATGRQKTTDSVRGRAGGKHSGVI-------------------

-------------------------------------------MISPAATEKNSEAAGTSVPRQFPVQMTTASITPSNSGS-------------------

----------------------------------------------------------------------MASQGAGNSSV-------------------

--------------------------------MEAKVVEDTAQQAALAMESETSSGSKDATTQYINVSGTSSRSSPTISPP-------------------

--------------------------------------------------MSSEEFKGLPIKRDISSTIYADRPPALSAPP-------------------

--------------------------------------------------MSSEDFKELPIKRDIFSTILVDRPPSLSAPP-------------------

--------------------------------------------------MSSEEFKGLPFKRDIFSTGPADRPPAFSAPP-------------------

--------------------------------------------------MSSEEFKGLPIKRDLSATDHADRPPALSAPP-------------------

                                                                                                    

       

       

 :  100

 :   88

 :   67

 :   14

 :   11

 :   11

 :   24

 :   24

 :   35

 :    -

 :   40

 :   13

 :   19

 :   37

 :   49

 :   67

 :   16

 :   17

 :   23

 :   40

 :   26

 :   49

 :   38

 :   38

 :   11

 :   49

 :   31

 :   31

 :   31

 :   31

       

             

             

YJR127C    : 

Smik_10.42 : 

Skud_10.35 : 

Suva_12.21 : 

CAGL0M0059 : 

CAGL0H0421 : 

KAFR0B0681 : 

KAFR0E0427 : 

KNAG0M0035 : 

KNAG0B0671 : 

NCAS0A0625 : 

NCAS0J0214 : 

NDAI0J0285 : 

NDAI0D0324 : 

TBLA0E0477 : 

TBLA0B0616 : 

TPHA0B0038 : 

Kpol_1001. : 

Kpol_1023. : 

ZYRO0B1489 : 

TDEL0D0067 : 

KLLA0B0447 : 

AER159C    : 

SAKL0G1806 : 

KLTH0D1806 : 

Kwal_47.16 : 

YML081W    : 

Smik_13.58 : 

Skud_13.61 : 

Suva_13.70 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

IDRADKDFLLVPEPSMFVNGNQSNFAKPAGQGILPIPKKSRIIKTDKPRPFLCPTCTRGFVRQEHLKRHQHSHTREKPYLCIFCGRCFARRDLVLRHQQK

--------------DMFVNGTQSNFAKPAGQGILPIPKKSRIIKTDKPRPFLCPTCTRGFVRQEHLKRHQHSHTREKPYLCIFCGRCFARRDLVLRHQQK

--------------IMFVNGNQSNFAKPAGQGILPIPKKSRIIKTDKPRPFLCPTCTRGFVRQEHLKRHQHSHTREKPYLCIFCGRCFARRDLVLRHQQK

-----------------------------GHGILPIPKKSRIIKTDKPRPFLCPTCTRGFVRQEHLKRHQHSHTREKPYLCIFCGRCFARRDLVLRHQQK

-----------------------------------IPKKSRAVKTDKPRPFLCPICSRGFVRQEHLKRHQNSHTHEKPFLCLICGKCFARKDLVLRHLQK

-----------------------------GANFAPIPKKSRTIKTDKPRPHLCPICTRGFVRLEHLKRHQRAHTNEKPFLCVFCGRCFARRDLVLRHQYK

---------------------NSNNVTPSAANLLPIPKKSRIIKTDKPRPFLCSICTRGFVRQEHLKRHQRAHTSEKPFLCTFCGRCFARRDLVLRHQHK

--------------------------PPPPQGIQPIPKKSRTIKTDKPRPFLCPTCTRGFVRQEHLKRHQRSHTRERPFLCVLCGRCFARKDLVLRHQQK

-----------------------------GSGLSHLEETLHK-----SRPFVCSVCTRAFIRQEHLKRHQRSHTNEKPFICVFCGRCFARRDLVLRHQHK

-----------------------------MTMREPIPKKSLVIKTDKPRPNICPVCSRGFVRLEHLKRHQRSHTREKPYLCVFCGRCFARKDLVLRHQGK

-------------------QSTQSITPAPLANVMPIPKKSRVIKTDKPRPFLCPTCTRGFVRQEHLKRHQRSHTNEKPFLCVFCGRCFARRDLVLRHQHK

-----------------------TAAAAAATTTLPIPKKSRTIKTDKPRPFLCPICT----RTEHLKRHQRSHTREKPFVCVFCGRCFARRDLVLRYQTK

-------------------------KGNNKQGIVPIPKKSRTIKTDKPRPFLCPTCTRGFVRLEHLKRHERSHTQEKPYLCIFCGRCFARRDLVLRHQTK

-----------------TGSGDSSQTATPTPGLIPIPKKSRRIKTNKPRPFVCSTCTRGFVRQEHLKRHQRSHTNEKPFLCVFCGRCFARRDLVLRHQHK

-------------TTTMNTNNNDVSPANNSSNPLPIPKKSRTIKTDKPRPYLCQICTRGFVRQEHLRRHQRAHTNEKPFLCVFCGRCFARRDLVLRHQHK

-------------LQSTKKDSESPINTNRITKKLPIPLKSRIIKTNKPRPYICQTCTRGFVRQEHLKRHQRSHTNEKPFLCVFCGRCFARRDLILRHQRR

---------------------------------IPIPIKSRPIKTDKPRPFLCSICTRGFVRQEHLKRHKISHTNEKPFLCIFCGRCFARKDLVLRHQYK

--------------------------------TVPIPKKSRPIKTNKPRPFLCSICTRGFVRHEHLKRHKISHTNEKPFLCIFCGRCFARKDLVLRHQYK

---------------------------------QPIPKKSRIIKTDKPRPLLCPTCSRGFVRREHLKRHQRAHTKEKPFVCVFCGRCFARRDLIIRHQNK

----------------SVAVASSSEDQNSPSLMLPIPKKSRTIKTDKPRPFLCSICTRGFVRQEHLKRHQRSHTNEKPFLCVFCGRCFARRDLVLRHQHK

--------------------ASAAKGELETGGLLPIPKKSRTIKTDKPRPYLCPICTRGFVRQEHLKRHQRSHTNEKPFLCVFCGRCFARRDLVLRHQHK

-----------------DTELDQDSEHAGSSGLVPIPKKSRLIKTDRPRPFLCPICTRGFARQEHLRRHERSHTNEKPFLCAFCGRCFARRDLVLRHQQK

---------VMRHTPGVSKETGARGGGREDDGIVPIPKKSRTIKTDKPRPFLCPVCTRGFARQEHLKRHQRSHTNEKPFLCAFCGRCFARRDLVLRHQQK

----------------ALNSNEVTPTSSAIQGIMPIPRKSRTIKTDKPRPFLCPICTRGFARQEHLKRHQRSHTNEKPFLCAFCGRCFARRDLVLRHQQK

------------------------------AAKMPIPKKSRTIKTDRPRPFLCSICTRGFARQEHLKRHQRAHTNEKPFLCAFCGRCFARRDLVLRHQQK

----------------------VIGQKASTPATMPIPKKSRTIKTDRPRPFLCSICTRGFARQEHLKRHQRAHTNEKPFLCAFCGRCFARRDLVLRHQQK

---------------------CVGATGNDKIQVLPIPKKSRTIKTDKPRPFLCHICTRGFVRQEHLKRHQRAHTNEKPFLCVFCGRCFARRDLVLRHQHK

---------------------CVGSTGDDETQVLPIPKKSRTIKTDKPRPFLCHICTRGFVRQEHLKRHQRAHTNEKPFLCVFCGRCFARRDLVLRHQHK

---------------------CVISTGNDEAQVLPIPKKSRTIKTDKPRPFLCHICTRGFVRQEHLKRHQRAHTNEKPFLCVFCGRCFARRDLVLRHQHK

---------------------CVISVAGDELQVLPIPKKSRTIKTDKPRPFLCHICTRGFVRQEHLKRHQRAHTNEKPFLCVFCGRCFARRDLVLRHQHK

                                  p6p ksr  kt  pRP 6C  C3rgf RqEHL4RH   HT E4P56C fCG4CFAR4DL66Rhq 4

       

       

 :  200

 :  174

 :  153

 :   85

 :   76

 :   82

 :  103

 :   98

 :  101

 :   71

 :  121

 :   86

 :   94

 :  120

 :  136

 :  154

 :   83

 :   85

 :   90

 :  124

 :  106

 :  132

 :  129

 :  122

 :   81

 :  127

 :  110

 :  110

 :  110

 :  110

       

             

             

YJR127C    : 

Smik_10.42 : 

Skud_10.35 : 

Suva_12.21 : 

CAGL0M0059 : 

CAGL0H0421 : 

KAFR0B0681 : 

KAFR0E0427 : 

KNAG0M0035 : 

KNAG0B0671 : 

NCAS0A0625 : 

NCAS0J0214 : 

NDAI0J0285 : 

NDAI0D0324 : 

TBLA0E0477 : 

TBLA0B0616 : 

TPHA0B0038 : 

Kpol_1001. : 

Kpol_1023. : 

ZYRO0B1489 : 

TDEL0D0067 : 

KLLA0B0447 : 

AER159C    : 

SAKL0G1806 : 

KLTH0D1806 : 

Kwal_47.16 : 

YML081W    : 

Smik_13.58 : 

Skud_13.61 : 

Suva_13.70 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

LHAALVGTG---------------DPRRMTPAPN--------STSSFASKRRHSVAADDP-------T---DLHIIKIAGNKETILPTP--KNLAGKTSE

LHAALVGTG---------------DTQQRTPAPN--------SDSSFASKRRHSMTADDP-------S---DLHIIKIAGNKETILPTP--KNLTGKTPE

LHAALVGTG---------------DAQHMTPSPN--------TNASFAPKRRHSVTADDP-------S---DLHIIKIAGNKETILPTP--KNLSGKTPE

LHAALVGTG---------------DTQHMAPSPS--------PSASFTPKRRHSVTADDP-------S---DLHIIKIAGNKETILPTP--KNLTGKTPE

LHRDYKTEQ---------------------------------LDKTIGRGKWDEKILNTP-------DVW-NNDIVKVKGNKASILPTV--DYTMHRQDL

LHPTLVSKN-------------------------NEGSLDNSRNNSVSPGSDNSSDALKA-------EAAINDNIIKVSGNRATILPTP--SNPLAKTTA

LHSSLISKS----------------------NNDNTFEKLMENNKNLDLNGAMPSTIRKR-------NTDPDKHIIKVDGNKKTILPTL--TNPLAQTAA

LHATIVSNT------------------------------------ASNRSDKSSTAINN------------DANIMKVVGNKETMLPTP--HNPLAKVQI

LHSALIGTE---------------L-----------------HHENVNALLNDDNIKTTL-------T---DRHVVRIEGNKQTILPTP--LNPLAKTQA

LHPEVLSAL----------------------------------GPTADIKPVSLEELYAP-------GFVAESNVVRISGNKETLLEIPALTQPLQL---

LHAALIGNE----------------------------------LQQNLSNQLDVTHEDII-----------DKHIVKVTGNKATILPTP--TNPMAKSAA

LHSSIMNNS-----------------ATHNDNILASTAQSNSNLKSLANTRRKRNDHDDT-----------YKHIVHIEGNKQTMLPVL--NDPLGKTNE

LHSSILNNS-----------------------------------KTYNSLVHQADQHDN------------YRHIIKIDGNKKTLLPTLQLDSMTNKSNE

LHAALIGTS--------------------------MDSYTNSSNNNGIPVPFQGPLPDSA-------EDKINKNIIQIKGNKATILPTP--RNPLAKTAA

LHPTLISME---------------STEAKINNMNFLKTQKNLNLTSLDIDEESSKHEDDN-------Q---IRHVIKINGNKETILPTP--ANPMAMTPA

LHSSLMTNDSMNSTSHNTTPTTQNNTPITTHNITSTSSNSLMTDTSISSNVNTQPLVENSANTADILEI--NPNIIQITGNKKTILPTP--NNPLAKTTV

LHPSLISKK-----------------------------------EAINDTVSENEGTVN------------NTNIVKIAGNKKTILPTP--LNPLGMTAA

LHPALVSQK-----------------------------------DSKDSNSNTNSGSAT------------NENIVKVTGNKQTILPTP--LNPLAMTTA

LHFDILNSS-------------------------------SSSSNNSTATVGSATNTIDP-----------DEYIIKMNGNTLSVLPIP-IQNDVTNVYS

LHAALVSKT----------------------------LEEDVMMDFSEAGDNNSTNINGN-------NEPMDKNIIKVTGNKESILPTP--SNPMAKTTA

LHGSLVGSS----------------------SPSNIS-----SSNSLTEISDVGTLSTND-------M---EKHIIKVAGNKEAILPTP--SNPLARTAA

LHASLMDQD-----------------------------------KDADIVSASKDLKVHY-------S---ARHIIKKPGNKETVLPTP----DLILTSI

LHASLMDQD-----------------------------------KDLRESAVTKDEKQQI-------N---EKHIITKPGNKRTMLPTP--QPPTSDMFE

LHASLMDQD-----------------------------------KPLSSTTNDKELKQQL-------H---EKHIITITGNKETMLPTP--NNPAASNQT

LHSSLTDTG-----------------------------------SGASPNNGDAKNHLN------------ERHIITISGNKQTMLPMLGSASDPSVAAI

LHSTLADSG----------------------------------PEEVAVNRDSKSHLN-------------ERHIITISGNKQTMLPML--GSAAGSGAA

LHSALVSKE--------------------------------------SINSKDKTEIDAI-------N---DKNIIQIQGNKQTILPTP--SNPLAKTAV

LHSALVSKE--------------------------------------SVNSKDKTQIDGI-------N---DKNIIQIQGNKQTILPTP--SNPLAKTAA

LHSALVSKE--------------------------------------SVNSKDKTEIDAM-------N---DKNIIQIQGNKQTILPTP--SNPLAKTAA

LHSALVSKE--------------------------------------SVDSRDKNEIDAM-------N---DKNIIQIQGNKQTILPTP--SNPLAKTAA

LH                                                                        66   GN   6Lptp           

       

       

 :  265

 :  239

 :  218

 :  150

 :  133

 :  148

 :  172

 :  148

 :  157

 :  127

 :  174

 :  156

 :  147

 :  185

 :  209

 :  250

 :  134

 :  136

 :  147

 :  187

 :  167

 :  183

 :  182

 :  175

 :  134

 :  178

 :  160

 :  160

 :  160

 :  160
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YJR149W 

  

             

             

YJR149W    : 

Smik_10.44 : 

Skud_10.37 : 

Suva_12.24 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MYFLNQLIFQDVSVMSVDKREDMSRSFQKCLNLRYPIIQAPMAGVTTIEMAAKACIAGAIASLPLSHLDFRKVNDIEKLKLMVSQFRDQVADESLEGNLN

----------------------MSNAFQKCFNLKYPIIQAPMAGVTTIDMAAKACIAGAMASLPLSHLDFRNFNDIEKFKSMISQFKNLVADENLEHNVN

----------------------MSRAFQKCLTLKYPIIQAPMAGVTTIDMAAKACLAGAMASLPLSHLDFRSTNGVELFKSTISQFRECVADESLENNVN

----------------------MSKAFQKCLNLKYPIIQAPMAGVTTIDMAAQACRAGAMASLPLSHLDFRIAKDFEQFKSMISQFRNHVANESLEKNLN

                      MS aFQKClnL4YPIIQAPMAGVTTIdMAAkAC AGA6ASLPLSHLDFR  nd E fKsm6SQF4  VA1EsLE N6N

      

      

 : 100

 :  78

 :  78

 :  78

      

             

             

YJR149W    : 

Smik_10.44 : 

Skud_10.37 : 

Suva_12.24 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

LNFFCHDIVDKPTDLQTANWAKLYRKSMNVPIDMNEIKFDNGNVSFKAFEKENALQDFFQYLSDGFRPKIISFHFGHPSKSTIEYLQKIGILIFVTATSV

LNFFCHNIVDEPTNLQITNWVKLYRKSMDLPINSNEIDFNNGNVSFKAFERDYALQDFLKYLSNEFRPRIVSFHFGHPSKSTIEYLQKLGILIFVTATSV

LNFFCHDILNEPTDPQMTSWIKLYKKTLNVPIDVNEISFKNGNVTFKAFERDNALQDFFQFLSDEWRPKIVSFHFGHPSKSTIKYLQKMGICIFATATSV

FNFFCHDILNKPTKLQIDNWAKLYEKSLNIPIDVDKISFKNGNVSFKAFERDDALQDFFQYLADEFKPKVISFHFGHPSKSTIKYLQRHGILVFVTATSI

lNFFCH1I61 PT lQ  nW KLY K3616PI1 1eI F NGNV3FKAFE4d ALQDFfq5Ls1e54P466SFHFGHPSKSTI YLQ4 GIl6FvTATS6

      

      

 : 200

 : 178

 : 178

 : 178

      

             

             

YJR149W    : 

Smik_10.44 : 

Skud_10.37 : 

Suva_12.24 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

REVRLLARLGINGIVCQGYEAGGHRGNFLVNDPKDDENLSTVQLVKRTVDELAEMKNKGLIHATPFVIAAGGIMDSKDISYMLSQQADAVQVGTAFLGCS

KEVNLLTSLGIDGIVCQGYEAGGHRGSFLINESKDDENLSTVQLVKRAVSELVAMKDKGIVRNTPFIIAAGGITDSQDISYMLSQQADAVQLGTALLGCN

KEVRLLASLGINGIVCQGYEAGGHRGNFLINDSKDDENLSTIQLVKRTAAELAAMKDMGLVHDIPYVIAAGGIMDAKDISYALSQQADAVQLGTALLGCT

KEVHLLAKLGIDGMVCQGYEAGGHRGNFLVNDSKNDENLSTAQLVKRTVTELAVMRDKGFLYDIPLVIAAGGIMDPKDISYMLSQQADGVQLGTALLGCN

4EV LLa LGI1G6VCQGYEAGGHRGnFL6NdsK1DENLST QLVKRtv ELa M41kG 6   P 6IAAGGImD kDISYmLSQQADaVQ6GTAlLGC 

      

      

 : 300

 : 278

 : 278

 : 278

      



Supplemental Data S2 

103 
 

YKL022C (CDC16) 

  

             

             

YKL022C    : 

Smik_11.23 : 

Skud_11.20 : 

Suva_11.20 : 

CAGL0L0982 : 

KAFR0C0382 : 

KNAG0H0016 : 

NCAS0H0354 : 

NDAI0C0016 : 

TBLA0C0101 : 

TPHA0N0187 : 

Kpol_1057. : 

ZYRO0D0057 : 

TDEL0B0760 : 

KLLA0E0800 : 

ACR168W    : 

Ecym_5637  : 

SAKL0G1971 : 

KLTH0C0057 : 

Kwal_14.87 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MKFCLYCCHCYIVICGKATHYYKSSKATSNLKSSNRVLMRNPMSPSE---------QHSQHNSTLAASPFVSNVSAARTQQSL--------PTDAQNDRL

--------------------------------------MRNPMSPSE---------QHSQHNSTLAASPFVSNASVARTQQSL---------PIDASNDH

--------------------------------------MRNPMSPTE---------QHSQHNSTLAASPFVSNVSAARTQQNV---------SNDAQNDH

--------------------------------------MRNPMSPTE---------QHSQHNSTLAASPFVSNVSATRTQQNL---------ANDTQNDH

--------------------------------------MRDQGQEGF---------TPVQRR---VVSPVGAA---------------------------

--------------------------------------MRNPMSPGQ---------TPSQHNSTLAISPFIARGTRQQQIPIS-----------SRNLNQ

--------------------------------------MRNPMSPGD---------TPSQRHSTLTISPFISNRSARNHSTSQ------------HQIPA

--------------------------------------MRNPTSPNQ---------TPSQHNSTIAISPFVGNRTRSRLPTHRIHPATNAQRENPLSNQL

--------------------------------------MKNQMSPSQSAQQLHPSQTPSQHNSTLAISPFVVTKSSSRLPTQR-----------PSQGQH

--------------------------------------------------------MTGESDHRAGRSPFLAVPNSYQQASQGQNRNQNNSSISPRNNIN

------------------------------------------MSNAE---------VPEQFNSTITFSPFATRTATVPSNNNI------------NNGNN

------------------------------------------MSHGE---------VPSQHNSTNAISPFVSNRNDARSRQAQ------------TSAPL

-------------------------MCQLNLSRIVWVLSNQPMSTHG---------TPTQHNSTLVISPFITGNAGSKSNANS------------SQANQ

------------------------------------------MSSAG---------TPTQHNSTLAISPFVTGRSSTRTNASHSQRQQAPGQHRQFEGND

-----------------------------------------MSSSHD---------TPSHVQSTLAISPLVQRTGANRGSMNR------------NDPIG

------------------------------------------MSTGN---------TPSQHESTLAISPFVTNRGRSQQEQRR--------VMMPSTGED

------------------------------------------MSSGN---------TPSQHESTLAISPLVTNRGRSQPEPRR-----------VTMASS

------------------------------------------MSTGN---------TPSQHNSTLAISPLVTKRTSLHGQKNS-----------QQQHQQ

------------------------------------------MSRGN---------TPSQHNSTLAISPLVGSRSLQVPQQRN-----------AANASS

------------------------------------------MSRGN---------TPSQHNSTLAISPLVGSRTLQGPQHRN-----------QTNASS

                                          ms                  st   SP                               

      

      

 :  83

 :  44

 :  44

 :  44

 :  23

 :  42

 :  41

 :  53

 :  51

 :  44

 :  37

 :  37

 :  54

 :  49

 :  38

 :  41

 :  38

 :  38

 :  38

 :  38

      

             

             

YKL022C    : 

Smik_11.23 : 

Skud_11.20 : 

Suva_11.20 : 

CAGL0L0982 : 

KAFR0C0382 : 

KNAG0H0016 : 

NCAS0H0354 : 

NDAI0C0016 : 

TBLA0C0101 : 

TPHA0N0187 : 

Kpol_1057. : 

ZYRO0D0057 : 

TDEL0B0760 : 

KLLA0E0800 : 

ACR168W    : 

Ecym_5637  : 

SAKL0G1971 : 

KLTH0C0057 : 

Kwal_14.87 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

QQPWNRTNTA-----------------TSP-YQS-LANSPLIQKLQ----------------ANIMTPHQPSANSNSNSNSITGNVVNDNNLL---ASMS

LQPWNRTNTA-----------------TSP-YQS-LANSPLLQKLQ----------------ANIMTPHQPSANPISTT----SNNANDNNLL---ASMS

LQPWNRSNSG-----------------TSP-YQS-LANSPLLQKLQ----------------ANIMTPHQPSANSGPTA----GNVANDNNLL---ASMS

LQPWNRTNTT-----------------TSP-YQS-LANSPLIQKLQ----------------ANIMTPHQPSINSGSAA----GNNANDNNLL---ASMS

---------------------------RSP-----LLTSPLVQKYA---------------GASLATPRKHLGASN-------SNNGNNGSLL---ASMS

PQEKQDTNHSR----------------NDPPYQS-IVSSPLGQRTS----------QPFNSSTNLTTPH---------------------------QELR

ASHGDRLNGERTDPPAAGNRSLSGA--LNP-FHT-LINSPLGQKVT----------K-TLSVSSFNTPHQVKV----------HNGGG--------NNTS

NQSWNRTVSG-----------------QSP-YRS-LANSPLVQKTN----------P-SIITASLTTPHQKNTGTIPTN----LNANPNSSLL---ASLS

AQSVQEGSHH-----------------QSP-YRA-LATSPLFQRTN----------QRATIDDALTTPHQKST----------TSQNNNSSLL---ASMS

NNTSNNINNSNTNPLHIGSNVRPTMHLTSM-AAA-ITMSPLGQKTP------SNLHQREREAASLTTPNHHRTPAISGQQL--QSQQQSSGLL---GSMS

ARRVSQFTDV-----------------TSP-YQSLVANSPLIQKNSMGTDPNKGKNN-NGNTNYLNTPYHHFSNQSSHNGNTNNGNGNSNGSARVLESNR

---------------------------RSP-YHS-VANSPLVQKTT------------QNTLSSLVTPHHNQNQT--------LHPVSNPNLTVTNTAGS

VTDGQTTTGPDPRTEEAGNNWRESIS-HSP-YQS-IANSPLVQKTN-----------PSVTAASLATPYHNAAQN--------DTGNGGNGIL---TSIS

QHGGQDWNTEGMA--------------RSPVFQG-IANSPLVQKTN-----------PNITTNSLATPHHR------------NAGNNGSSLL---ASIS

NSQGRNVEGGRSNIPQIA---------QTP-HQD---RSPLVQKIR--------------DVSHLATPAVMR-----------HNGTAGSSLL---ASMT

SLGPSGMADSGT---------------HTP-RNS-VVHSPLVQKTQ------------------LGTPYM-------------AEGAATGGLL---GSMS

NTGTVGVGGGGSVMGGGGST-------QTP-RNP-LNNSPLVQKTT----------------THLGTPYI-------------VEGAPTSGLL---VSMS

LRRWCGATSTA----------------QTP-HHP-VTNSPLIQKIQ--------------NPTSLATPAPP------------AGDGSTAGLL---ASMS

TRQWSGSHRAA----------------QTP-HHS-VTYSPLVQKIQ--------------NNASLATPAPV------------QDHGSTAGLL---ASMT

TRQWSGEHRTA----------------QTP-HHS-VTYSPLVQKIQ--------------NNASLATPAPV------------QDHGSTAGLL---ASMT

                             p        SPL Q4                      TP                        l    s  

      

      

 : 145

 : 102

 : 102

 : 102

 :  66

 :  88

 : 108

 : 116

 : 109

 : 131

 : 118

 :  88

 : 129

 : 108

 :  97

 :  90

 :  97

 :  91

 :  91

 :  91

      

             

             

YKL022C    : 

Smik_11.23 : 

Skud_11.20 : 

Suva_11.20 : 

CAGL0L0982 : 

KAFR0C0382 : 

KNAG0H0016 : 

NCAS0H0354 : 

NDAI0C0016 : 

TBLA0C0101 : 

TPHA0N0187 : 

Kpol_1057. : 

ZYRO0D0057 : 

TDEL0B0760 : 

KLLA0E0800 : 

ACR168W    : 

Ecym_5637  : 

SAKL0G1971 : 

KLTH0C0057 : 

Kwal_14.87 : 
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KNSMFGSTIPSTLRKVSLQREYKDSVDGVV--------------RDEDNDEDVHNNGDAAANANNDRESKLGHNGPLTTTTLTTTTT--------ATQLD

KNSMFGSTIPSTLRKVSLQREYKDSVNGTL------------------DDDDNDNNGDTTVNTNNDRENKLGNNGPLTTTTLTTTTT--------ATQLD

KNSMFGSTIPSTLRKVSLQREYKDSVDGTI-------------DGDDDDDDDDDNNGDTTENANNDRDSRLGSNMPLTTTTLTTTTT--------ATQLD

KNSMFGSTIPSTLRKVSLQREYKDSIDGTL---------------------DDGDDNGNTTVDTNNRETKLGNNGPLTTTTLTTTTT--------ATQLD

KNSMLGSTIPSTLRKVSLQREFHDNDSDVVGAGVGGGPRWSKSAQGDGDVIIVGAAGG--DNTASPTGDGEGLNTTTLTTTTTTVTS---GAGNGSNEID

KDSRF----------------------------------------------------------------EAGEHVTTLTTTTTNTTT----------DID

RNNMFGYTVPSTLRKVSLQREYKDPSNFIP-----------------------------KGSSAPQQQDLPGDPSTTTLTTNTVATT-------AANEID

KGNVFGSTISSSLRKVSIQPNSNIPETNTK---------------------------------DENMSNEINKATTTTLTTNTTIVS---------PEID

KIGTFGTTIPSTLRKVSVQREYRDDDINSQ-------------PQGDNTGEKGNNANGNNLLSVDASSYNAGHTTTTTTLTTTTRTT------ATSAEID

KNGLFASALPSSLRKVSFQREYRDPVIMDG-NTTTLGSNVPKNSLNYGNPIDNDGLTTTLITTTSAAELENGNNSNINTGTGTN------------EPFD

KTSFFNSNVPSTLRKVSLQRELNSNSNSNVRSRSTTKYEIDRFSNTKNDMNANEPDNAKLSSTQKNIGEDIGMNEDRNINNNNDTNELEIIGKRKITEID

KNSLFNVAIPSTLRKVSLQRDSKDDMESNL-----------------------------------LLDSNIEHSSHSITTAS--------------NELD

KNSLFGSTIPSTLRKVSLQREYKDPTGGDA---------------------NNDAPADGGSAAGESGNNQDGMATTTLTTTTTTTAT-------TVAEFD

KSGLFGSTMPSTLRKVSLQREYRNPTVNID---------------------------------KESSGVEQPATTTTLMTTTTSATN-------GSGEFD

KNGLFGPALPSTLRKTSTSTDTVELNNSTN-------------------------------------DEDIDHASDNV--------------------FD

KTALFGPAVPSTLRKVSNVREYRRPGDSDG-----------------------------------EGGEGYG--------------------------VD

KNGLFGPTIPSTLRKVSNVREYSGVSDTNG--------------------------------STIEDNDQFG--------------------------ID

KSGLFGPAVPSTLRKISVTRSFDGQTSAKD-----------------------------------DSNSELDDNLEVISGAT----------------ID

KNGLFGPTMPSTLRKVSILGDARRQSTSID------------------------------NAASDAAGAEDRVADDRLV-----------------QDID

KNGLFGPQIPSTLRKVSIVGDSRRHPGSSS------------------------------GAGGDITDPNAQLDSDHVISA-----------------ID

4   fg   ps lrk s                                                                                  D
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 : 176

 : 181

 : 173

 : 161

 : 114

 : 172

 : 174

 : 190

 : 218

 : 218

 : 139

 : 201

 : 168

 : 140

 : 129

 : 139

 : 140

 : 144
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YKL188C (PXA2) 

  

             

             

YKL188C    : 

Smik_11.42 : 

Skud_11.38 : 

Suva_11.36 : 

CAGL0D0035 : 

KAFR0G0341 : 

KNAG0D0455 : 

NCAS0A0268 : 

NDAI0D0461 : 

TBLA0G0205 : 

TPHA0B0194 : 

Kpol_1055. : 

ZYRO0B1326 : 

TDEL0E0084 : 

KLLA0B0256 : 

AER091W    : 

Ecym_3232  : 

SAKL0G1628 : 

KLTH0D1524 : 

Kwal_23.40 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

----MISTASAFYQKHRVNLLRSSYIILLLATLYNSNSSSSNNKTDKKDSESTVLENK-KIEEGKETAV-----DREEDESSKEELTIVSKHSTD-----

----MISTASVFYRKHRVNLLRSSYIILLLATLYNSNSSSSNSKTGKKDSESTGSDNK-KIREGKGA-------EADEEESSKEELTIISKNSTD-----

----MISTASVFYRKHRVNLLRSSYIILLLATLYNSNSSSSENKNSKKDTQSTDLENK-KIDEEKGVGTDE---GKGEDDDSNEELTMISKHSTD-----

----MSSTASMFYQKHRVNLLRSSYIILLLATLYNSNSSSSNSKNSKKDTQSTDSESE-KIREEKGAEL-----DEEDEDDGNEELTIVSKHSTD-----

------MTLLTAYKNHRVNILRTSYILLLFVSLYGSGSSSGSTKQKKTSSNRDRSETL-SEKSTLSRLSEKL--RDRKDSISSPDELASDVSSDEQSDSK

--MSTSSTILSFYKRHRLNILRSSYIVLLVTTILSSSAGNNNNNNNSDKRSHADAEGKNKEKDAKLNKAKHDIIHKECNVEFELEDSENEESDDN-----

----MRSPVLNFYQRHRVAILRSSYVVLLFTTLIGTGSSSKKTDKKGPSVEKDGGCSK-KSGKHLS--------KKINKVNKSGFELGTDSDDSD-----

----MSSPITSFYQKHRLSILRSSYIVLLFTTVYNANSGGTSSNSNAKRQRDKKKPER-AQDEQDD--------DATLEPMEDLKSITTTSSTPP-----

----MTANVLSFYRRHRLRILKTSYILLLFTTLYNVNGGGSNTTANDRKDNKKSQVTD-KNDKTLPSYQ-----RNKIKNSGRIEGYSGNEDNDEGEESD

-----MLRFLNFYQRNRLNILRSSYILLLFATIYTSNSSRKIKGMANDGTDSSDDEKE-LSDSQDQE-------QQKQQEDTSLSRFISFRYKTN-----

---MISSNFLDIYKRNRVAILRASTVVLLYSTFKNSMANDNYKRTRSDKRERKRRKS-----------------NIEDQNPQEIQLIDIEDEENN-----

---MMQTNLLNFYKNHRLSILRISYILLLVGTLASGTNLNNNKRDKKIRSSRNRSQSI-TSNASSTTT------NADNTKNNNNRQIDLNDNDND-----

--MIAVSEVLSFYGRHRLKILRSSYVLLLFSTLYGLSGSKSVSKAVKRVEKRDSMHGG-EAGAGGSDFG-----IYSGSEDDSMSDKQSDEDENE-----

MPELPMSPIVGFYQRHRLNILRSSYIILLFTTLHSLSSGTGAKDAIRRIAKGKKSHGD-LSGNEPLD-------ESATNEQQEEKEVIESHGNDE-----

--------MLEFYKKHRLRLLKGSYLLLLVITVKSLATGKDKNNRVEKKEHGKDSRRK-VRRHTVSRKLSHMSLNQLSSRVTTEADSVADDGSSS-----

--------MLEFYKAHRIRILKASYLVLLVVTVKNLAQGKDAAERKAAGEPQDRKKPR-SRANSAINV------HYLRSLLGQTNGIESNSDESA-----

--------MLEFYKLHRIRILKASYLLLLLFTVQSLARGKDSSRQRPNEEQSEKKTRP-RASSTISFKFIRSLYNPVNEEASEDGEVEGDGYNSE-----

--------MLEFYKRHRLRILKTSYVLLLLATFRSLQAKRSLKGANKDKSLDKKDSLP----------------KYQRTISRQLSSMAIEEHEHA-----

--------MLQFYKRHRLRILKTTYVLLLLTMFKSMQARPRIARDGDRLGQQRDKPPR-AKPGSLLEITTESETDTESEPSIRAQSSRSDRDDEN-----

-------------------------------MFRSLQARPKIPRNEDRLDQSRLKNGQ----------------EKVNALLDPAADGEVDLESDN-----
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YKL188C    : 

Smik_11.42 : 

Skud_11.38 : 

Suva_11.36 : 

CAGL0D0035 : 

KAFR0G0341 : 

KNAG0D0455 : 

NCAS0A0268 : 

NDAI0D0461 : 

TBLA0G0205 : 

TPHA0B0194 : 

Kpol_1055. : 

ZYRO0B1326 : 

TDEL0E0084 : 

KLLA0B0256 : 

AER091W    : 

Ecym_3232  : 

SAKL0G1628 : 

KLTH0D1524 : 

Kwal_23.40 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

--------SEDGAIIIDKESKTNHKGGER---------------KGKVDFLFKLLLHDKKCLILFITQAILLNIRTLLSLRVATLDGQLVSTLVRAQYAN

--------LEDSTIPFDKENKIDHKVVQQ---------------KGKVDFLFKLLLHDKKCLILFITQAILLNIRTLLSLRVATLDGQLVSTLVKAQYAN

--------TEDRAVTFDKENKSTHKEAQQ---------------RGKVDFLFKLLLHDKKCLILFITQAILLNIRTLLSLRVATLDGQLVSTLVKAQYAN

--------SVNGTVAVDKESVSKYKEGRQ---------------PGKVDFLFKLLLHDRKCLVLFITQAILLNIRTLLSLRVATLDGQLVSTLVRAQYAN

SDEIVLKTRGTRSLSLRRSSNVQENTNVVEQTSPVEKSTDVN--LKRTDFLMKLLLGDKKVMILFMTQAFLLVLRTFLSLHVATLDGRLVSSLVKAQYGK

-DIKVLKTKQERQKKRGSQTNQPIELKNNETIESSHINNKL---KKRKDFLMKLVMTDKKCVLLFVSQAVLLVIRTVLSLRVATLDGKLVSALVKAQYLE

---TASVTSSDDKLEVAQSSPAPLGPERDL--------------ERRKEFLFGLVFRDKKCLLLLCTQAVLLIIRTFLSLHVATLDGKLVSTLVKAEYAN

--------QKQQQQMTVADSPAPKDNDKL---------------HQKTDFLWKLIVRDKKCAILFLTQATLLVIRTFLSLHVATLDGKLVSSLVKAQYPK

VQALIISPKNDRLSKSRSGSNVEQEDKKNPNVSEPTPK------RRRTDFLLKIILNDKKCLILFFTQAILLIIRTFLSLHVATLDGKLVSSLVKAQYPK

--------------ENKKKSKVKKKN------------------QNKLNFLIKIILKDKRCIALLITQSILLVIRTFLTLHVATLDGKLVSSLVKSNYSK

--------------EVRNSTSNEENQ------------------RLSNNFLFRLILKDKKCLLLFLVQSVLLVLRTVLTLHVATLDGKLVSALVKARYLD

--------DNDRESIIVSDSNQVQNNKRQLECS-----------KKKKSFLLQIILKDRKCLLLFITQSILLVIRTFLSLHVATLDGKLVSTLVKAQYGS

---------GEMHLSRKKKTDTRQHSQRKHN-------------HQRLDFLIKLILRDKKFILLFLTQAVLLVIRTLLSLRVATLDGKIVSSLVKAKYSK

--------------EMTEEHIQKRKL------------------KRSSDFLLKIIMRDRKCVMLFAAQAFLLVIRTFLSLRVATLDGRLVSTLVKAQYSQ

-------SDNDESSSNDEGFDLNENLIRHKKISHISGNDLKKQGKKGHNFLIRLILTDRKCLFIFLIQTILLIIRTVLSLKVAKLDGILVSKLVKSEYSN

------------AESDDGDYDGPSVD------------------QKRSSFLIKLLLRDPRCLLTFLLQASLLVIRTMLSLRVATLDGILVSKLVKGQFSE

------------GSEGKAGGAAGTGGSSA---------------KRRRNFLLNLILRDPRCLMIFLLQGILLVIRTMLTLRVATLDGILVSKLVKGKYAE

---------TETSSEIDGEGITARVPEESV--------------KPRENFLIKLIFKDKSCLAIFLVQAILLVSRTFLSLKVATLDGILVSRLVKAQYSK

------------ATERDAGSAGSEKSS-----------------PTRHNFMFMLIIKNRKCMALFLFQAILLVMRTVLSLRVATLDGLLVSRLVKAEYRK

-----------QSVSSKSSETQPQVSAL----------------PLRSSFLFKLIVKNRKCMALFLVQAVLLVARTVLSLRVATLDGILVSRLVKAEYSK

                                                 F6  66  1  c   f  Q  LL  RT L3L VAtLDG 6VS LV4a 5  
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YKL188C    : 

Smik_11.42 : 
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CAGL0D0035 : 

KAFR0G0341 : 

KNAG0D0455 : 

NCAS0A0268 : 
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Kpol_1055. : 
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         *       220         *       240         *       260         *       280         *       300

FTKILLGKWMILGIPASFINSLISYTTKLCAVTINRKVSDFLLSKYLSNHHTFYSVASAE----------------------------------------

FAKILLGKWMILGIPASFINSLISYTTKLCAVTINRKLSEFLLSKYLSNHHTFYSVASAE----------------------------------------

FTKILLGKWMILGIPASFINSLISYTTKLCAVTINRKISDFLLSKYLSNHHTFYSVASAE----------------------------------------

FAKILLGKWMILGIPASFINSLISYTTKLCSVTINRKVSDFLLSKYLSNHHTFYSVASAE----------------------------------------

FLKILLGQWMVLGIPASFINSLINYVTKLCSVSINRLVTNHLMGKYLSNHRTFYAVAAAD----------------------------------------

FLKILIGQWMMLGIPASFINSLIAYTTKLCSISINRIISNHLLDKYLSSHHTFYSVAG------------------------------------------

FVKILLGQWMLLGIPASFINSLIAYATKCCSIAINRRVSKHLLNKYLSNHHVFYAVAA------------------------------------------

FLRILLGQWMVLGIPASIINSLINYMTKLCSVTINRRISTFLLDKYLSNHHTFYAVAASTG---------------------------------------

FLKILLGQWMVLGIPASFINALINYLTKLCSVTINRLISKVLLDKYLSSHHTFYAVAASTGVGTGTTPNKKD----------------------------

FLKILLGQWMVLGVPASIINSLITFLTKYFSLEINKKISNYLLDKYLLNNNVFYSTINSVNNNISSISNDIDSDSTAVDHDENTKLIQNRDNIDPSVENS

FLKILLGQWMTLGIPASFINASIQYVTKLCAITINKQLSNHLLDKYLKNYKVFYSVVTNSNGPPEPLNNSEVSDNHNVD---------------------

FLKVLFGQWMLLGIPASFINSLINYTTKLCSISINRQISNFLLDKYLKNHKIFYSVVANINIDNNKETNDSNENKIDSETNLKGDFNNNNDNDNTKSLVA

FIKIL-GNWMLLGIPASFVNALIAYMTRWCSLTINKILTTYMLGKYLANHHTFYAVAASS----------------------------------------

FLKILLGQWMLLGIPASFINSLISYTTKLCSISINRRVSVFLLNKYLANHHVFYSVAASE----------------------------------------

FIKVLLGQWMTLGIPASIVNSLLRYMTRISAIAINRKVSDFLLDKYMASHQIFYSINNQPATHSLTLSQKS-----------------------------

FVKVLLGQWMTLGIPASMVNSLLTYTTRLCAVTINRKVSYHLLDKYLSSHHSFYSVNNLPSDKNKALSLAMSESK-------------------------

FIKVLLGQWMTLGVPASIVNSLLTYTTRLCAVTINRKISYHLLDKYLSSHHSFYSVNNLPNVKQEALSASVGSAVATNR---------------------

FLKVLLGQWMVLGVPASLINSLLHYTTRLCAVIVNRKLSHHLLDKYMSSHHTFYSVNNHPDDKTVMNTQSMA----------------------------

FLQVLLGQWMVLGIPASIINSLIHYTTRLCAVSVNRVISKHLLDRYMSSHHTFYSVNSIPHGGKNLVA--------------------------------

FLQVLLGQWMVLGIPASIINSLIHYTTRLCAVTVNRIISTYLLDRYMSSHHTFYAVNSMPNGGKHLAS--------------------------------

F  6L G WM LG6PAS 6Nsl6 5 T4 c 6 6N4 63  66 4Y6  h  FY                                              
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YKL219W (COS9) 

 

N/A  
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YLL022C (HIF1) 

  

             

             

YLL022C    : 

Smik_12.42 : 

Skud_12.46 : 

Suva_10.52 : 

CAGL0G0375 : 

KAFR0F0275 : 

KNAG0I0302 : 

NCAS0A0602 : 

NDAI0D0299 : 

TBLA0E0162 : 

TPHA0K0207 : 

Kpol_1054. : 

ZYRO0B0079 : 

TDEL0F0160 : 

KLLA0D0413 : 

AFR112W    : 

Ecym_6206  : 

SAKL0H2006 : 

KLTH0H0849 : 

Kwal_14.21 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

---MKLRAEDVLANGTSRHKVQIDMERQVQIAKDLLAQKKFLEAAKRCQQTLDS---LPKDGLLPDPE----------LFTIFAQAVYNMEVQNSGNLFG

------------------------METQIQIARDLLTQKKFAEAAKRCQQTLDT---YPRNGGLPDPE----------LFTIFAQAVYNMEVENSGSLFG

------------------------MDTHIQSARALLAQKKFVEAAKRCQQTLDA---VPKGGPLPDPE----------LFSIFAQAVYNMEVQNSDNLFG

------------------------MDTQIQRAKDLLAQKKYAEAAKRCQRSLDA---LSQGGSLPDPE----------LFTIFAQAVYNMEVQNSGNLFG

-----------------------------------------MDECRDIARRLDE---GEAAGEAADCG----------LLLKLARGLIQHGIANSDLFNG

-----------------------MNTAQLDVVKKAEATEDHGEAATLYIGLLND----LDSTSTEYFD----------TLFKLARELYQHGVKTSDILPM

---------------------MEGQSATTTTATEW--REKLEERARRLSAMLRS--------GEQNVG----------GILEFAKDLFNYGVKNNSILPQ

----------------------MSEAHLIIEAAKFKSANELAKAAAIYAELLDQ------NFDDPNPD----------HLFLLADNLYKMAIQNNDLLMG

---------------MHMSAMEKELKDLIIRGTKYTANKDFTKAAEIYAKILDS---LIKGRELDDVDFNKEDLIVARYMVSMAQCLFEMALENTDLFGG

--------------------MSSTNKRFLVDAAKYTATKNYYEAARSYGMLLDS-----EDSNMLNPD----------HLMLFAKSLFKLGLDKDQMFNE

--------------------MDKAIKTLVVEGAKYTANSDLANASKCYAELLDL--ESKTAGNAINPD----------HVMLLASCLYQLGVEKNDMFGG

--------------------MESKIKELIVEGAKYTASSKFENAAKCYIEILDSLRGEDQEDEEIDPE----------YLLLLASCLYELGVERSGMFGD

-----------MSNATHKDITTQEVQTLLIEGAKYSASDDAEKAAKCYARILDL--------ESQNAE----------IYLLLARCLYRLGLKRNDVFGG

--------------------MSRKIKGLLVDGAKFTASGDLEKAVQCYATVLDL--------ESQKPE----------PYVLLARCLYRIGLKNNDMFGG

----------SVHYRRIESKMSDKFDKLLTEGAKHYAGKNYELAVDSYADLNQL---YDSENENPNPE----------YLFLYGKALYQLALSRSDVFGM

--CVA-----APRRHARSMADDGEIQGLLAQAAKAYASENFEAAAELYAAVNEA---AEAA-GHVEPD----------FLFLYGRALWRAAAAAGDVLGG

YLCCAPFWTGSGRKKLYTMSLQKDASGLLQQAAKAYAAKDYETAVNLYSEVNEL---YEAAHGEPNAD----------YLFLYGRSLYQNALAQSDVLGG

------------------MSSHQELSKLLTEAAKYYASKDYEKSTNYYSEVNEL---YYALNQENKAD----------YLFLYGKSLYQLALSSSDVFGG

------------------MGGREEIKHLLAEAAKFYAARDYEKSTNLYSEVNAL---HDTLTGTSSAD----------YLFLYGKSLFQLALSQSEVFGK

------------------MGNKEEINRLLSEAAKFYAAKDFEKSTKLYSEVNAL---FDALTGSSNPD----------YLFLYGKSLYQLALGQSEIFGG
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YLL022C    : 

Smik_12.42 : 

Skud_12.46 : 

Suva_10.52 : 

CAGL0G0375 : 

KAFR0F0275 : 

KNAG0I0302 : 

NCAS0A0602 : 

NDAI0D0299 : 

TBLA0E0162 : 

TPHA0K0207 : 

Kpol_1054. : 

ZYRO0B0079 : 

TDEL0F0160 : 
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SAKL0H2006 : 
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DALLAGDDGSGSESESEP-ESDVSNGEEGNENG-----------QTEIPN--------SRMFQFDQEEEDLTGDVDSGDSEDSGEGSEEEEENVE----K

DALMAGDDGSESESESDVSDGDEGSENGQPEIP------------------------NSRMFQFDQEEEDLTGDVNGSDSDGSDESSEEEEGEEEGSAKG

GALMPGNDDSGSESESES---DVSGGEDEDENP-----------QVEMPE--------SRMFQFDQEEEDLTGDVDGSDRDDSDEGSEHEEESVA----E

DALTAADDGSGSESESDVSEQEDEGEDGQVDMP------------------------NSRMFQFDQEEEDLTGGVEDSESDESGDEGSERDEEGVVEGGD

MEGGDGDDDDDDEQGEYEDEEGDEDGDDDNENDNDNANDVDVDVDDEGEGVGAQPTVNTKFYQFDLEEEEDLDDDEESGAEDEEEE--------------

DDEDFSSGEEEGEEEEEEEEQEEEEEEEEEEEE-----------EEEEKE---ETNINTRLYQFNNEEEDLEEEKDTISN--------------------

DDDEDDDEEEEGELDDGD-DGENDGEDADGDDD-----------DVDNNADGAAPEMDTRLYQFDMEEEEDIDASNDDSHGENSHD--------------

GGDEESDEGSESDTNNGAGNIFQQHDEEEEEEE-----------ESDDDE-NTKPAMNPILYQFDQEEEDLSNGDSDYDESEHDDVVDVNDDES------

LGNGIGNADEDDDNEDDN-DDGSPSSHSGSDID-----------GEDSDNEG-KPTLNKTFFQFDHEEEEEEEEDDDTEEEKKGTRKENKQFNESNIESE

DENNEESGDDKDDEGDDS-DIDDRYNSQSHLTA-----------GIEVSS---NIQLDTTLYQFDLEEEDIEEQKKDGNNQNDSNKGAEQEK-------E

GMDDSEGEDDDGQNEDWV----SDDGQDDEDAD-----------NKDTEG---KTDLNSTLYQFDQEEEDEDPTDGEDGDEQAAIDEEVYDGESELEQDN

DNGMQGYDDNGVDQEGESDESDEEGGSDEEDED-----------DGNK-----KPKLNENLYQFDNEEEDLAEEEEEEAAKEEEEVVSGEEE-------M

ADDGEDSENDEDEDESDA---DDEDGEENGDDG-----------EK-------KQKLNSKLYQFDHEEEDIDESTLQNFEDATNASAYVDARGESILQGG

GGEEDQSSSEEEEEDDDA-DEEDETEQ--------------------------APAVNSQLYQFDHEEEDMEGGKEELYQEDIEAG--------------

GSNVKRDEHNEEQDEDDS------------------------------------ASKGPGLIQFGEEEEEEEEEEEEEEEEEEEEEEEEEEEE-------

AEDEEQSD--------------------------------------------------------------------------------------------

LGDAEEDAPDAEERPAQG------------------------------------KGKGKQLFQFGAEVADEEESDTGPPSGPVSPAG-------------

SAAATADSETEDQEKDTE-----------------------------------KKQADSALYQFNEVLAEEESGGEEEEEEEEGEEKEEG----------

DEETAGGESDSDEEESSK---------------------------------------KHELYQFSETLAEGDEIEKGDDAEQDDEEV-------------

EGDNGGAGDEEDSAEEDT--------------------------------------RKSKLYQFSDTLAEEEGETVEAAEEANENEEEVEAE--------
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YLL022C    : 

Smik_12.42 : 
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         *       320         *       340         *       360         *       380         *       400

EEERLALHELANFSPANEHDDEIEDVSQLRKSGFHIYFENDLYENALDLLAQALMLL----GRPTADGQSLTENSRLRIGDVYILMGDIEREAEMFSRAI

EEEQSALQALVDFSPLKEHDDEIEGVSQLRKSNFHVYFENDLYENALDLLAQALILL----GRSTADGKPLADINRSRIGDVYILMGDIEREAEMFNRAI

GEEQSALQGLVDFSPLKEHDDEIEDLSQLRQSGFQVYFENDLYENALDLLAQALILL----GHSSTDGQRVTDKSSSRIGDVYILMGDIEREAEMFGRAV

GAEQSALQALEDFSPLQEQDDEIEDLSQLRKSGFHVYFENDLYENALDLLAQALILL----GHSSIEGQPPTDRTRSRIGDVYLLMGDIEREAEMFSRAI

-------------------------------FRFSDYVDGDPFENALVVLQRGEEIA-----------------QGEMLVDVYKLMGEAYAEVGAEDDSI

-----------------------------------CLTQGNLFENSIDLLNECLSNA---------------NDDKQKLCQIYALIGDNYLELEDFKNCV

-------------------------------DLFAGIFDGNVFERVIDILD-----------------SLTPAQVTAMKTQAFLLKGDCHLELEDFNESM

----------------SDEEQEDDMPATAELQSFKEFLEGDLNANALDLLLRAHDLY----LGSSIDHKELPEKRKLKIAELLSLTGDIYQEFEEFDMAL

EES-----ALESEEAEEEEDINDGDNSIMKCKHFSDYLTGDFLMHSSHLAEKAYELY----NK--------SGSYCQESIDASKIIGDINLEWESFETAV

DNS------------NISEEYEEQGNQEDASDHFVDLAEGNIFENALYVAEIAQSIF----ES---------THNNHSIGPLLNLMGDIYQELESFEDAV

SD--------------NENHDPEDDIDEEGLISYVDYLEGDHFQNTLELLQVARIIY-----MENCDTGNVDSVTKLKLSAIYDLLGDVDQEVEDFATAV

SEE------------EEEEGEEEADQEPLPFTTFKDYLEGDIFYNTLELLQVARSNF----EL-LRKTSKDERKLIKKIGQTNELLGDVYQELEQFKESI

NGQ-------DESKQQDEDEEEEQEADMSIGDTFEDFLQGNLFENGLELLYRARIMYMEPHGEDKEDSEALSKDTQLKLAQLYDLLGDIDQELEDFTQAV

----------------EDQPGEELEEAMSPEDGFGNYLEGDVFENAMELLYRARIMY----MDSSKPSEQLPAKIQTRLVEIYELLGDIDQELEDFAQAV

---------------EEEEQKQDQEQEEEDQVEGQEEVDKDDFENAWEILELARSYY----ES-SLKETPDNEDLKLKLSECYDLLGEVSLECENFSQAS

------------------------------------------LEAAWEVLELARTLY----E--EALSASGDAVVQQKLAETYDVLGEVSLEAENFGQAA

--------------------PADGTPDTPPVHEDSDSGDGGDLEAAWEVLDLARSIY----EK----NIANDGSRLDKLAETYDILGEVSLESENFEQAA

----------------EENVCRKKQGEQDDSEGDNDYDNQTDFEAAWEILELARSLY----EK-EAKESPSDRETLEKLSETYDILGEISLESESFTQAK

------------------EGEHPGENEHEGAGDEGQEEEPSDFENAWEILELARSVY----EK-----QPQEPETLRKLSETYDILGEISLETENFPQAK

----------------EEVKEQTTTKQGTEEAEGGDAEEPSDFENAWEILELARSLY----ES-----QPEEAGTSEKLSETYDILGEISLETENFAQAK

                                                6l  a                               6 G    E e f  a 

      

      

 : 256

 : 235

 : 233

 : 235

 : 184

 : 179

 : 185

 : 224

 : 252

 : 218

 : 231

 : 230

 : 243

 : 201

 : 231

 : 174

 : 310

 : 203

 : 190

 : 198
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YLL060C (GTT2) 

  

            

            

YLL060C   : 

Suva_10.7 : 

            

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MNGRGFLIYNGGEKMKQKMIIYDTPAGPYPARVRIALAEKNMLSSVQFVRINLWKGEHKKPEFLAKNYSGTVPVLELDDGTLIAECTAITEYIDALDGTP

------------------MKIYDWPTGPYPARVRIALAEKNLQSRVHFVRINLWKGEHKKAEFLAKNYSGTLPVLELDDGTFIAECTAITEYIDALHGTP

                  M IYD P GPYPARVRIALAEKN6 S V FVRINLWKGEHKK EFLAKNYSGT6PVLELDDGT IAECTAITEYIDAL GTP

      

      

 : 100

 :  82

      

            

            

YLL060C   : 

Suva_10.7 : 

            

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

TLTGKTPLEKGVIHMMNKRAELELLDPVSVYFHHATPGLGPEVELYQNKEWGLRQRDKALHGMHYFDTVLRERPYVAGDSFSMADITVIAGLIFAAIVKL

ILTGRTPREKGEIHMMNKRAELELLDPISVYFHHATPGLGPEVEVYQNSEWGLRQRDKALSGMHYFDTVLRAQPFVAGKEFSMADITVIGGLIFAALVKL

 LTG4TP EKG IHMMNKRAELELLDP6SVYFHHATPGLGPEVE6YQN EWGLRQRDKAL GMHYFDTVLR  P5VAG  FSMADITVI GLIFAA6VKL

      

      

 : 200

 : 182

      

            

            

YLL060C   : 

Suva_10.7 : 

            

                                 

         *       220         *   

QVPEECEALRAWYKRMQQRPSVKKLLEIRSKSS

PVPEECEALKAWYQRMQQRPSVKNQLEMSALLV

 VPEECEAL4AWY RMQQRPSVK  LE6     

      

      

 : 233

 : 215
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YLL063C (AYT1) 

   

            

            

YLL063C   : 

Skud_12.3 : 

Suva_10.5 : 

            

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MFRVKIISQKRTKSVQMLENDQLDILGQQPSLYKLYTQICSIYRVPDPSAHDHIVNTLTRGLETLAKNFQWLAGNVVNEGADEGNTGTYRIVPSDKIPLI

----------------MLENNRLDILGQQPSLHKLYTQICLIYRVTDPSTHDHIVNTLTEGLEILAKNFPWLAGSVINEGMGKGITGTYRIISSDKIPLV

----------------------------------------------------------------------------------------------------

                mlen  ldilgqqpsl klytqic iyrv dps hdhivntlt gle laknf wlag v neg   g tgtyri  sdkipl 

      

      

 : 100

 :  84

 :   -

      

            

            

YLL063C   : 

Skud_12.3 : 

Suva_10.5 : 

            

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

VQDLREDLSAPTMDSLEKADFPIYMLDEKTFAPCMTINPPGNTIGMAAKSGPVFAVQANFISGGLVLTIVGQHNIMDITGQESIINLLNKSCHQKPFSDE

IQDLQHNPSAPTMDSLEKVNFPIRMLDEKVFAPCMTINPPGSAIGLVAETGPVFAVQVNFICGGLVLTIVGQHNTMDMTGLVSSINLLDKACHREPFSDE

------------MDSLEGANFPICILDEKLFAPCMTINPPGSAIGLVAETGPVFAVQMNFISGGLVLTIVGQHNTMDMTGQGSIINLLNKACHQQSFSSE

 qdl    saptMDSLEka1FPI 6LDEK FAPCMTINPPGsaIG6vAe3GPVFAVQ NFIsGGLVLTIVGQHNtMD6TGq SiINLL1KaCHq pFSdE

      

      

 : 200

 : 184

 :  88

      

            

            

YLL063C   : 

Skud_12.3 : 

Suva_10.5 : 

            

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

ELLIGNIDKSKSIPLFDETWEPDTTLVHEIVETSRNTSGEEKEQSCSSNSTWAYVEFSAISLQNLRILAMQTCTSGTKFVSTDDIVTAFIWKSVSRARLS

DLFIGNMDKSESIPLFDETWKHSSALGHEIVQTSKNTSVSTKVPPSPSKSSWGHVEFSAISLQNLKALAAQTVSPYSSFVSTDDIVTAFIWKLISRARLS

ELSIGNMDKEN---LF----------------------------------------------------------------------------------LC

eL IGN6DKs sipLFdetw     l heiv ts nts   k     s s w  vefsaislqnl  la qt      fvstddivtafiwk  srarLs

      

      

 : 300

 : 284

 : 103
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YLR063W (BMT6) 

   

             

             

YLR063W    : 

Smik_12.12 : 

Skud_12.12 : 

Suva_10.14 : 

CAGL0F0166 : 

KAFR0D0097 : 

KNAG0L0028 : 

NCAS0J0040 : 

NDAI0C0648 : 

TBLA0D0243 : 

TPHA0P0022 : 

Kpol_1058. : 

ZYRO0F0292 : 

TDEL0C0055 : 

KLLA0D0520 : 

ACR222W    : 

Ecym_1512  : 

SAKL0B0112 : 

KLTH0G1870 : 

Kwal_14.11 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MLLMRRFAFLTSSVYFKYIPIYSQYHYSSQFPINMNPKKVAQLPV-HNKSTLPPQEIIDLFKITFLEELYPKDQDNEKSPLTEQIQAVKSDLYNRDYNAA

----------------------------------MNPKRVAQLPV-HNEATLPPQEIIDLFKISFLEELYPKDQDEEKSPLSDKIQAVKSDLYNRDYNAA

----------------------------------MNPKRVAQLPV-HNEFTLPPQEIIDLFKITFLEQLYPKDQDDDKSPLSDQIQMVKSDLYNRNYSAA

----------------------------------MSPKRVAQLPV-HNEATLPPQEIIDLFKITFLEQLYPKDQDDEKTPLSEQIQAVKADLYNRDYSAA

--------------------------------------MSKQLPITFDGENLPPQETVDLYATTFENELSPLNEET----LKSQIQAVKGLLYNRDYLNA

--------------------------------------MSSQLSF-HNKASLPPQEIIDLFKRTFNDELYADEQSLED--LHKQIQQVKSHLYDREYITA

-------------------------------------MSLKQLPG-HNSATLPPQEIIDLFKVAFGQELYS--GNLSQ--LEAQIQDVKSCLYNREYIEA

---------------------------------MARDRTQGQLAI-HNEATLPPQEIIDLFKITFNDELYQSDERFEQ--LLKEIKSVKSDLYNRDYIEA

---------------------------------MSRRSKNGQLPI-HNDETLPPQEIIDLFKIIFNDELYKSDETFEK--LLADVQIVKSDLYNRDYINA

--------------------------------MAKNKTSNKQLPV-HNPATLPPQEILDLFKVTFNEELYV--EDIEK--LQADIQDVKSSLFNREYIEA

------------------------------------MVKTAQLPV-YDKKSLPPQETVDLFKTAFFNELYGS-ETIDE--LLSQIQTVKTDLYNRDYLSA

----------------------------------MASKSSQQLPV-HDKNSLPPQEIVDLFKTTFNDELYL--QDIET--LMQDIQSVKTDLYNREYIEA

----------------------------------------MSLPV-HHGDTLPPQEVIDLFKRTFSHELY---EDLAN--VRELVQKVKSDLYNRDYTAA

---------------------------------MGSEEKSEQLKI-YHEITLPPQEIVDLFKVTFDNELYGA-EGIDE--LQSQIQKVKSDLYNRDYIAA

-------------------------------MGKHQQDKTKTLPV-VNKDTVPGQDILDLFKVTFPDELYG--DELD---LHEYVQAVKADLYERAYTKA

--------------------------------------MSKALPV-HHSGTLPPQQLADLFKDAFRGELYG--EHQDE--LAETVQQVKGDLYNRDYIAA

----------------------------------MSKQPSHSLPV-HHKDTLPPQQILDLFKVVFKQELYESDEQQ----LSNEIQIVKSDLYNRDYISA

-----------------------------------MAKKTSALPV-HHESTLPPQQILDLFKVVFHDELYE--QDAEA--LHRTIQTVKTDLYNRDYAAA

----------------------------------MAKDATKTLPT-HHTASLPPQHIVDLFKVCFDPELYK--NEQDV--LSAAIQSVKTDLYNRDYPAA

----------------------------------MAKDATKTLPT-HHTASLPPQHVIDLFKVTFDSELYR--DEQDA--LSVAIQSVKTDLYNRDYMAA

                                          Lp  h    6PpQ   DL5k  F  2Ly          6   6q VK dL5 R Y  A

      

      

 :  99

 :  65

 :  65

 :  65

 :  58

 :  59

 :  58

 :  64

 :  64

 :  63

 :  60

 :  61

 :  54

 :  63

 :  63

 :  57

 :  61

 :  60

 :  61

 :  61

      

             

             

YLR063W    : 

Smik_12.12 : 

Skud_12.12 : 

Suva_10.14 : 

CAGL0F0166 : 

KAFR0D0097 : 

KNAG0L0028 : 

NCAS0J0040 : 

NDAI0C0648 : 

TBLA0D0243 : 

TPHA0P0022 : 

Kpol_1058. : 

ZYRO0F0292 : 

TDEL0C0055 : 

KLLA0D0520 : 

ACR222W    : 

Ecym_1512  : 

SAKL0B0112 : 

KLTH0G1870 : 

Kwal_14.11 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

FNNDSKRIAYCCRWSPSRATSYASVFAHFPELLKII----------------RCEIDD---------------------KD-------SNVLCIGGGAGG

FNSEAKRIAYCCRWSPSRATGYASVFAHFPELLKVI----------------RCEIED---------------------KD-------SNVLCVGGGAGG

FNNDLKRIAYCCRWSPSRAAGYASVFAHFPELLKII----------------RCEIEG---------------------KD-------SSVLCIGGGAGS

FSNDLKRMAYCCRWSPSRATSYASVFAHFPEVLKII----------------RCETES---------------------QD-------SNVLCVGGGAGS

FDDQINRAAYVSRWSPSRSLCYTTLFTHLKPVYELL--------------------SQ---------------------GS-------SHVLCVGGGAGG

FDDDLKRTAYCCRWSPSRAISYASLFAEFPEVADII----------------KCA-SG---------------------EN-------KSVLCVGGGAGA

FKTDERRTAYVCRWTPSRAISYASLFSHFPEILEKL----------------RTS-------------------------D-------SNVLCVGGGAGA

FSSDPKRVAYCCRWSPPRATSYGSLLSHLEPVLNVI----------------QCH-DG---------------------AD-------QNVLCVGGGAGS

FNNDIKRIAYCCRWSPSRATSYSSLFAHLDEVVHVI----------------KCK-DM---------------------ED-------QSVLCIGGGAGS

FDDDIKRTAYCIRWSSSRAMAYASLFAFFDPIKKII----------------QCH-SS---------------------ED-------QAVLCIGGGAGG

FENNVKRTAYCCRWSPSRATAYSSLFAHLTEVTDVL----------------TCK-DG---------------------ED-------QDVLCIGGGAGG

FSNDIKRVAYCCRWTPSRATAYASLFTHFKEIVQLL----------------TCA-NG----------------------D-------QSVLCIGGGAGS

FDDNAKRVAYCCRWSPARAVAYTSLFAQLEPINQVV----------------RCQLQG---------------------GD-------QRVLCVGGGAGG

FGNDAKRTAYCCRWSPSRATAYASLFAHLQECAQVI----------------RCK-ES----------------------D-------QNVLCIGGGAGG

FDSSKKRVAYCCRWSPSRAVAYSSLFASLKPVKNVL----------------QCKNPDDDDEEYDSESDDDTQEITKQLENLDIDPICSNVLCIGGGAGG

FDSQEKRAAYCCRWSPSRAVAYSSLFAHLAPVRNVL----------------TCA-GG---------------------TS-------RNVLCVGGGAGG

FNTASKRAAYCCRWSPSRAVAYASLFATLTPVADILAGSNFAAANVKSSAVGRCHSTS--------------FGSQPEDLT-------NNILCIGGGAGG

FDNEDKRSAYCCRWSPPRAVAYASLFGYLKEVREII----------------QCK-SSAIDDKLAFLSLDESPRNGRSNID-------SNVLCIGGGAGG

FNSFEKRTAYCTRWSPSRAIAYASLFSQLRPVREVI----------------KCEKES--------------------SSS-------SNVLCVGGGAGG

FNSEEKRTAYCCRWSPSRAVAYASLFSQLRPVRDIL----------------KCE-IG-----------EGDP------VD-------SNVLFIGGGAGG

F     R AYccRW3psRa  Y 36f         6                 c                                    6Lc6GGGAG 

      

      

 : 155

 : 121

 : 121

 : 121

 : 110

 : 114

 : 110

 : 119

 : 119

 : 118

 : 115

 : 115

 : 110

 : 117

 : 147

 : 112

 : 140

 : 136

 : 118

 : 120

      

             

             

YLR063W    : 

Smik_12.12 : 

Skud_12.12 : 

Suva_10.14 : 

CAGL0F0166 : 

KAFR0D0097 : 

KNAG0L0028 : 

NCAS0J0040 : 

NDAI0C0648 : 

TBLA0D0243 : 

TPHA0P0022 : 

Kpol_1058. : 

ZYRO0F0292 : 

TDEL0C0055 : 

KLLA0D0520 : 

ACR222W    : 

Ecym_1512  : 

SAKL0B0112 : 

KLTH0G1870 : 

Kwal_14.11 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

ELVALASIFTLSRDFSSKFASALKIDN---------EVNKKPRNLNIQLVDIADWSTVVEKLTATIKSKWLYGDSEAESFNVNFTHKDCLQMT-EPQDIK

ELVALASIFTLSRDFSSKFATALKINN---------EETIKPRKLNIQLVDIANWSSVVEKLTTTIKSKWLYDDLAAESFNVNYVHKDCLQMT-EPHDLK

ELIALASIFTLSRDFSSKFASASKMKN---------AENKESGKLNIQLVDIADWSAIVEKLTTTIKSKWLYDGKEAESFKVDYVHKDCLQMS-EPQDLK

ELVALASIFTLSRDFSSKFASALKINN---------EEKKEPGKLNIELVDIADWSTIIGKLTTTIKSKWLYDGREAEAFNVNFVNRDCLQMT-QPQDIK

ELVSLANIFTMANVSDNAF----------------------DGTMKVDLIDIANWDDIIQRLVTSINTKWLYQADRSQRFMVNFQNKDALMMN----DIE

ELAAISSIFAPSRTFDSKYKTGTDDSK------------SKKTTLNVQLVDISDWSNVVTRLSNEIKSYWLYNN-EHEYFNLKFTNCDILNTD--QKDLK

ELVALASIFTPA-----KFAKDS-----------------STGTLQVNLIDLSDWDHVLQKMITSINDRWLYKQ-TSADFKVQFTNRDVLTVT-ETGDL-

EFVSIASMFTTSRELTSKYHVKEIDGD----------DMVKKSTLNLHLVDIANWRTIIKRLNDSIDEKWLYNN-ESDFFKVKFTENDILKMN--ETELD

EFIAIASMFTTSRELTSKYATKNKDKDEDDENEQDDADASRKTTLNLQLVDIANWDTIIKRINDTISDKWLYNN-EHEYFNVKFTENDILKMS--SKELN

ELIALCSMFVYSQNMTKKFSTNNEDVA-------------ESPKLKLNLMDIADWSSIIERLENQINEKWLYGG-GNDTLNINFIHDDILKMNFNENNVS

ELVAIASLFAPSRSFDSKYRTKRIESE-----DGDLHGTPTKTTLNLHLVDVANWENVLKRLSDTIEDRWLYQG-EMKYFNTTFTNKNILEMS--NDEMH

EMVAMSSIFTPTRKFASKYAKDVDESK----------DQDGKHSLHLHVVDIADWSNVLDRLTKEIADRWLYSG-EIKYFDIKFTKDDVLQMK--TSQLH

ELVALASLFTPSRHVRTP----------------------SNEGLQIHLVDIYDWTNVVSRLQDQINTNWLYNG-QSRFCNMEFTSNDILKMD--PGQLQ

ELVALASLFTPTREFITKYSTSKQPTT-------------TKNSLNVHLVDISDWSAVVNRLQSTISGKWLYAD-ESKYFKVHSSNRDILTMS--EDDLS

ELVALASIFAPSRDYNSKFSADKKDMK--------------CSRMNVQVVDIADWSDIVERIDDSIKSNWLRS--QSDNFDISFKHADILSLT--AEQLN

ELVAAANLFTATRDFDARHRPDAPADA-------------NAARLAIRIVDIADWSAVVDRVAAAVRSSWLFH--LAPALDVAFAHTDILQPA---ASLG

ELVALVSAFTLSRDFNSKFQKKIPCSN--------------QNRLSITLVDISNWEDIIQRLNDSINTNWLHE--QSKFLNVEFKNDDILKIP--LADLQ

ELVSIASIFTPSRDFSLKYSKTPQKDD-------------TSPKLNVHLVDIANWSHLVGSLDKGISENWLYD--QSKNFNVTFEHKDILGMT--PKDLK

ELIGIASIFTPSIDFNAKYATTKSAVQ--------------SKRLTVKLVDIADWSAVVDRLKGTMRDVWLFD--HSSDLDVQSLNLNVLKTG--ASDLG

ELISAASIFTPSIDFNAKYSTIQTSDP--------------PKKLTVKLLDIANWSQVLDRLTKNMRDTWLFD--HADDLDVQFLNLNVLKMS--TKELK

E    as Ft                                  6 6 66D6 1W  66  6   6   WL                1 L        6 

      

      

 : 245

 : 211

 : 211

 : 211

 : 184

 : 199

 : 185

 : 206

 : 216

 : 204

 : 207

 : 202

 : 185

 : 201

 : 229

 : 194

 : 222

 : 219

 : 200

 : 202
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YLR119W (SRN2) 

  

             

             

YLR119W    : 

Smik_12.18 : 

Skud_12.19 : 

Suva_10.21 : 

CAGL0D0242 : 

KAFR0B0306 : 

KNAG0G0238 : 

NCAS0C0332 : 

NDAI0G0264 : 

TBLA0H0130 : 

TPHA0A0159 : 

Kpol_543.6 : 

ZYRO0D0587 : 

TDEL0F0442 : 

KLLA0E0411 : 

AGL189C    : 

Ecym_4248  : 

SAKL0H1573 : 

KLTH0G1245 : 

Kwal_56.23 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MKVKATKLRIKQRRKNKGLNISRLDIIRAEMDVVPSPGLPE----KVNEKS-------------------------------------------------

------------------------------MNAASAPSVQE----GVNRRN-------------------------------------------------

------------------------------MDVLPTLSIQEKDNERNDKRN-------------------------------------------------

------------------------------MDMPPPPDVHE----RTQKQN-------------------------------------------------

------------------------------MDKPPILPPREDAVALEPANDQPK----------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

------------------------------MDSTEPS---------------------------------------------------------------

-----------------------MVCMRKGKEIKVRATETRHREKGNDEYQMTMETTIIADGNTTTTSL-------------------------------

-----------------------MEQETQVPPLPPKETQAQQEPIDLHGNRYSVGQINETQFQDTLLIDNELQSLTSSTVSIPSTINTTKSLTLNSNIFI

---------------------------MNLPNLN-----------EDGKPS-------------------------------------------------

---------------------------MDSDAAAQ----------RVDNSG-------------------------------------------------

---------------------------------------------MDSKQN-------------------------------------------------

---------------------------------------------MSSELN-------------------------------------------------

---------------------------MSLPELPPRPDRP-----KSTESLHC-----------------------------------------------

---------------------------MGTPVLPPKPCA------AAGGPR-------------------------------------------------

---------------------------MSTPELPPKPVTD-----KSETKQ-------------------------------------------------

---------------------------METPHLPPKPTAA-----RSEVDV-------------------------------------------------

---------------------------MDLPHLPPKPQKI-----ESQPSS-------------------------------------------------

---------------------------MEAPRLPPKPDSA-----DLSAAR-------------------------------------------------

                                                                                                    

      

      

 :  47

 :  17

 :  21

 :  17

 :  24

 :   -

 :   -

 :   7

 :  46

 :  77

 :  13

 :  14

 :   6

 :   6

 :  21

 :  18

 :  19

 :  19

 :  19

 :  19

      

             

             

YLR119W    : 

Smik_12.18 : 

Skud_12.19 : 

Suva_10.21 : 

CAGL0D0242 : 

KAFR0B0306 : 

KNAG0G0238 : 

NCAS0C0332 : 

NDAI0G0264 : 

TBLA0H0130 : 

TPHA0A0159 : 

Kpol_543.6 : 

ZYRO0D0587 : 

TDEL0F0442 : 

KLLA0E0411 : 

AGL189C    : 

Ecym_4248  : 

SAKL0H1573 : 

KLTH0G1245 : 

Kwal_56.23 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

-KNIPLPEGINLLSSKEIIDLIQTHRHQLELYVTK--FNP--LTDFAGKIHAFRDQFKQLEENFEDLHEQKDKV-QALLENCRILESKYVASWQDYHSEF

-TNIPLPEGIHLLSSKEIIDLIQTHRHQLELYVTK--FNP--LTDYAEKINAFRDQFKQLEDNFEELNQQKNKV-QSLLEECRILESKYVASWQDYHLEF

-DSIPLPEAIHLLSSKEIIDLIQIHRHQLELYVTR--FNP--LTEIVEKINAFRDQFRQLEEEFEDLHEQRNEV-QAQLENCRILESKYVASWQDYHSEF

-KNIPLPEGIQLLSSKEIIDLIQIHKHQLELYVTK--FNP--LTEFGEKINALKDEFKQLEKSFEDLHGQRDKV-QALLENCRILESKYVSSWQDYHSEF

-LDVKLPVNINLLSYNELLELINQHRDKLHWFCAS--MDS--FEPITEEVKRLKNQFKELEEKFSKLEDGKVVI-QDQIAELVILESEYTKKYQNLQQLI

--MNKLPEHVELLSANEIQELGEKYKTQLKLYVSK--FQD--VSTLIDSLKESKDELSHLQNKFNEIEESKKGL-TTDLESLRILNSEYSQKWQELSTII

--MTILPENIELLTTHELNDLLLNHNDELTKLCSKSQIGE--VQRILQSVSSDKEALIALKDQFTTLEEKKIKL-GNDVSELERVKMEYMKKWQDTDTLY

-GNVPLPDNADLLTTRELLGLLTEHRDQLQSYVTK--FHP--LSELEEQIEELRHKLQELQRKFDELQIERHEV-TEEIEQLKICESEYVKQWQDLQGMI

-EDVPLPENIQLLTNRELLGLLTEHADKLSEYVTK--FHP--LNDTISDIQTLKQRLRDLHERFDELQLKRDDI-KKELEDYKVVESMYVKKWQDFHHLI

PKTVPLPEHSKLLNSEEIIKLNQD-THKLNNYINQ--LHKNSKINIIEEINIIKKKFQDLEVKFNKLDIEKNEVLSQKLSNLQIIESTYIKKLQDFNSQI

-TNIPLPNSISILSNSELIDLINLQRDNLANYVTQ--FNL--QSDYKDSIEKLLEELHTLEIKFNELESKKNDT-YENLESCQILESQYVKEWQDLNRHI

-KNIVLPDNIQLLSTNELLGLIQNHREELSKYVTK--FCS--LQDVSKEIQGLEVKLKELEQKFENLEKDKTQV-IEMFDNFKQLEAEYSYKWRKLHDDI

-VNIPLPENVELLSSGEILGLLKEHRNQLQSYVTK--FHP--QDELKQEVNELRSQLQSLESKFQGLEDERSNT-QRQLEECRIMEAQYVKLWQDLRQRI

-RDIPLPENVELLSSQEVFELVTQHKRQLESYVAA--FNP--QEELKADVLNLKVQLQELEGKFKGLEEERAKV-QEQLEECRILESQYVKRWQDQHQKI

-SDVELPQNVDLLTFNDIQQLLQQ-QDMPKEYAKR--FNDNLVQDISNKSVAWKAQAEQLIEGLNKLAENKRHL-KGELDSFKKLEFEYMKKWQDLDLLI

-AEVPLPRKAHLLSTAELQELLKA-QDKLQLYVAG--LCE--SEETQKRVEQQRKQLAEIRETFAGLEGERQRV-QERLDGYQRLVFRYHEAWQAVDGAC

-VQVDLPANSHLLSVEELKEIIQA-RDKLQAYVNR--FCK--NDEVKKQVGSYKTVLSNLKEDFRYLEDQKFEL-QDNLDAYHRLECQYREKLQLLDMAI

-VPVDLPVNCHLLAADELRSLFRDHRDKLEEYVMR--FND--IGDVKETIAGYKNDFMKLCEQFESLSTKRHTV-EDELEEYKALKHEYLSKAQELETMM

-NQASLPKNVNLLPFVVVEDLLTKHQSELEDYVLR--LND--CQDIEKQNSQFQSKLKKLLQLFESTETRRREL-NVELSSLQKLEAEYEIKWEQLNNLV

-SHLPLPDNVNLLPVKVIKDLITKHTNELEQYVMR--FND--CKEIENECIAYKDQLQRLLSAVGEIESRRQER-SAELESIRVIEAEYENKWEELNNLI

     LP    6L   e6  6       l                              6   f      4              e  Y           

      

      

 : 141

 : 111

 : 115

 : 111

 : 118

 :  93

 :  95

 : 101

 : 140

 : 174

 : 107

 : 108

 : 100

 : 100

 : 116

 : 111

 : 112

 : 113

 : 113

 : 113

      

             

             

YLR119W    : 

Smik_12.18 : 

Skud_12.19 : 

Suva_10.21 : 

CAGL0D0242 : 

KAFR0B0306 : 

KNAG0G0238 : 

NCAS0C0332 : 

NDAI0G0264 : 

TBLA0H0130 : 

TPHA0A0159 : 

Kpol_543.6 : 

ZYRO0D0587 : 

TDEL0F0442 : 

KLLA0E0411 : 

AGL189C    : 

Ecym_4248  : 

SAKL0H1573 : 

KLTH0G1245 : 

Kwal_56.23 : 

             

                                                                                  

         *       220         *       240         *       260         *       280  

SKKYGDIALKKKLEQNTKKLDEESSQLETTT--------RSIDSADDLDQFIKNYLDIRTQYHLRREKLATWDKQGNLKY--

SEKYGNIAMRKKLEQKTKKLDEESSQLETSM--------RTIESADDLEQFIKNYMDIRTQYHLRREKLATWESQGDLRY--

TEKYGDIAMRNKLEQNTKKLGEESSQLEASV--------RTVESADDLDEFIKTYLDTRTQYHLRREKLATWESQGKLRY--

EEKYGDIAMRKKLEQSTKDLEEESSQLEASM--------RTIESADGLDQFIKDYLNIRTQYHLRREKLATWESQGKLRY--

RSNYSKDVAKRTMLNKIKENEQKCDELEINA-----------KGSLDLDVFLKSYMDFKLDYHMQKQKLNVLSAQNNF----

SDNYSEAALKHKLENQVKEYLEMSDQLEASVYSTEGEI-----DSSALDDTLKQYMETRINYHRSKEHLATWNAQGYLRK--

KNAYSETAFKRALQDQVKACEEESNETESLLYSKTGKL-----TGNELDSWLSKFQEQRHQYHYLNEQLTTWEAQGMLKK--

RDNYSDEAMKRKVQLSIRQLDEQCNQLELSL----NTHTENKLDSNSLDTFVNEYLEKRKLFHLQREKLATWDAQGRLKS--

QEKYSDDALRRNVEMYLKRLDNECTNLEVSMYDTQGQDGMKNIDMNQLNLFVKEYLEKRQKFHLNQEKLNTWNEQGSLRL--

HDQYSNESMKKKLEKQIREIDEESEIIERNI----TKNIESSDKDQTMDEMIDKFLDSRCRYHLRAQKLATWNVQGNLKV--

EMNYSSAAIKKI----------------------------------------------------------------------

DIKYSPNVLKNKLEAELKELDHASRIIEENA-----------SNSNELDSFINQYLDIRTQYHSKREKLSTWKQQGELYE--

MEKYHDDALKKQLEVQIQHLDDASGKLEMDM-----------GKYEGLDEFLNDYIGTRTQYHLKREKLTTWIQQGELKM--

DKKYNEDLLKAVLEIQMTEVEDDSFKLEEKL-----------KEDDDLDVFLDQYIEMRTNYHIKREKLATWNAQGTLRVR-

NSKFSNDALKKQLRHNVINLDEKSSHMVNEV----------PVTDESLDLFLEQYVNERTEYHLQREKLATWEQQDTLRLP-

RARYDDGVLRARLQQEMRAAEAECRVLRAQL------------GDAEVDAFLTQYLRLRTEYHVRREKLETWEVQGALRR--

NDSYNDPTLKHKFKSQIRELDEKSRAMEARL------------DATDVDAFISEYISLRTNYHLYSEKLNTWDSQGALINDG

NERLGDKALRNRLRLQIRELDDKSHALEADH-------------SLDIDSFITQHLELHTQYHLRREKLETWELQDGLKK--

SRSFSHEALAVTIQNNLEILESQSSVAEANF-------------KGDVDQFLGQFLELRTKYHLQRKLLHSWNQAGDS----

SRQYGDAALTARIKSELVANDSLAKNLESAS-------------DMDLDSLIERYVELRTEYHTQRSLLQSWIDRPTEKAPE

                           e                                  h     l  w  q  l    

      

      

 : 213

 : 183

 : 187

 : 183

 : 185

 : 168

 : 170

 : 177

 : 220

 : 250

 : 119

 : 177

 : 169

 : 170

 : 187

 : 179

 : 182

 : 180

 : 178

 : 182
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YLR165C (PUS5) 

  

             

             

YLR165C    : 

Smik_12.22 : 

Skud_12.23 : 

Suva_10.26 : 

CAGL0H0271 : 

NCAS0C0296 : 

NDAI0G0230 : 

TBLA0H0315 : 

TPHA0L0087 : 

Kpol_1030. : 

ZYRO0C0389 : 

TDEL0F0504 : 

KLLA0D1817 : 

AGL134C    : 

Ecym_4187  : 

SAKL0H1408 : 

KLTH0F0886 : 

Kwal_23.33 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

----------------------MSLK----------KQIPIIFENTHYFIVNKPPGIPSQPPDCRTWGRT--HPNLD---P-TPLLERFKAIYYSHR---

----------------------MCIK----------RQIPIIFENAHYLIVNKPPGIPSQPPDTRTWGRT--HPGLD---P-TPLLDRFKTIYCSYK---

----------------------MSLK----------RQISIIFENAHYFIVNKPPGTPSQPPDSRTWKRT--HPDLD---P-TPLLENFKTLYSSDK---

----------------------MSLK----------KQLPVAFENAHYFVINKPPGILSQPPDSRTWRRT--HPDLD---P-TPLLERFKTLYSSDK---

------------------------MS----------ARLKVVYDGMHYMIVYKSAGVLSQPGLASDSR--------------PVLMSELRGLLS------

-----------------MRGTMTNLL----------PKIPILYECNNYIIINKPFGVYTQPADLHTWFQR--YPGRPEG-P-RYLLDELANTFKREEEEK

-------------------------------------MIKIIFDCNNYIIVNKPFGVFSQPGDLGAWFLK--NPNSKAG-P-RVLLDEVPNTFSRNVQ--

-----------------MENIPKALF----------PRVPLIFDCVNYMIVNKPYAVLAQPGATKKRLPN--GQLEVVKHPYPDILSLIRDQYGSGIR--

-----------------------MNK----------FSPSILYRCNNYILTSKASGQVCQPGKVKTRLGFKKH---------TVVLDELKKKYSDEK---

----------------------MSIS----------SMIPICYRNSNYIIVNKPFNVLSQPGYIGSWKCV--GLSSPVV-P-VLLDDLIKQNAGKDE---

-----------------------MNK----------PVLKIVHECNNYFLINKPPNVLSQPGNVHRWIYHGLYKNQHVNTP-KVLLDELKSQSSTSKR--

---------------------MSIGS----------RTLPVVCECSNYFIVNKPYGMFSQPGDLGQKYAH--YPVKAK--P-PVVLDELRRQYGKGRV--

MLRRGFIKQPPFVKIFKIVSPESTNAKATHCEVEFPLKVQELWRDKHHVIFNKPPLALSQLPDKRTWYNT--HDYD----P-PVLLDIVQSSSGSILKDG

-----------------------MNR----------WAVPILHEHKHYYIVNKVHGIVCQPPDLRTWYKY--HDYE----P-PVLLDLLRKQHPNF----

-----------------------MTR----------WNLPILFQNKHYIIVNKPNGVLSQSPDLRTWWLH--HKYE----P-PVLMDLLRTQYPDI----

----------------------MPNKFGTTCKNIFNLRVPIIYNGKNYLIVNKAVGIFCQPPDLREWHKA--QRED----P-PVLLDILRENSGIC----

----------------------MSRK----------LSINLVYEAKNYVIANKPPGVFCQPPDRNVWYNA--QYKE----P-PILLELLKSQAST-----

-----------------------MRQ----------GLIKVIFEAKNYVIVNKPAGIFCQPPDLNKSKLC--EETA------PVLMDMLRHQFPD-----

                                               y 6 nKp g   Qp                   p   6               

      

      

 :  59

 :  59

 :  59

 :  59

 :  46

 :  69

 :  57

 :  69

 :  55

 :  61

 :  64

 :  62

 :  93

 :  56

 :  56

 :  67

 :  56

 :  54

      

             

             

YLR165C    : 

Smik_12.22 : 

Skud_12.23 : 

Suva_10.26 : 

CAGL0H0271 : 

NCAS0C0296 : 

NDAI0G0230 : 

TBLA0H0315 : 

TPHA0L0087 : 

Kpol_1030. : 

ZYRO0C0389 : 

TDEL0F0504 : 

KLLA0D1817 : 

AGL134C    : 

Ecym_4187  : 

SAKL0H1408 : 

KLTH0F0886 : 

Kwal_23.33 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

-EVELCRTVHRLDHCVTGGMLIAKTKDGSVKFSRFLQKGGNNGYKLQRKYVAIVESSGRFNKPNNYEIKYGPKYNFLISHGGREITKFKEVDENCIVLQL

-QVELYRTVHRLDHCVTGGMLIAKTKDASIKFSRFLQKGGNKGYKLLRKYVAIVERPSCLDKRFNDQVNNGSHYNSLVSHDGRQITKFKLIDEQCIVLQL

-QVESCRTVHRIDHCVTGGMLIAKTKDASAKFSRFLRKGGNNGYKLQRKYVAIVEQPSRLNETSNSDINYGPQYNSLISHDGKQITKFRKVDDQCIILQL

-HVEACRTVHRLDHCVTGGTLIAKTKNASMMFSRFLQKGGNKGYKLRRKYVAIIEHSKNSKEFMSNEVGYGLKYDSLISHEGEQITKFKKVDDRCIVLQL

-ETLDLYSVQRLDACVTGGTVVAKNKRAAMMFSRYLKQGGGSGYGLTRRYLARINA------QPVCDEGT-------IESPG-MVTYYRRVRDDCVVVEL

KNFQELKTVHRLDVCVTGGMLLAKNKTAAINFSRNLKKGGSSGFPLKRRYVALLNDSLK---KTLRPTGT-------LEMNG-MVTKYKLFDDQCIILEL

-SFDKLRTVNRLDACVTGGMLLAKNKNAAEMFSRNLRKGGNSGFQISRRYVALLDTNQIDDFQALRESGT-------MISDD-MVSKYKRLDEQCILLEL

-HLGEWKTVHRIDKCVTGGMLITKNENAVKMFSRNLKKGGNTGYKISRKYVALLEGTPT---QSTRPSGI-------IGSKV-MQTRYKRFDDNCIIFEL

-DITEWRNVQRLDIGVTGGLIIATNKNSAIQFSRNLKEGGNAGYKIIRRYVALLNPNSNSS-RGLPEEGR------IVTNNNKMITLYKQFDENCYIFEL

-NVTEWRTVHRLDKLVTGGVLIATNKNSAIKFSKNLRYGGNKGYKFTRRYVALVENSLNVNTRKIPEFGQ-------INFDG-MISNYKQFDESCFIFDL

-DFDSWRLVHRLDSCVSGGLLVATNKNAAKYFSRNLKEGGNKGYKIDRRYVAMIDNPGKGDPKYLNEYGI-------IDKMG-MVSKYRRFDEKCILVEL

-DAGEWRTVHRLDACVTGGMLLVKNKNAAIQFSKNLRAGGNKGFKMTRRYVAIVGEGEIGT-KYRSDTGV-------IQCLG-MTTRYRRFDEKCYVLEL

TYEPSYYPIHRIDTPVSGGIVYAVNKQSAQQFSRNLRYGGNKGFSLTRKYVAKVGKSKT---ANECKEGL-------IKWNG-AITYFQRVDNEHLILQL

-GGEVWRTVHRLDEPVTGGVLVSRNKRAAAMFSRSLALGGNRGFPLTRRYVALLAREA----KGLPSEGR-------ITMGD-MITDYKRLENDLVLLQL

-CQAQWRTVHRLDATVTGGILISCTRTAASKFSKNLALGGNSGYKFTRKYIALVTGSSI---DSFPDEGR-------LMIND-MVSDYKRLGDNLVLFQL

-NVQELRTVHRLDSRVTGGVLIAKNKNSAVQFAKNLKKGGNFGFAFTRKYVALVSGTPK---EPVSEQGI-------ICKDG-MITQYKRIKENCLVVQL

-RAAEWRPVHRLDTNVTGGVLVAKNKNAAAMFSRHLKKGGNHGYKLTRRYVALVEGNT----AELPDTGV-------ISENG-RLSKFKKAGLHVLVLQL

-VASNWRTVHRLDTNVTGGLVIAKDKNSAAMFSRNLRKGGNHGFKLTRKYVAIVGNKA----KDLPEEGV-------LGGPG-MLSWYKKGDPGLLVMQL

        6hR6D  V3GG 6 a        Fs4 L  GGn G5   R4Y6A 6              g        6       3 5        6  L

      

      

 : 158

 : 158

 : 158

 : 158

 : 131

 : 158

 : 148

 : 157

 : 147

 : 152

 : 155

 : 152

 : 182

 : 143

 : 144

 : 155

 : 143

 : 141

      

             

             

YLR165C    : 

Smik_12.22 : 

Skud_12.23 : 

Suva_10.26 : 

CAGL0H0271 : 

NCAS0C0296 : 

NDAI0G0230 : 

TBLA0H0315 : 

TPHA0L0087 : 

Kpol_1030. : 

ZYRO0C0389 : 

TDEL0F0504 : 

KLLA0D1817 : 

AGL134C    : 

Ecym_4187  : 

SAKL0H1408 : 

KLTH0F0886 : 

Kwal_23.33 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

VTGKKHQIRNHVSQILNQPILNDKRHGSTVNFPELFNDQIALHSACIITKIGLQTKTHLIPMEHNNTG-QLWSRKYVNEEGEFTLPIKEVLLENWDQ---

VTGKKHQIRQHLSQILNQPILNDQKYGSTSKLTTPFKDQIALHSACIITKIGLQTQTHLIPMKFNNTG-KLWSRRYVNEEGEFISQIKDVLIENWD----

VTGKKHQIRYHLSQILNQPILNDQKYGSTAKLPRAFKNQIALHSACITTKIGLQTKWHLIPMKYNNTG-ELWPRKYVSEEGEFISSIKDVLMENWD----

VTGKKHQIRYHVSQILNQPIINDQKYGSTTKLPMAFRNQIALHSACITTKIGLQTEVHLIPMIFNNNG-ELWPRKYVDEEGEFNSSIKELLLENWD----

KTGKKHQIRKHLALNLNCPIVNDTYYGGSV-VKGVNG-QIALHSAFVRTRIGKNMQDHLVGIEPQEQT--LWK-SILTENGMLPDDIVRTLTRDKLF---

ITGKKHQLRKQLSSILKQPILNDVKYGGSY-LLGTDKEQIALHSAYIETRVGLQKRSHIVPMIFNNNG-KLWNRQYIDSQGFFCAGITKILTDTWNVDV-

VTGKKHQLRKQLASILKQPILNDCKNGGLR-IPEVDENQIALHSAFIKTKVGLQERKHLIPMTFDNNG-NLWLRKYCDAKGHFSPEIIRLLDEGW-----

LTGKKHQLRLQCQKFFRQPILNDKKYGAGL-VNGAPLDQIALHSAFISTVVGFQKRGHHIPMVFNNDG-NLWDSKYVDLKGNFIPEIQALLEENWDDEMA

VSGMKHQIRIHASKVLEAPVYNDLLYKGSP--VGDDPVQIALHSAFVKTKIGFNIREHSIPMPYHNKT--LWDPKYIADGGYFIPEIGRILEEGFDSKEL

VTGGKHQIRKHLSLCLGRPILNDVKYNATP-ITEIDRNQIALHSACIKTNIGLQSREHLIPMIFNNDG-LLWKRKYVNERGEFLEQIQDILLEEWDEVTN

STGQKHQIRKHLSHILKQPVLNDVKYGGPL-LPHTDPLQIALHAACVKTKIGLQKREHLIPMTFNNNG-KLWDRRYLDEKGNFIPEIQKMLLEEWTF---

ISGGKHQIRRHLAQGVGQPILNDEKFQGSL-VPGTNPAQIALHSACIKTTVGFQKRSHLIPMVYNNDG-KLWDPKYVDREGNFNLELQRMLLNDWTDIVF

VTGKKHQIRKLTQQVLDSPIYNDLKYGGKK-VFDSDF-QIALHSAYIRTKIGFNIHEQIIPVPDGFRM--IWG-ESVDQNGNFNEDITRVLKEDWAGTIK

QTGRKHQIRKQMAQVFGQPVVNDKMYGGDS-VDGIVDNLIGLHSAFIGAQCGLQARTYLIPIPRTQDAFKLWD-KYIDEQGGFIPSVQKELRDFSLPSKL

HTGKKHQIRIQLSKVFQQPIVNDVKYGADA-IPNLED-IIGLHSALISTEIGLTRENHLIPIPCDSNARKLWN-GYVDANGEFNDLITESLYDFSLPSRL

HTGKKHQIRKHLAHVLGQPLLNDLKYGGKQ-IFGAGD-QIALHSAFIKTKIGLQVNEHLIPVPSSGTA--LWS-ECLGSDGHFDTRIQNTLLENWKEEIK

CTGKKHQIRQQLSQCLKLPILNDLKYGGRQ-ITGAGR-QIALHSALIQAQVGVQEQIHLVPVMEKWRN--LWS-TYVDEEGHFCPQIRRVLTENWG----

GTGKKHQLRWQLSSLCGLPILNDVKYGGTP-VLGAGR-QIALHSAFIQTQVGLLQKQHLVPVESKFRG--LWS-KYVDQDGHFSPSMQSLLTKEWLLD--

 3G KHQ6R         P6 ND   g           qIaLHsA 6 t  G     h 6p6        6W   y    G f   6   L         

      

      

 : 254

 : 253

 : 253

 : 253

 : 223

 : 255

 : 241

 : 255

 : 243

 : 250

 : 250

 : 250

 : 277

 : 241

 : 241

 : 250

 : 234

 : 234
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YLR218C (COA4) 

  

             

             

YLR218C    : 

Smik_12.27 : 

Skud_12.28 : 

Suva_10.31 : 

CAGL0J0897 : 

KAFR0L0133 : 

KNAG0B0278 : 

NCAS0E0376 : 

NDAI0A0287 : 

TBLA0F0215 : 

TPHA0A0309 : 

Kpol_1019. : 

ZYRO0F0583 : 

TDEL0C0235 : 

KLLA0F0513 : 

ADR089C    : 

Ecym_8062  : 

SAKL0F1040 : 

KLTH0H0211 : 

Kwal_56.24 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MLLFSSFFSHNKCPKQKKGPQPLKVVKGTSKSCAKQGKIKGKEKLWQAKTGRLVMSETGETSEYYKQALEEYKEVQEDE--------------DPDVWDT

---------HGKCPRLKKRGLSHRFFKGTFNSGVKQGKVEGKK--LEARTNIVTMSETENNSEYYKQALEEYKEVQEDE--------------DPDVWDT

-----------------------SAIEGTFNSGVKLRKTKGKGSFWQART--SIMSKTGKNSEYYKQALEEYKEVQEDE--------------DPDVWDT

LFFFSFLFQLDKCPK-KKGVSAIKRLLKALLTVVSSGKRREGGRPQQARITKAGMSSVGENSEYYKQALEEYKEVQEDN--------------DPDVWDS

----------------------------------------------------------MSESRYYKEALEQYKEMVEEEQDGS----------ERDSWDK

-------------------------------------------------MADKQSTGDVGQSKYYQEALQEYKDLMQDDE-------------EPDTWDV

-----------------------------------------------------------METEYYKQALEEYKELKEEQGEAAGETEGETQDGSPDDWDK

--------------------------------------------------MSPTTKEKEEQSRYYKEALEEFKEAQRENEQEDE---------SPDEWDQ

----------------------------------------------------MSNEKEQGRPNYYEQAKEEYKELAEDE--------------DPDVWDK

-------------------------------------------------------MSNINKSKYYNDALEEYKDMVSDT--------------EKDNWDT

--------------------------------------------MEGAIEQDKIVMTGKENSKYYKEALEVYKEEQKEKAQSAGQDDQD----EEEEWDE

------------------------------------------------------------MSDYYNQALEIYKEEQQEAAVE-----------DTDAWDK

----------------------------------------------MYYQPDKQSITKMSTSKYHQEALEEYKEAKA----------------DPDAWDQ

---------------------------------------------------------MSEESRYYQEALQEYNDLKKES--------------DPDVWDK

--------------------------------------------------------MSAGESKYYKEALAEYQDMDKED---------------PDAWDK

---------------------------------------------------------MAGDTEYYKQAVEEYAALKQDT--------------DPEEWDR

-------------------------------------------MKYASFVMAKKTISDFGRNCYFRLYLERGTAAQKNR------------------WSR

------------------------------------------------------MSSDPNSSKYYRDALEEYQELNKND---------------EDAWDK

-------------------------------------------------------MAQKEDSKYYKEALEEYKELCNDE---------------EDVWDK

-----------------------MRVFMPFNAQDPKNINTRLLKKLQANDSLQARMAQNQESKYFQQALEEYKELCKDE---------------EDDWDQ

                                                               Y   a                           d Wd 

      

      

 :  86

 :  75

 :  61

 :  85

 :  32

 :  38

 :  41

 :  41

 :  34

 :  31

 :  52

 :  29

 :  38

 :  29

 :  29

 :  29

 :  39

 :  31

 :  30

 :  62

      

             

             

YLR218C    : 

Smik_12.27 : 

Skud_12.28 : 

Suva_10.31 : 

CAGL0J0897 : 

KAFR0L0133 : 

KNAG0B0278 : 

NCAS0E0376 : 

NDAI0A0287 : 

TBLA0F0215 : 

TPHA0A0309 : 

Kpol_1019. : 

ZYRO0F0583 : 

TDEL0C0235 : 

KLLA0F0513 : 

ADR089C    : 

Ecym_8062  : 

SAKL0F1040 : 

KLTH0H0211 : 

Kwal_56.24 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

R----------------ISKTGC-YVENLALQLCHAETGDWRQCFNEMALF---RKCWEK------NGNRER-----VSTVDVDGTTSKDSEKKK-----

R----------------ISKTGC-YVENLALQLCHAETGDWRQCFNEMTLF---RKCWEQ------NGNRER-----VSTVDVDGPTGNGSEEEK-----

R----------------ISKTGC-YVENLALQLCHAETGDWRQCFNEMTLF---RKCWEQ------NGNRER-----VSTVDVDGAASSGLEKQH-----

R----------------ISKTGC-YVENLALQLCHAETGDWRQCFNEMELF---RKCWEQ------NGNRER-----VSTVDMDGSNNSGSEKKK-----

R----------------ITDTGC-YVENLALQLCHAETNDWRQCFPEMAKF---KECWES------NGNRDR-----VKTVDRDS---------------

R----------------INKTGC-YIENMALQLCRAETGDWRQCMLEMNAF---RKCWEL------HGNRER-----VHTVDKEEFSKQSK---------

R----------------IDDTGC-YVENMALQLCHAETGDWRQCMDDMARF---RDCWEK------NGNRER-----VSTVDKTL---------------

R----------------ITDTGC-YVENLALQLCHAETNDWRQCFKEMEFF---RQCWDS------KGNNER-----VNTVDRPKQVVQDELNK------

R----------------INATGC-YIENLALQLCHADTNDWRQCFKEMEMF---KKCWQK------NGNLER-----VPTVDVPGFSTFPKK--------

R----------------IDDTGC-YIENLALQLCHAETNDWRKCMLEMQAF---RRCWEI------KGNRDR-----VPTIDRDDIPKSDSKFVTTSDIL

R----------------IEKSGC-FVENMALQLCHADTGDWRQCLGEMQSF---KDCWNK------NGNNER-----VNTVDV-----------------

R----------------IDKTGC-YVENLALQLCHADTNDWRKCLGEMNAF---KNCWQS------NGNNER-----TSTKDV-----------------

R----------------IVDTGC-YVENMALQLCHADTGDWKQCTQEMNLF---RKCWEQ------HGNRER-----VKTVDRK----------------

R----------------ISETGC-YVENLALQLCHAETNDWRQCMKEMALF---RKCWDT------KGNRDR-----VRTVDR-----------------

R----------------ISNTGC-YVENLALQLCHAETNDWRQCLGEMKLF---KDCWQS------KGNDQR-----VGTVDAKEH--------------

R----------------IAQTGC-YVENMALQLCHAETGDWRACAADMARF---KACWAA------QGNRER-----VRTVDR-----------------

RKPHRSITSRLWRSTSSLSRMGTRRTGTSALTKRDVTSRIWR-CSSAMPIQGTGASAWERWSYSRSAGKRRATGNGCIQSIDKGLLV-------------

R----------------IDETGC-YVENMALQLCHAETNDWRQCLGEMAIF---KKCWES------KGNKER-----VGTVDK-----------------

R----------------INDTGC-YVENMALQLCHADTNDWRQCLGEMALF---RKCWDQ------KGNRER-----VSTVDK-----------------

R----------------IDKTGC-YVENMALQLCHAETNDWRQCLGEMAMF---RSCWSQ------KGNRER-----VSTVDRS----------------

R                6   Gc   en ALqlcha 3 dW4qC  eM  f     cW         Gn  r       3 D                  

      

      

 : 150

 : 139

 : 125

 : 149

 :  86

 :  98

 :  95

 : 104

 :  95

 : 100

 : 104

 :  81

 :  91

 :  81

 :  84

 :  81

 : 125

 :  83

 :  82

 : 115

      

             

             

YLR218C    : 

Smik_12.27 : 

Skud_12.28 : 

Suva_10.31 : 

CAGL0J0897 : 

KAFR0L0133 : 

KNAG0B0278 : 

NCAS0E0376 : 

NDAI0A0287 : 

TBLA0F0215 : 

TPHA0A0309 : 

Kpol_1019. : 

ZYRO0F0583 : 

TDEL0C0235 : 

KLLA0F0513 : 

ADR089C    : 

Ecym_8062  : 

SAKL0F1040 : 

KLTH0H0211 : 

Kwal_56.24 : 

             

                

         *      

----------------

----------------

----------------

----------------

----------------

----------------

----------------

----------------

----------------

QTSLNPTTDMTSSEKK

----------------

----------------

----------------

----------------

----------------

----------------

----------------

----------------

----------------

----------------

                

      

      

 :   -

 :   -

 :   -

 :   -

 :   -

 :   -

 :   -

 :   -

 :   -

 : 116

 :   -

 :   -

 :   -

 :   -

 :   -

 :   -

 :   -

 :   -

 :   -

 :   -
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YLR266C (PDR8) 

   

             

             

YLR266C    : 

YOR162C    : 

Smik_15.34 : 

Smik_12.34 : 

Skud_12.34 : 

Skud_15.32 : 

Suva_8.216 : 

Suva_10.36 : 

CAGL0L0440 : 

KAFR0G0254 : 

KNAG0M0104 : 

KNAG0F0283 : 

NCAS0D0272 : 

NCAS0F0031 : 

NDAI0K0284 : 

TBLA0C0623 : 

TBLA0G0051 : 

TPHA0F0254 : 

Kpol_1042. : 

ZYRO0D1405 : 

TDEL0G0410 : 

KLTH0C1009 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

QTLLKENDNNNAKPVYCRS---------------------------------------------------------------------------SENPLR

ENKIRILEAEKNTNSSASSMYTSPNFPPLGTSVGRGSTETSSPLPDG-----------------------------------------------VINPYA

ENKIRILEAEKNITSSVSSTYTSPNFPLSSASGCGGSTNTSSPLPGG-----------------------------------------------VINPYA

QTLLKENDNDSAKQVHCRS---------------------------------------------------------------------------SDNPLW

QSLLKENDNDDAEPVPRRS---------------------------------------------------------------------------PDNPLW

EDKIRYLENEKGINSPTSAVYTSPNFSLSNTSACGGSTETSSPLPDG-----------------------------------------------VINPYA

ENKIQLLENDRNTNPPTNFMYSSSNFPLLNATACGESTETSSPLSDG-----------------------------------------------VINPYA

QNLLTGNNNDTGRESILNAS--------------------------------------------------------------------------LNNPLR

EKQLADKETKNMLKSINESRSNDYGLNMMSDASKSPLGIPGSIDTLSPDSVSGRSSY-------------------------------------SVNPYL

-----SLNSNDNDAVEFSSPYGSAPSYSTNVRTS------------------------------------------------------------VLNPFR

EREALCGTTGKGRSKRTTVTVGAGTGPVAPIVATQGFEPLKAVEQYIVTPREWDA---------------------------------------AKNSFA

EDRVKELEQITNADENHESKSRGSDSSVGR----------------------------------------------------------------KKNPLL

EKTIEEMNKRISDQVSNLKAADSGKSTINTEVFDNNVDENFSDRETSSLSPIIDGNENMNVIPGPAEKVTLPIIQYVDKGNFFSPFKMDETFNVLGNPLL

MQAPPPNDLMYDSESELVERVKYSEKQLELVQNQDTQSSTSHSVPVGSTTKET-----------------------------------------CINPFK

STNAALLERIHQLEKQLATQTNSSASPLSPSFSSSPIATASSES--------------------------------------------------CMNPFK

KEKHQTQAQEPDKDINLQ----------------------------------------------------------------------------TINPYW

SNISSANSLIGEIHSTTSESSDSIPKYQSSRAENEIIRQNMEAEYNSSDPISEKT---------------------------------------NVNPLS

ELELTKYKNSSHVATNCPFGNHSSSNASPNTYDNVFNSKVNNVDPLSISELVGVNDSVNYITK-------------------------------EPQDFS

ESKV--ISSNDSDVSSNSSVIGRGSGDLNARSFMNKIGNISSEFASNSNSNASPNSDSRDV---------------------------------KSDPLK

EAKLAALEGEQSQSQSQSHSQQQISPPSSTDAASNVPGLSSICGGAISLRPAGPGN--------------------------------------PNNPLW

ESKL-AIKFGCDKPRSC-----------------------------------------------------------------------------ANNPLW

EEQLSRVSFDDLQKTGESYVVADSAGYAATSQTCVPCGPP------------------------------------------------------NKNDIL
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         *       320         *       340         *       360         *       380         *       400

SLRTSVLGDNGSRYVFGPTSWKTLSLFEQNKFQTEFQNLWKVLKPLPECTKSQL--NE------------------------------------------

DRYYLQSKHSGRSTLYGPTSMRTQIANSNWGFIEKYKQLWAKVKVERNKWKQNN--QKTMCRELGLLDE-----SDWQPD-----------------PLI

DCYYLQLKHSGRSILYGPTSMRTQIANSNWGFVEKYKQLWTKVKVERNKWKQNN--KRTMRRDLSLLDE-----SSWEPD-----------------SLI

SLRTSILGENGSMYVFGPTSWKTLSLFEPNKFQTEFQNLWIVLKPHPICTETQL--ED------------------------------------------

LLRTPVLGENGSMYVFGPTSWKTLSLFEPNKFQTEFQNLWAILKPLSECHKPRL--NETCITP-------------------------------------

DRYYLQNKHSGRSILYGPTSMRTQIASGNCGFIEKYKQLWAKVKVERNKWKQTS--QKTMCRELNLLDE-----SSREPD-----------------SLI

DRHYVQYKHSGRSIIYGPTSMRTQIFNTNWGFMSKYKQLWAKIKVERNIWKKNN--QKTMCRELGLLKE-----SSWEPG-----------------SLL

FFRTSVLGENGSMYIFGPTSWKTLSLFESNKFQREFQNLWGVLEPLPEYNEPQS--QE------------------------------------------

NHSYLQAKSYGRVTLYGPTSLRTYILNQNSDFAKKYQSLWVKIKEERQKYKKKH--EISLLRELKTVET----LPISDHG-----------------SLL

NYYFLHCKSTGRHILYCPTSSRTFFMRNNWGFMEKFRQLWGKVKIERDKWKEKNYSNGEKFNELEAIEL-----KTTDSM-----------------SSI

D--YLHCRGDGQMELRGPLAVLTLVQRSNPGFYNKWQQLWNKVDYSRGKWFAQL---APKFDPWTSPFT-------TGPV-----------------S-L

YLRSSRW-INEQHFIFGPTSWKTMLSLENEKFQLEFISLWDMFKPQPTKGTESS--TETVASTTEKGVS--IGGDIMNRK-----------------IFL

NYRMKDI-DAGSNITFGVTAWNTTSTAEKVPFRKEYIKIQEKILPKVQKWKHKR--NINLYNVNSLVDH------RDTDG-----------------CIL

DFYFLQNKSYGRRILYGPTSMKTFIKKNHWGFLTKYNQLWSKVKIERTKWKKKR--NISNLKELTMIEV----DGNPNVH-----------------NLI

DYYYIQTKTSARRVMYGPTSMRTLIMKNTWGFVDKYTQLWSKVKEDRTKWKKKR--KVPENDELGLLEQQFGVNYQEHDDNNTTTSNMNNQNTTIYESLI

QFKIQVF-NNNTRSTFGPTSWRTAVSPPNQSFNSQYPEIWENLQPKLLKLKIQN--DISLSNPELRLMQCPLVDSKNKNT-----------------SML

EIYYAQVKKSGRIITSGPTSMRCFANKGVQRFIDKHAFFWHVVKKARMKWKNKH--NFSMLKELGSIGE----DYGTLSK-----------------SLI

SFRFIYG-GNKWSVYYGTTSWKTIVQQSGDVYNTEYNKIGNVLLPMNRNWKKEH--GVKIMTSEFLLCN--TILSGKKNS-----------------SLF

ELRWLTV-QEGRTTIFGPTSWRTVVECSNEIFKTEYSRIWEAIKPEKRKWKVQH--NIPTILPEIRCIA--SPMVNCSGA-----------------SFL

EYRILYN-CRGQNILYGPTSWRTMVASQGERFQLEYRKLWEMIKPERDLWVVQN--PFSQFNTDVSQVI----LATNEND-----------------TLL

GYRTFIQ-DQSQKIIFGPTSWRTTVIAQGERFQSEYKKLWEVILPERDRWIREQ-----CASPLETVMR------TKDND-----------------SLV

DLKVLRV-KDGRYNYYGPTSIRVIITASGERFVAEYSKVWRKVEAEVNAWKNVH--GRLLTMEHNSLES-------PNNA-----------------PLL
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YLR266C    : 

YOR162C    : 

Smik_15.34 : 

Smik_12.34 : 

Skud_12.34 : 

Skud_15.32 : 

Suva_8.216 : 
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         *       420         *       440         *       460         *       480         *       500

NDVVADLPSFPQMESCIKSFFA---GPLFGILHIFNQDDIL-SLLDRLFIR---------DTTDKNLVILLDLQGNAKDKYNLGIVLQILCLGYY-NQDI

KQICRFLPSYNKALSILDDFFND--GACNEINVILDKAKVR-RDFLDYFMP-----EKEVKAEGDRSIVYILSNP-KKNYYKAAVILLILCLKYF-HTDV

KQICNFLPSYDKVLSILDEFFID--KTCNEINIILDKSKVK-RDFLDYFMP-----GKEILANGERPIVYILSNA-KKNYYKAAVILLILCLKYF-FANV

NHIVSHLPSFSQIESCVESFFA---SPLFDLLHIFNKNDII-SLLDRLFIR---------DTINDDLVILLDLEGKPQNRYNIGIILQILCLNYY-NQNV

-----DLPTFTELKSCVDSFFN---SSLFDLLRIVNKDDIL-PLLNKIFIR---------DTTNDDLIVLLNPTDDPKDKYNLGIILQILCLEYY-NQNV

KQICNSLPSYSKISSILDSFFTD--EASNEINFILDRKKVR-KDFLDYFMP-----GKDVLPNGERPIAYILSNQ-KKNYYKAAVILLILCLRFY-HESV

KQICKFLPTYEKIFSIIDHIFDD--ELINEFNIILDKTKIR-KDFMDYFMP-----GKDLLPNGERPIVYILSNS-KNNYYKAAVILMILCLRHF-YGNI

PSIVSILPTFSEIEICVDSFFN---STLFDLLRIFNKDDVP-PLLEKLFVR---------DTTNVDLIVLLNLTEDPRDKYNLGIILQILCLKHY-NRNV

ADICKELPSYAQIAQIVSSFFDT--EETNELNQILDKQKVM-KDFADYFIT-----GNRKNDDGELLIEKLVPDN-KYNLYKLGIILMILCIKHF-FEEM

EEIVTTLPRFSICVELVNSFFDPANIELYAINEALDKYKVL-ADLSVAFIS-----------DNDRIVKLKPCH--KKNYYKIGVIVMILALTYF-RREL

LNVCRDLPTFEQILVQINVFFHAYNSELYLTSTALDQQKVL-NIFYNSFTPD----NSRVLPNGERPVLMLRYDQ-GGNYYKVGIILMILQLTFY-HYQV

NTVCEELPDYKTIETCLRNFFS---GPLHELLYCLDEKKTM-RDFRKCFFKD----PHPVDPKHVKIIGIVPDDSLAANYYKIGIILLIVGLVLF-NKGL

ESVARTLPPLQDIRACLDKYF----KGIHDFFPILDPTVTI-QNFQKYFRED----SEAEQIHGGHGTKLSVPD--NKAIFEVAIILSILSDIIF-THQI

AEVCTVLPTYEKTTSILESFFSEENYDLYELRTILDKNKVM-TDFYTAFTP-----STQLLPNGEKLIANLTPNNRKKNYYKIGVILMILAFAHY-SETI

EEVAADLPDYKKILSLIEFFFNKKIPTFSILILFLIKIKLLGISALLSYLP---KISKHFVACRERNVTHYFDSHFEKNYYPIGVVIMILAFTYY-YDDI

NELIHFLPNYYQLKLSIDSFFSK--NQLMDFLKILNYKKIS-NDIHNYFLF---------DPTSNFKIKNIIIPDNGRNFYSIGIIILILIVEYYPQNQI

TDVCKVLPSYEAMISCIERFFSE--FELYPYSSAIDKAKLY-TDFYTSFVP-----DTEVNSTGERQIVNIIVDA-KKNYYRSAVIIMILAMTKF-FSQI

ESVIEVLPSYNEILTCIEVYFN---SPLHKLYGILDKEKVM-REFQSSVIE--------VNPDTK----IVTFNSSEENYFSFGVLLMIIIYAKW-KINV

SLMCQELPPYEVILECITEFFE---SSIHDILGILDENKVR-RDFLECVVS--------IDPITKK-VDMMPAD--GDNLYKIGIVVLMIYFAYF-KENI

NAVCKYLPSYKEMEEGINEFFD---GYIHDFLQILDKDKVM-SDFKKCMIP-----DAKSFAGLDHPIAQLTAPDGDGNYYKAAVVLLIVYTAKT-NGSV

NEVCKQLPSFSEIKSFVVRFFS---DDYHDMFRVLDREKTL-QDLEVGFVR--------SVDDPNRVVKLIDPEG-DGNFFKVALILWILNLLKY-DDNT

ESIIQDLPSYEAIQEKLREFFD---SPLHDYFQFLDKDKVF-SDFARCFIPNYVAAMQDTNFTTRSVIMLLAPE--NNNVFTIAVVIMILCLNHY-KTTL
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YLR318W (EST2) 

  

             

             

YLR318W    : 

Smik_12.40 : 

Skud_12.40 : 

Suva_10.41 : 

CAGL0A0086 : 

KAFR0A0661 : 

KNAG0C0589 : 

NCAS0J0101 : 

NDAI0J0175 : 

TBLA0E0129 : 

TPHA0K0150 : 

Kpol_1062. : 

ZYRO0G1084 : 

TDEL0D0318 : 

KLLA0C1838 : 

AFR494W    : 

Ecym_1438  : 

SAKL0H2277 : 

KLTH0E0847 : 

Kwal_47.17 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

---------------------------------------------------MKILFEFIQDK-LD--IDLQTNSTYKENLKCGHFNGLDEILTTCFALPN

---------------------------------------------------MKSLYDFIQDK-LE--IELETNITYEENIESGQFNGLDEILTTCFILQN

MGTVLYNTFLVSTYASRSDKILMICSKERRKIKIRLLRKKSGSAKKIPAVRMKSLYEFIQDK-LG--TDFESNALKQDNFECGQFNGLDELLTTCFILPN

---------------------------------------------------MISLSEFIHDK-LN--TDLETNALHHDVLKYGQFNGLNELLTTCFILPN

---------------------------------------------------MKVLREVVTTN-------------------ENSLRQLGVLLDSTFVIEN

---------------------------------------------------MKLLLDFFHDE-LF------SNTEHIK-LQHRVYKEFEHLVTSCFVIQN

---------------------------------------------------MKSLREYYDIE-FPEVAVWPIDTQNVPVDNTQILMELRVLTETHFIISN

---------------------------------------------------MKPLNDYLSQD-LY--YDV-SNPKFLRALQLGELTGIKNILTSCLVLTN

---------------------------------------------------MENLKDFITKI-LK--NDTSIDYSSVK-LNLDTLDGFDDFLTSCFVVKN

---------------------------------------------------MESLYSFLTS----------LDDSKIDSLETYNDFSFFEFLNTHFIVKN

---------------------------------------------------MKSIFEYLIED-LEI-LDHDNEQAFQVLLEAGEINGFNDLITQNFIIKN

---------------------------------------------------MKSLYEYISHI-CN--NDENKSIEFENLLLSGHLTGFNNFLFSGIIIEN

---------------------------------------------------MKSLQEFIKND-LN--I-YPSDSEYERLVSFSQLNGLHELLNACFVVAN

---------------------------------------------------MKNLKSYLKED-LK--IDL-STCQFQELYSCSHLNGLSELLSTHFVILN

---------------------------------------------------MKILVEYLES------LECYETLRKSDILINADSNGVSNLLLSCFAQVN

---------------------------------------------------MQCLESFIDNK-LPFAIASGGNAVK---WELRLLNGLGSLVQEHYVVEN

---------------------------------------------------MICLEDYISKE-LPYPTD---ELIFKQLWSFRSLNGLQDLARYHFIVQN

---------------------------------------------------MKCLKDFLELE-LGIFQKEGKAQDYKALLSCSGKNGLESLLLSSFIVKN

---------------------------------------------------MKTLCEFIWRS-AESSNDPQLSKHISEIWE-KTDESFREATLHYFVTAN

---------------------------------------------------MKCLRDFIRENTLSESKDGGVTNSDSHPNVQFLDQALEYALLNLFVVPN
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Suva_10.41 : 

CAGL0A0086 : 

KAFR0A0661 : 

KNAG0C0589 : 

NCAS0J0101 : 

NDAI0J0175 : 

TBLA0E0129 : 

TPHA0K0150 : 

Kpol_1062. : 

ZYRO0G1084 : 

TDEL0D0318 : 

KLLA0C1838 : 

AFR494W    : 

Ecym_1438  : 

SAKL0H2277 : 

KLTH0E0847 : 

Kwal_47.17 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

SRKIALP-CLPGD------------------------LSHKAVIDHCIIYLLTGELYNNVLTFGYKIARNEDVNNSLFCHSANVNVTLLKGAA-WKMFHS

SRKIALP-SVSGD------------------------LNHKAIIDHCIVYLLTGEFFNNVLTFGYKIAKNEDVDNSLFCHSTNVSVTLLKGTA-WKMLHN

SRKIALP-SISGD------------------------LNHKSVVDQCITYLLSGDFFNNVLTFGYRIARNENVNNSLFCHSTNVSVTLLKSTT-WRMFHD

SRKIALP-SIAGD------------------------LNHKSVIDQCIIHLLTGDFFNNVLTFGYRIARNENVDNSLFCHSTNVSATLLKSST-WELLHG

EVQIDID-KDFFD----------------------SSAGHRKLIDQCIVFLLQKRLLNNVLVAGYKLAKNNTVRSILHCENSNSAVKTLKSSS-WELLHT

SNLIEIP-QFSYR------------------------LSHKESIEKCIVFLIQNKLFNNVLCYGYDLGKGNQVNKILHCNSTNGNALDIKGPV-WELLGN

SKQIGEP-AIPHP------------------------ANHKEVLRICVLHLLRNNLYNNILTYGYRL-NHSNTGNTLRCTFINTNTNKLMSSV-WEVLHN

PTLIELP-NILPD------------------------SDHKSTIDQCVIYLLKEKLFNNVLTFGYSIAKNEHVNTILHCTSTNLNITKLKGTV-WRQLHE

EIHINLP-NIVTSPSSRLSSPKKLDKPQDTEDGINYGLEHSAIIDHCILYLLEAKLFNNIITLGYSIARNDQVNSILHCNSINTNVNNIKRNPNWKRLHH

SNVLTLPINISIT------------------------SNFVDTINQCITFLLDKKLFNNLLTFGYKFTQNT--SELLSNKSINTNVHILKSVN-WKILFN

SVFIALP-KVEAG------------------------TGHKAIIDACIIELLKRNLLNNVLTFGYKLAKNDQVNSILNCESINFNVQCIKGAQ-WGLLHK

SESIGIP-QIPSS-----------------------NLEHKAIIDETIVFLLKNKLFNNVLTYGYRLAKNFDVTTALHCESVNSNVQIINNST-WKILRN

SHNIDLP-EIVPG------------------------SDHKRVIDYCIVHLLEKNLFDNILTFGYAVGRTEHVNNSLHCLYTNSNVSRIKNSQ-WHQLHK

ESSGLIP-LIPGT------------------------DCHKSVVDQCVLFLLTRKMYSNVLTHGYKLGGTTSINSALHCVSVNSNVAALKSKP-WQLFHE

SKHCVPP-EIEIS-------------------STFSSSYHCETIETCILYLLHKNFTNNILTYGYQLGKNSDVMTKLFCRSSNISVSVLKCNS-WRLFHQ

AEKLGLP-NTSRT--------------------------HEEVINQCIICLLDRRLFNNVLTYGYRLANEPELSSRLHCLYTNTSSSTLRTGL-WQMLHE

PTKLPLP-QTSVT--------------------------HRKMIDDCIVYMINKKLFNNVLTYGYRIAKNSQLNTTLHCQYTNTNISALKMGA-WQLLHE

PHQLTPP-QTFSK-------------------------NHKFIVDDCIIFLLDNKLFDNVLTYGYRIARSGHVNATLHCESTNSNVSSIKSGP-WNLLHN

CKCWDVP-SIPTN-------------------------DQSSVVDQCVAFLVRKKVFNNVITFGYRAADHSQVASLLHCQSTNLNVTRLKRGI-WKTVYG

LRYLQPP-HVQGA-------------------------EHAHVVDQCIAFLVRSNQFNNVLTFGYKIAKNPEVISSLHCEFSNFNVTKVKSGL-WKTIRS
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         *       220         *       240         *       260         *       280         *       300

LVGTY-AFVDLLINYTVIQF--NGQFFTQIVGNRCNEPHLPPKWAQRSSSS--SATAAQIKQLTEPVTNKQFLHKLNINSSSFFPYSKILPSSSSIKKLT

LIGTN-AFVDMLINHTVIQF--NGHFFTQIIGNRCNEPHLPPKWAQRSSPS--SGSIAQIEPVMEPVTNKPFLHKLKLNCPFIFPYKTILSLSSSIEKLI

LIGTY-AFVDILVNYTVIQF--NGQFFSQIVGNKCNEPHLPPKWAQRASSS--SERTVQMKQLTRPVTNKSFLHKLKTNSSTFFPYGRILSSSSSINRLS

LIGTH-AFVDLLINYTVVQF--NGKFFTQIVGNRCNEPHLPPKWVKKSSSP--SDTTLLMKQLMEPITNKPFLHRLKINSPNFFPYGRILPSSSTLNKLT

NIGSP-KFVNLILNHSIFTF--NGEFTQQVAGNSLNKPHLPPSWIIDNDYE--QETDINCFS----INNRPYLYH-NTR---GFCIKSIILDRDMLNETL

IIGRE-KFINLLINCSVFQH--NRGTFIQIIGNKFNRPYSIASELQKERSE--KVTFPVT------FTNKSFLHK-RSH---ASPKFNFLAPDDKIGA--

LIGTV-AFVHMLINCSVYFC--SGGEFVQIVGNRLNQVHCPPSWYISKTAI--PKKNRK-------IGNTLFLYR-------MNDKPHILPMSEQNAPKL

LIGTK-KFIFILINCSVFEY--NGQTLTQIIGNRLNLPNSPPLWYTRNKKA--TNSTITVNTK---ISNEPFLHKTETG---QFKFFHILPKKSEINE--

LIDTT-NFLNLLLNYSIFQWTTDDQPLTQIVGNRLNLPHKPPMWYQKQVDSLRSDKNPM-------IGNSSFLHK-SAT---NYKPMHILPKDPPNR---

AIKDPLVFMDLLLNYSVFHFNYNLNCYIQIVGNKLNRPHSPPTWVLKKSHK--NDLSTKH------ISLRYASFR-DRH---FNELKNLLKRTQCI----

LVGTH-SFMDILMNCTVINI--NEDKSTQIIGNRLNDPHTPPNWLQNTNNF--KKKRIYFP-----IKVSKMLYK-HNP---NMSCNKILYDKEN-----

LIGNS-NFVNILVNFTVILI--TDDTFMQVIGNRMNMKNKLPTKPIVSSDGEYLLNLLYSP-----INVKNYLHK-NSW---EFRYYNILPKVGHIDE--

LIGTH-NFVNLLINYTVLQF--TGGFFTQVIGNRANRPHTSPPWYYQQNQN--QKHLHNSTP----ITLRTSLQR-KSS---IFKGPNMIPTKDDID---

IIGTQ-NFVNFIINCTVLGP--DGDGYSQISGDRLTNSHHTPVSSRQSKAN--HNDLISP------VRARSFLYK-NYS---RFNYSEILPPANEYVA--

LVGTD-NFVNLLINYSVYFN--TGHYFRQIIGTPANAPQVPPAWLDRSYRR--ERNTKLT------IDWNSALYH-KIR---PQDYKNIIETDQGL----

AIGTA-NFTHLLVNCSIFRY--DGRYFHQVTGNALNEPHKPPIWWLRREGLLLQGELATRED----IDNTGFMYR-NLG---IIKWRGLLPDDIEE----

AIGTQ-NFVHMLVNCSIFHY--NGRYFKQLAGNVMNEPHKPPIWYFNEQKKFAAQDLKPHD-----VGNNGFLYR-NIG---IIKWDKLLPEDVGA----

LVGSE-VFVNILINCSIFVY--NGTFFKQIVGNSMNEPHVPPLWYKRMIKR--EQSNKKNSP----ISNNKFLHR-AHQ---NFKPSKLLPRETKD----

VLGNK-RFVELMINHSIFEF--GGTAYTQILGI---VPREQEKLGSAQCRS--SNKAPEY------LDSTLYLYK-NKG---NYSPSKAIPCSPEA----

IIGNE-RFVDLLVNYSIYEH--TNYRYTQVVGP---LPKEHRHNFSSSVGL--PNGEITF------VENSSFLYC-NNG---QCRPHYILPHSSQA----

 6g    F   66N 36           Q6 G   n p   p                                               6          

      

      

 : 215

 : 215

 : 266

 : 215

 : 193

 : 198

 : 202

 : 206

 : 229

 : 196

 : 202

 : 207

 : 203

 : 202

 : 203

 : 202

 : 201

 : 204

 : 198

 : 200

      



Supplemental Data S2 

115 
 

YLR384C (IKI3) 

  

             

             

YLR384C    : 

Smik_12.47 : 

Skud_12.46 : 

Suva_10.50 : 

CAGL0H0509 : 

KAFR0A0603 : 

KNAG0B0602 : 

NCAS0J0140 : 

NDAI0J0219 : 

TBLA0I0292 : 

TPHA0B0081 : 

Kpol_483.1 : 

ZYRO0B1218 : 

TDEL0E0131 : 

KLLA0E0523 : 

AER047C    : 

Ecym_3279  : 

SAKL0H0325 : 

KLTH0D1414 : 

Kwal_26.93 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

---------------MVEHDKSGSKRQELRSNMRNLITLNKGKFKPTASTAEGDEDDLSFTLLDSVFDTLSDSITCVLGSTDIGAIEVQQFMKDGSRNVL

--------------------------------MRNLITLNKGKFRPIASTVEDDEGELPLTLLDSVFDTLSDSITCVLGSMDIGAIEVQQFMKDGSRNVL

--------------------------------MRNLITLNKGKFKPIASTAEVDGDDVPFTLLDSVFDTISDSITCVLGSIDIGAIEVQQFMKDGSRNVL

--------------------------------MRNLITLNKGKFRPVASTAEDDEDDLPLALLDSVFDTLSDSITCVLGSTDVGAIEVQQFMKDGSRNIL

--------------------------------MRNLITLNKGRLLPVATSELS-ENETVFTVLDSTFDTMTDSITCVLGSLEMGAIEVQQFMKDGSRNVL

--------------------------------MRNLITLNRGVFKPLPSENED-NQALSYTLLDTVFDTVTDSITCVLGALDVGLIEVQQYMKNGSKNIL

--------------------------------MRNLVTLNRGKLSPRPTFNDP-ADEIEFQLLDSSFDTLTDSVTCVLGALSVGQLEVQQFMKNGQLNVL

--------------------------------MRNLITLNKGRLRPVATTAIEDDSQQSFQLLDSSFDTISDSITCVLGNLEMGLIEVQRFMKNGEKNVL

--------------------------------MRNLITLNKGRLRPVATASTE-DSELEFELIDSVFDTLSDSITCVLSASEVGTIEVQQFMKDGSKNVL

--------------------------------MRNLITLNKGKLHPLASTVPE-EEASSFKLVDSTFDVITDSITVVLFDDHSQIYEIQQYMKDGTKLIL

--------------------------------MRNLVTLNHGKFKPTSMDVEE--FDVAMEVVDSVFDTLTDSITCVLVNSEIGKYEVQQFMKDGSKNVL

--------------------------------MRNLITLNSGKLVPTASLAAE--LDQPFELIDSIFDTLTDSITCVLADMSLGQLEVQQFMKDGTKNVL

--------------------------------MRNLVTLNKGRLRPVAFASQDAEFDLPFELLDSVFDTLSDSITCVLGSLDVGAIEVQQYTKQGARNIL

MLGLIGDALILKGTVCDSALCDRLALLTSVENMRNLITLNRGRLRPTGAPYQGVDSEINFKLLDSSFDTLSDSITCVTGALEVGIVEVSQFLKHGAKNVL

--------------------------------MRNLITLNHGKLQPVSQTLPD------LELYTSCFDTLSDSITCVLGAADIGALEVQQYMKDGSMNVL

--------------------------------MRNLVSLNKGSLQPSSEAHPN------LGLYASCFDTLSDSVTCVLGAADVGAIVVHQYMKSGAVREL

--------------------------------MRNLIILNRGKLTPTSHSHPD------LQLLTSSFDILSDSITCVLHALDNGVIEVQQYRKDGTVNDL

--------------------------------MRNLITLNKGKIKATSFTHPD------LELYTSVFDTLSDSVTCVLGAADIGIIEVHQYLKNGTVNIL

--------------------------------MRNLITLNRGRFKPQSFEVPD------LRLYGSVFDTLSDSITCVLGDYDLGAFEVHQYMKDGSCNTL

--------------------------------MRNLITLNRGKFRPQSLELPE------LQVVSSVFDTLSDSITCVLGNAEIGAFEVHQYMRDGSCNVL

                                MRNL6 LN G   p               6  3 FDt63DS6TcVl     g  e6 q5 4 G  n L
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YLR384C    : 

Smik_12.47 : 

Skud_12.46 : 

Suva_10.50 : 

CAGL0H0509 : 

KAFR0A0603 : 

KNAG0B0602 : 

NCAS0J0140 : 

NDAI0J0219 : 

TBLA0I0292 : 

TPHA0B0081 : 

Kpol_483.1 : 

ZYRO0B1218 : 

TDEL0E0131 : 

KLLA0E0523 : 

AER047C    : 

Ecym_3279  : 

SAKL0H0325 : 

KLTH0D1414 : 

Kwal_26.93 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

ASFNIQTFDDKLLSFVHFADINQLVFVFEQGDIITATYDPVSLDPAETLIEIMGTIDNGIAAAQWSYDEETLAMVTKDRNVVVLSKLFEPISEYHLEVDD

ASFNIQTFDDKLLSFVHFADINQLVFVFEQGDIITATYDPVSLDPTQTLIEIVGTIDNGIAAAQWSYDEETLAMVTKDRNMVVLSKMYEPISEYHLEIDD

ASFNIQTFDDKLLSFIHFADINQLVFVFEQGDIITATYDPVSLDPTETLIEIVGTIDNGIAAAQWSYDEETLAMVTKDRNVVVLSKMYEPISEYHLEVDD

ASFNIQTFDDKLLSFIHFADMNQLVFVFEQGDIVTATYDPVSLDPTQTLIEIVGTIDNGIAAAQWSYDEETLAMVTKDRNVVVLSKSYEPISEYHLEVDD

ASFNIQNFNDRLLSFIHFGDINQLVFIFEMGDIITATYDSVTFDPAQTIVEIAGSIDNGIYAAQWSPDEETVVLITKDRNVVLLSRLFEPIAEYHLETDD

ALFNIETFDDKLLSFMHFADTNQLIFIFKQGDIICATYDAVSFDPQQTFVEIVGSIDNGIEAAEWSYDEETLTLVTTDRNVVLLSKSFEPIAEYHLETDD

ASFTLETFDDKLVTFMHFADTNQLVFVFEQGDIILAVYDGVNFDATQTVVEIVGTIDNGIEAAEWSYDEETLALVTSDRNVVLLNKLFEPVSEYHLNVDD

ASFNIETFNDKLLNFMHFADINQLVFIFQQGDIVTATYDSVTYDPESTIVEIVGSIDNGIDAAEWSYDEETLALVTRDRNMVLLSKLYEPISEYHLETDD

ASFNIETFNDTLLNFKHFGEINQLVFVFKQGDIITATYDPVNYVPLETTVEIVGSIDNGIDAAEWSYDEETLALVTADRNVVLLSKLYEPISEYNLEADD

ATFSATNLDDTLLSFAHFPDLNQLIFVFKLGDILTATYDSVNYNYQDTVIEIVGSIDDGIAAASWSYDEETLVLVTNANNVVLLSKNFDPINEYHMELDD

VSSNFETYNDTLLSFVHFADINQLVFIFKGGDIISCTYDSTTFDPLLTVVEIVGSIDNGIEAAEWSSDEETLVLVTADSNVVVLSKLFEPISEVPLQVED

ASFSIQTFDDKILSFAHFADYNQLVFVLRSGDIITATYDAQTYDPQMTVVEIVGSIETGLEAAAWSPDEETLAMFTTEKTIVLLSKMFEPISEYTLVDED

ASFKIETFGDSMLSFAHFADANQLVFVFAQGDIISVTYDPLTLNPQDAVVEIVGTIDCGIDSAQWSHDEETLAVVTHDRNVVLLSKLFEPIGEYHLEVDD

VSLN-DTFDDELLSFIHFADINQVVLVFKQGDIISATYDPSTYDPNNTVVEIVGTIDNGIEAAEWSFDEETLALVTSDRNVILLSKILEPIVEVPLAIED

ASFYVQSYNDKLLSFIHFDDINELVFVFQQGDIISVTYDPATMDYHSSKVSIVGSIDLGIEAAEWSADQETLAIVTFERNVVLLSRQLEPIVETSLQVED

ASFFTQDYEDELVSFAHFADVNQLVFVFAHGDIMMATYGDEGAGLDATVVEIVGSIEDGIAAAEWSHDEETLALVTGGRSVVLLSRQFEPVADIGLELDD

ASFFVQSYNDKLLSFIHFADINQLIFVFAQGDIICATYDPTSLNPEETVVEVVGSIDNGIMAAEWSYDEETLAILTMDRSVVLLSRQFEPIAETKLEADD

ASFSIQTYNDKLLSFVHFADISQLVFVFQQGDIISATYDPMSLDHEKTIVEIVGSIDYGIEAAEWSYDEETLALVTSERNVVLLSRQFEPVAETKLNVED

ASFNLQTLGGELLSFAHFGDLGQLVFVMSQGDIITASYDTVGFDPSFAVVEIVGSIDGGISAAEWSYDEETLALVTAERNVVLLSRQFDPIAEYKLEEDD

ASFNLETFGDELLSFAHFGDLGQLVFVMAQGDIVTASYDSINHDLSSTVVEIVGSIDGGIGAAEWSHDEETLALATLERNVMLLSRQFEPISEYKLSEDD

a f      d 66 F HF d n266f6f  GDI6 a Yd          6e6 G3Id G6 aA WS D2ET6a6 T   n666Ls4  eP6 e  6   D

       

       

 :  185

 :  168
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 :  167

 :  167

 :  167

 :  168

 :  167

 :  167

 :  166
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 :  199

 :  162

 :  162

 :  162

 :  162

 :  162

 :  162

       

             

             

YLR384C    : 

Smik_12.47 : 

Skud_12.46 : 

Suva_10.50 : 

CAGL0H0509 : 

KAFR0A0603 : 

KNAG0B0602 : 

NCAS0J0140 : 

NDAI0J0219 : 

TBLA0I0292 : 

TPHA0B0081 : 

Kpol_483.1 : 

ZYRO0B1218 : 

TDEL0E0131 : 

KLLA0E0523 : 

AER047C    : 

Ecym_3279  : 

SAKL0H0325 : 

KLTH0D1414 : 

Kwal_26.93 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

LKISKHVTVGWGKKETQFRGKGARAMEREALASLKASGLVGNQLRDPTMPYMVDTGDVTALDSHEITISWRGDCDYFAVSSVEEVPDEDDE--TKSIKRR

LKISKHVTVGWGKKETQFRGKGARAMEREALASLKASGLVGNQLRDPTMPYMVDTGDVTAFDNHEITISWRGDCDYFAVSSVEEVPDEDDG--TKSTKRR

LKMSKHVTVGWGKKETQFRGKGARAMEREALASLKASGLVGNQLRDPTMPYMVDAGDVTTLDSREVTISWRGDCDYFAVSSVEEVPDEDDE--TKSLKRR

LKISKHVTVGWGKKETQFRGKGARAMEREALASLKASGLVGNQLRDPTMPYMVDAGNVTSLDTHETTISWRGDCDYFAVSSIEEVPDEDEE--TRVVNRR

LKKSKHVTVGWGKKETQFRGKGARAMEREALASLKASGLVGNELRDPTMPYMVDSGEITSLDSKEVTITWRGDCEFFAISTIENVELPEEP--GHEIQRR

LKISKHVTVGWGKKETQFRGKGTRAMEREALTSLKASGLVGNELRDPTMPYMVDSGEVTHMDNYEVSISWRGDCEYFAISTLETVEDPDDE--DKTISRR

LKKSKHVTVGWGKKETQFRGKGTRAMERDALASLKASGLVGSELRDPTMPYMVDTGDVTSMDTREINISWRGDCEYFAISTIESLPDQDEE--GKFINRR

LKISKHVTVGWGKKETQFRGKGTRAMEREALTSLKASGLVGNQLRDPTMPYMVDTGAITSMDTHEVTISWRGDCEYFVISTIETVVDPDDE--TNNIERR

LKMSKHVTVGWGKKETQFRGKGTRAMERDALASLKASGLVGNQLRDPTMPYMVDTGAITTLDNREVTISWRGDCEYFVISTIETVEDPDDS--TKTIERR

LKMSKHVTVGWGKKETQFRGTGAKAMEREAFASLKASGLVGSELRDPTMPYMVDTGKITELDNKNAYISWRGDCEYFVVSTVDAAVSEETD---QSVERR

LKMSKHVNVGWGKKETQFRGAGAREMERQALESLKASGLVGNELRDPTMPYMVDSGIATNHDNGSVSISWRGDCEYFAVSRLQTVTDPDDE--TLTINRR

LKMSKHVNVGWGKKETQFRGKGVRAMEREALASLKASGLVGNELRDPTMPYAVDSGIISDLDNREISISWRGDCEYFVVSSIETVSDPSED--SNNLERR

LKKSKQVTVGWGKKETQFRGRGARAHEREALSSLRASGLVGNELRDPTMPYMVDSGAITMKDNRTVSVSWRGDCEYFAVSSVETVVDPDDE--TQTIERR

LKKSKHVTVGWGKKETQFRGKGARAMEREALASLKASGLVGNQLRDPTMPYMVDTGEITAMDNREVYISWRGDCEYFALSTIETVEDADDT--EAKVERR

LKISKHVTVGWGKKDTQFRGKGARAMEREALESLKASGLVGNELRDPTMPYRVDTGAITELDSRKVKISWRGDCEYFAVTTIETVKDPSDE--SKTVERR

LKLSKNVTVGWGKKETQFRGKGARAMEREALQSLKASGLVGNELRDPTMPYMVDSGAITELDPRTVGISWRGDCEYFVVSTIETVQDPDDD--SATLERR

LKISKHVTVGWGTKETQFRGKGARAMEREALESLKNSGLVGNELRDPTMPFKVDSGAITEMDNKSGAISWRSDCEYFVVSTVEVVKDAEDE--SKDLERR

LKISKHVNVGWGMKETQFRGKGARAMEREALESLKASGLVGNKLRDPTMPYMVDRGITTEMDTKEVSISWRGDCEYFAVSTIENVKDEQDEKNTETFERR

LKMSKHVNVGWGKKETQFRGKGARAMEREALESLKASGLVGDELRDPTMPYLVDKGTVSAMDSRKASISWRGDCEYFVVSTIEAVHEESDE----PFERR

LKLSKHVDVGWGKKETQFMGKGARAMEREALESLKASGLVGNELRDPTMPYMVDSGVASTMDSGKTTISWRGDCDYFVVSSLDCVSETNNH---ESIMRR

LK SKhV VGWGkKeTQFrG G 4amER Al SL4aSGLVG  LRDPTMP5 VD G  3  D     63WRgDC 5F 63 6    d           RR
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 :  297

 :  260

 :  260

 :  260
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YLR405W (DUS4) 

  

             

             

YLR405W    : 

Smik_12.49 : 

Skud_12.48 : 

Suva_10.52 : 

CAGL0M0991 : 

KAFR0A0583 : 

KNAG0B0622 : 

NCAS0J0161 : 

NDAI0J0238 : 

TBLA0A0632 : 

TPHA0B0212 : 

Kpol_1055. : 

ZYRO0B1282 : 

TDEL0E0101 : 

KLLA0B0295 : 

AER075W    : 

Ecym_3249  : 

SAKL0G1584 : 

KLTH0D1480 : 

Kwal_23.41 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MHTMHIPSGDVLIPKPKLITEETDPLHIIKTRQKTHGRPVTIAGPMVRYSKLPFRQLCREYNVDIVYSPMILAREYVRNEHARISDLSTNNEDTPLIVQV

MPTMPTLSDDIVIPKPKLITRETDPLHIIKTRQKTHGRPVTIAGPMVRYSKLPFRQLCREYDVDIVYSPMILAREYVRNEHARISDFSTNSEDTPLIVQV

MLTMPIPSDDTLIPKPKPITKETDPLHIIKTRQRTHGRPATIAGPMVRYSKLPFRQLCREYDADIVYSPMILAREYVRNEHARTSDLSTNDKDAPLIVQV

MSIMPVPPERIVIPKPKPITRETDPLHIIKTRKATHGRPANIAGPMVRYSKLPFRQLCRDYNVDIVYSPMILAREYVRNEHARISDLSINDKDVPLIVQV

---------MIEVPVPKELTKENDPLHIIKTRAQTHGRPATIAGPMVRYSKLPFRQTCRQYDTDIVYTPMILAREFVRNQQARIADLTTNKNDTPLIVQV

--------------------MKVDPLTLLQD----NNDITTVLGPMVRYSKLSFRELCKFYNTEITYTPMILAREYVRNSNARISDLSINSEDGCTIAQV

---------MLPLP-PKVLTERNDPLHLIKTRLDTHGRPATIQGPMVRYSKLAFRETCREYNVDITYTPMMLAREFVRNEHARLTDLSIGSADVPVIAQV

-MNTQDELPHSLIPEPR---RRNDPLQLL-----LNGKTTTIAGPMVRYSKLPFRQLVRDYNTDIVYSPMILAREFVRNSNARLFDFSTNYKDTPLVVQV

-MSKHEEITNRRYPIPPPPRRKVDPLLMLKD----NTKITTIAGPMVRYSKLPFRQLVRQYHCDIVYTPMILAREFVRNGHARISDFSTCQLDTPLIVQV

----------MYNTTPKPLLKENDPLYIIQSRKTTHNRPATIAGPMVRYSKLPFRQTCRDYSVDIVYTPMILAREFVRNKNARLSDFSTNSKDTPLIVQV

----METKKKVVIPRPKPLTSENDPLHIIKTRMVTHNRPATIAGPMVRYSKLPFRQICRDYNADIVYSPMILAREFVRNEHARQADFSRNSSDTPLIVQV

--------MKISVPKPKTLTNENDPLYIIKTRKKTHNRAATIAGPMVRYSKLPFRQVCRDYDVDIVYTPMILAREFVRNGHARLADFTTCSTDSPLIVQV

-----MEKGSVLIPRPKPLRPHNDPLHIIKTRKATHKRPATIAGPMVRYSKLPFRQVCRQYDTDIVYTPMILAREFVRNPHARLADFSTNSSDSPLMVQV

----MSISELVKIPKPKILSSRNDPLHIIRTRKTTHNRPATIAGPMVRYSKLPFRQVCRDYDVDIVYTPMILAREFVRNNNARLADFSINEQDSPLIVQV

------MSLSVQLPTAKKLTKKNDPLHIIKTRSQTHCRPATIAGPMVRYSKLAFRQTCRQYDVDIVYTPMILAREFVRNGHARMADFTTCDEDSPLIVQV

-----MPTVPSFIPKPKKLTPENDPLHIIKTRRITHNRPATIAGPMVRYSKLPFRQLCRHFNVDIVYSPMILAREFVRNEHARMADFTTNSRDTPLIVQV

-----MSGDIVEIPKPKRLGIRNDPLLIIKNSRKLHGRPATVAGPMVRYSKLPFRQTCRHFNVDIVYTPMILAREFVRNGHARMADFTTNNKDFPLIVQV

--------MSTEYPLPKTLTQKNDPLHIIKTRKHTHNRPATIAGPMVRYSKLPFRQLCRHYNVDIVYTPMILAREFIRNRHARMADLSTNDQDTPLIVQV

--------MSSKYPQARILTKKNDPLHIIKTRKATHQRAVTIAGPMVRYSKLPFRQVCRHYNVDIVYTPMILAREYVRNCHARMADFSSNESDSPLIVQV

----------------------------------------------------------------------------------------------------

             p p       dpl         h    t agpmvrysklpfr  c     divy pm lare  rn  ar  d      d p  vqv

      

      

 : 100
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 :  95

 :  90

 :  96

 :  92
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 :  96

 :  94

 :  95

 :  95

 :  92

 :  92

 :   -

      

             

             

YLR405W    : 

Smik_12.49 : 

Skud_12.48 : 

Suva_10.52 : 

CAGL0M0991 : 

KAFR0A0583 : 

KNAG0B0622 : 

NCAS0J0161 : 

NDAI0J0238 : 

TBLA0A0632 : 

TPHA0B0212 : 

Kpol_1055. : 

ZYRO0B1282 : 

TDEL0E0101 : 

KLLA0B0295 : 

AER075W    : 

Ecym_3249  : 

SAKL0G1584 : 

KLTH0D1480 : 

Kwal_23.41 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

GVNNVADLLKFVEMVAPYCDGIGINCGCPIKEQIREGIGCALIYNSDLLCSMVHAVKDKYGDKLRIETKIRIHEA--LDETVELCRKLCDAGVDWITIHG

GVNNVADLLKFVEMVAPYCDGVGINCGCPIKEQIREGIGCALIYNPGLLCDMVRAVKGKYGDKLRIETKIRIHEE--LNETVNLCRELCEAGVDWITIHG

GVNNVADLLKFVEMVAPYCDGVGINCGCPIKEQIREGIGCALIYNSELLCGMVRAVKDKYGDKLRIETKIRIHEK--VDDTVELCRNLCDSGVDWITIHG

GVNNVADLLKFVEMVAPYCDGVGINCGCPIKEQIREGIGCALIYNSDLLCSMVRAVKDKYGDKLRLETKIRIHDE--LDQTVELCRNLCDSGVDWITIHG

GVNNVGDLMKFAEMVAPFCDGIGINCGCPIREQIREGIGCALIYNPDLLCEMVKSVKSKYGAKLRLETKIRIHDD--WDVTVNLCRRLCDSGVDWITIHG

GVNNVTDLMRFIEMVGPYVDGIGINCGCPIREQVREGIGCAMIYNEDLLIDMVKAVKDKYGSTLRLETKIRIHENGKPERTVKLCKNLCKVGVDWITIHG

GVNSVVDLMRFVEMVSPYVDGIGINCGCPIREQVREGIGCALIYTENLLVEMVKTVKDKYGDKLRLETKIRIHEHKVPERTLKLCRRLCDAGVDWITVHG

GVNNVTDLLKFVEMVAPYVDAIGINCGCPIREQVREGIGCALIYNEELLIDMVHAVKRKYGDKLRLETKIRIHDD--LQRTLKLCLNLCSVGVDWLTIHG

GVNNVSDLLKFVEMVAPFVDAVGINCGCPIKEQIREGIGCALIYNEELLIEMVKEVKLKWKDQIRLETKIRIHDD--WDRSLKLCVGLCEVGVDWITIHG

GVNNVSDILKFADMVAPYCDGIGINCGCPIKEQVREGIGCALIYNPDLICSLVKAVKEKYHDKLRLETKIRIHDD--LNQTIELCKKIIDSGADWITIHG

GVNNVTDLLKFCEMVAPYCDGIGINCGCPIKEQIREGIGCALIYNPDLLSSMVRTVKEKYKDTLRLETKIRIHDD--LDTTVELCRRVCDAGADWITIHG

GVNNVADLLKFVEMVSPYCDGIGINCGCPIKEQIREGIGCALIYNPELLASMVSAVKQKYGDKVRLETKIRIHDD--LEQTVELCNKVCDAGVDWITIHG

GTNNVMDLLKFVEMVAPYCDGIGINCGCPIKEQVREGIGCALIYNRELLCSMVKAVKEKYGDLVRLETKIRIHED--WDQTVKLCRDLCSAGVDWITIHG

GVNNVADLLKFVEMVAPYCDGVGINCGCPIKEQVREGIGCALIYNPECYVRWSQLSNKIMGTALRLETKIRIHED--YDQTVDLCRRLSDAGVDWISIHG

GVNNVPDLLKFTEMVYPYCDGIGINCGCPIREQVREGIGSALIYNGELLCDMVKAVKDKYRDSVRLETKIRIHDD--VKDTVKLCDDLCEAGVDWITVHG

GVNNVVDLLRFVEMVSPYCDGIGINCGCPIREQVREGIGSALIYNQPLLCEMVRAVKEKYKDTVRLETKIRIHDD--LAQTVTLCNALASAGVDWITIHG

GVNNVVDLLRFAEMVIPYCDGISINCGCPIREQIREGIGSALIYNPELLYNMVKAIKDKYGDSLRLETKIRIHDH--PDQTVALCDRISEAGADWITIHG

GVNNVTDLLRFVEMVSPYCDGIGINCGCPIKEQIREGIGSALIYNPELLCGMVSAVKEKYGDKVRLETKIRIHDD--WDQTVALCRQLCDAGVDWITIHG

GVNNVTDLLRFVEMVSPYCDGIGINCGCPIKEQVREGIGSALIYNPELLSSMVSAVKTKYGDKVRLETKIRIHDN--WDQTVDLCNQLCDAGVDWITIHG

----------------------------------------------------------------------------------------------------
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YLR405W    : 

Smik_12.49 : 

Skud_12.48 : 

Suva_10.52 : 

CAGL0M0991 : 

KAFR0A0583 : 

KNAG0B0622 : 

NCAS0J0161 : 

NDAI0J0238 : 

TBLA0A0632 : 

TPHA0B0212 : 

Kpol_1055. : 

ZYRO0B1282 : 

TDEL0E0101 : 

KLLA0B0295 : 

AER075W    : 

Ecym_3249  : 

SAKL0G1584 : 

KLTH0D1480 : 

Kwal_23.41 : 
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RTRRTRSSQPANLDAIKYIIENISD---KNVPVIANGDCFKLSDLERITKYTGAHGVMAVRGLLSNPALFAGYTTCPWGCIEKFCYWALEF-GGLPFQLA

RTRRTRSSQPANLDAIKYIIENIRD---KNVPVIANGDCFKLSDLERITTYTGASGVMAVRGLLSNPALFAGYETCPWGCIEKFWYWVLEF-GGLPFQLT

RTRRTRSSQPVNLDAIKYIIEKISD---KNVPVIANGDCFKSSDLERITKYTGASGVMAVRGLLSNPALFAGYDTCPWGCIEKFWYWALEF-GGLPFQLT

RTRRTRSSQPVNLDAIKYVIEKIAD---KNVPVIANGDCFKLSDLEKITKYTGASGVMAVRGLLSNPALFAGHDICPWGCIERFWYWALEF-GGLPFQLT

RTRTTRSSQPVNLEAIKYIVDKIKD---KNVPVVANGDCFTMKDFKHISDYTGVQGVMAVRGVLANPALFAGHDKCPWGCVEWFWYWTTEY-NTLPFALT

RTRTTRSSEPVDLKAIKFIVEQVRTE-YPDSIFVANGDCFNDEDMQKIAKITGVQGVMSARGILSNPALFDGYKTCPWKCVERFMYIVTEH-GALPFALI

RLRTTRSSEPVDLDAIKYIVDGIAD---RDTPVVANGDCFTVEDMVRIQRITGAHGVMAARGLLANPALFSGQDKCPWGCLERFLYHCSEVGDGLPIQLI

RTKVTRSSQPVKLDAIKFLTTGIHEK-YPDKPVVANGDCFHLDDVKRIQEYTGVQGVMAVRGILANPALFAGYDKCPWSCIERFWYYAIEF-GGLPYQLI

RTRTTRSSQPVNLDAIKYIIEGIRKAGFEDIPIVANGDCFTMKDFKKIAEYTKCQGVMAVRGLLNNPALFSGYDICPWSCIENFWYWVIEF-GGIPYQLI

RTRTTRSSTPVNLEAIKTITAAIKDY-KPNYPVVANGDCFQYKDLFEISKITNTDAVMSVRGVLANPSLFENHLKCPWGCIEIFINWSFEYNNGIPFQLF

RTRRTRSSQPVNLDAIKYIISKIKD---KNIPVVANGDCFQLSDVTRIADYTGANAVMAVRGLLENPALFSGYGRCPWGCIERFWYRTIEY-TCLPFQLT

RTRTTRSSQPVNLDAIKYIISQIKG---RNVPVVANGDCFVETDLAKISECTGADGVMAVRGLLANPALFAKYDVCPWGCLEKFWYWAMEF-STLPFQLL

RTKNTRSSHTANFEAIRYVVDRIRD---KQVPVVANGDCLQSEDVQKIAEITGADGVMAVRGVLSNPALFSGFKTCPWSCVEWFWYYTLEF-GGLPYQLL

RTRTTRSSQPVNLEAIKYIVEKIKD---KNIPVIANGDCFKKCDLREIAEVTKVDGVMAVRGLLANPALFAGYETCPWGCVEKFWYYTLEF-GGLPYQLL

RTRTTRSSVPVNLDAIKFIRENMKY---QDVPLVANGDCFTLNDCYRISEYTKVDGVMAVRGLLCNPALFDGYDKCPWGAVELFVHYAMQF-GGLPYQLL

RTRTTRSSVPANIAAIRYIKEHITD---KELPIVANGDCFTLDDCHRIAAETGADGIMAVRGLLANPALFSGYKTCPWHAVELLWHYAMEF-GTLPYQLL

RTRTTRSSVPVNIRAIKYIKEHIKN---QQIPIVANGDCFNMKDFWKVAEYTGVDGVMAARGLLANPALFSGYVNCPWKAVELFWYYTMEF-GGLPFQIL

RTRTTRSSTPVNLDAIKYITEKIGD---TDVPVIANGDCFNLKDFQDIAEYTGTDGIMAVRGLLDNPALFHGHDTCPWGAVELFWHYAMEF-GGLPYALL

RTRTTRSSEPVNLDAIKFITQKIKS---RNVPVIANGDCFDMSDFQKILDYTGADGVMAVRGLLDNPALFGGFKACPWGALELFWHYTMEF-GGLPHQLL

---------------------------------------------------------MAVRGLLENPALFDGHKTCPWGALELFWHYAMEF-GGLPHQLL

rt  trss p    ai               p  angdcf   d       t   g MavRG6L NPaLF g   CPW  6E f     2    6P q6 

      

      

 : 294

 : 294

 : 294
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 : 290
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 : 289

 : 289
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YLR417W (VPS36) 

  

             

             

YLR417W    : 

Smik_12.50 : 

Skud_12.50 : 

Suva_10.53 : 

CAGL0J0448 : 

KAFR0A0576 : 

KNAG0B0634 : 

NCAS0J0171 : 

NDAI0J0264 : 

TBLA0G0204 : 

TPHA0B0195 : 

Kpol_1055. : 

ZYRO0B1328 : 

TDEL0F0366 : 

KLLA0B0254 : 

AER092W    : 

Ecym_3231  : 

SAKL0G1630 : 

KLTH0D1526 : 

Kwal_23.40 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

----------------------MEYWHYVETTSSGQPLLREGEKDIFIDQSVGLYHGKSKILQRQRGRIFLTSQRIIYIDDAKPTQNSLGLELDDLAYVN

----------------------MEYWHYVETTSSGQPLLREGEKDIFIDQSVGLYHGKSKILQRQRGRVFLTSQRIIYIDDIKPTYNSLGLELDDIAYVN

----------------------MEYWHYVETTSSGQPLLRENEKDIFIDQSVGLYHGKSKILQRQRGRVFLTSQRIIYIDDAKPTQNSLGLELDDLAQVD

----------------------MEYWHYVETTSSGQPLLRENETDIFIDQSVGLYHGKSKILHRQRGRVFLTSQRIIYIDDSKPTQSSLGLELDDIARVD

----------------------MEYWHYVETTESGQPLLRESEKDILIDHNVGLYQGKERIRNRQNGRIFLTSQRIIYVDSKEPTKYSLGIELDDIDHLD

----------------------MEYCRYIETSRSGQPTLRENENDILIDYSVGLYSGKLKQLDKQDGRVFLTSQRLIYVDNKLPVSNSIFLELDNIESID

----------------------MDLWYDVATNNSGRPLLRGGEQVVLIQDAVGLYDGKERVEGRQSGRVFLTQQRFVYVDDLNPTGNSVALDLENVASLE

----------------------MECWKFIECTESGQPILRENEKDILMDHSVGLYHGKLKIVNRQSGRVFLTSQRIIYIDDAKPTQNSLALELDDIKSID

----------------------MQCWKFMTTTSSGQPILRENEKDILMDQSVGLYHGKLKITNRQSGRIYLTSQRIIYIDDLSPTKLSLSLELDDIKKID

----------------------MDHWNFIETSTSGQPILREAEKDILLDHNVGLYHGKSKILHRQNGRIFLTSQRIIYVDNNDPINNSLALELDDIGSIE

----------------------MECWHYVEVTKSGQPILRENEKDILIEDKIGLYHGKNRIKNRQSGRLFLTTQRLIYVDDVNPVKYSVCLELDDIDHLE

----------------------MECWHYVETTSSGQPLLRENEKDILIDHKIGLYYGKSRILNRQSGRIFLTSQRLIYVDDLDPTKYSICLELNDIESVE

MICIRGTLNLEKSLEKDRPINVMECWHFAETTSSGQPILRENEKDILIDQMVGLYHNKSKILNRQKGRIFLTSQRIVYVDDLNPTKNSLSLELSGIESLQ

----------------------MDCWHFVEVTASGQPILRENEKDILIDQMVGLYHNKSKVLNRQKGRIFLTSQRIIYVDDLQPTKNSICLELDDIESLE

------------------MSAGFIYWHPVEIAGSGQPILRENERDIYVEQSVGLYHGKTKILNKQKGRLYLTSQRIIYVDELAPKKESVCIENDDIMNVE

---------------MGSTVNYLSYWQYAETTASGHPVLREGERDIYVEQDVGLYHGKIKILNKQKGRCYLTSQRIIYVDDTFHAKESVSIELDDVEKAR

--------------------MYLDYWHYAETTTSAQPILRENEKDIYVEQNVGLYHGKSKIITKQKGRCYLTSQRIIYIDDKAHSKESVCLELGDIKDLQ

--------------------MYFEHWHFVETTASGHPILRENEKDIYVEHSVGLYHGKSKIINKQKGRVYLTSQRVIYVDDTSPTKESVCLELDDIVSFD

--------------------MHLQQWHYVETTASGQPILRENERDVYVEYPAGCYQGKAKIIGKQKGRIYLTSQRLIYIDDEKPMTNSVSLEIDDIAKVE

--------------------MHLKQWHYVETTSSGQPVLRENEKDIYVEHPLACYQGKSKILGKQRGRVYLTSQRIIYIDDEAPALQSVALELDDVASVE

                         w   et  SgqP LRe E d6 6    glY gK 4   4Q GR 5LT QR 6Y6D   p   S6 6e   6    

      

      

 :  78

 :  78

 :  78

 :  78

 :  78

 :  78

 :  78

 :  78

 :  78

 :  78

 :  78

 :  78

 : 100

 :  78

 :  82

 :  85

 :  80

 :  80

 :  80

 :  80

      

             

             

YLR417W    : 

Smik_12.50 : 

Skud_12.50 : 

Suva_10.53 : 

CAGL0J0448 : 

KAFR0A0576 : 

KNAG0B0634 : 

NCAS0J0171 : 

NDAI0J0264 : 

TBLA0G0204 : 

TPHA0B0195 : 

Kpol_1055. : 

ZYRO0B1328 : 

TDEL0F0366 : 

KLLA0B0254 : 

AER092W    : 

Ecym_3231  : 

SAKL0G1630 : 

KLTH0D1526 : 

Kwal_23.40 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

YSSGFLTRSPRLILFFK---DPSSKDELGKSAETAS-------ADVVSTWVCPICMVSNETQG---EF-TKDTLPTPICINCGVPADYELTKS--SINCS

YSSGFLTRSPRLILFFK---DSSSKDALEKIVNTAN-------DIVVSTWVCPICMVSNETEG---EF-TRDTLPAPNCINCGVPADYELTKS--SINSS

YSSGFLTRSPRLILFFK---NFSSRDALEKVANAAN-------SNVVSTWVCPICMVSNETQG---EF-TADTLPAPICINCGVTADYELTKS--SINSS

YSSGFLTRSPRLILFFK---DSSSKDALEKRADAMS-------SNVVSTWVCPICMVSNETRG---EF-TKDTLPLPICANCGVPADYELTKS--SINSS

YSSSFLRRSARLIIFM----DVHSASSGLHNINNKLTE-----EVHTTTWVCPICMVTNETEG---EF-KANTQPPPVCVNCGVPADYELTKN--SITIQ

YNGSFLKKSPKIIIFLK-----KRNSEKDKKT-----------RNVNSLWKCPICQSDNILNGIKLSM-ENAKEQGLVCNICGVPLDFSLIKD--SLTYS

YSSGFLKRSPRLVVFVR---DGGTRPPGEDITS----------AGFLTQWVCPICAEKNSTEG---KFCDGDSSVQPVCFNCGVPADYELARD--SIKYI

YSSSFLKKSAKMIVFLK---QQEQQKKDAKKDKNQASLTAL--VDEVTTWICPICMVTNESDQ---DL----SKVPPVCINCGVSPDFNMIKS--SLNIS

YSSSFLRRSAKMIIFITKNNNNNDNTAQDDTMTNLE-------EITSTTWVCPFCMVTNES-----IY-KDLSSEIPTCENCGITPDFQMIKS--SINIS

YQSKFLKRSARMIVFFK---DADVILHLSKLKRENSSK-----KDILTEWICPICMFANEYEG---EF-TEATITPPVCTNCGVPADYELSKS--SIKIS

YSSRFLKRSAKVILFLL---DMGNLKSGGQSTSKAEGP-----INEVSTWVCPICMFTNETEG---VL-TENTFPSPICENCGVPLVYEMTMN--TINII

YSSNFLKRSARMILFLK---DLETAALQNKLLGIELNK-----QIGTSTWVCPICMFTNEVQG---EF-TKDLNPLPVCENCGIPADYEMTKS--SINYS

FSSRFLRRSARLILFVKKVDDSQVIGPDGKATGYY--------ENCISTWVCPICMMSNETKG---EF-TESTDPCPICVNCGVAADYEMTKDSLSISLS

YSSKFLKRSARLILFLK---SGQTRTSEDTNI-----------ENVTSSWVCAICMMTNETRG---IF-SEETDPKPICVNCGIPADYEMTKN--SINVS

YSSKFLKRSAKIILFFK---ELSQNEAPIEEKGK---------QVHTTQWNCPICGVENRIYS---TL-DSNGLNMPPCGSCGVEVDRDMVQN--SIKTV

YNAKFLKRATKTVLFLK---PNSKHSLGGKASRSNVDQKTFKRIVEKSQWTCAICMAHNEVNM---EI----QGYMPPCVNCGISVDFEMISK--SLTIV

YNSKFLKRSAKLVIFLKLEAPVDKFDMGLHKAGNKASL-----ISNKVTWTCPICMVTNETTG---EL----KDPMPRCINCGIAADYDMVAS--TVVAT

YSSKFLKKSAKLIVFLR----IGNSSTGLRSL-----------KEIKSTWICPICMMSNETVG---EF-TENLNPPPTCVNCGVPADYEMIKN--SIAIV

YSSKFLRKSARLIIYLK-----DIADESGPRAYNYATK-----QPQVQRWTCPICMALNKTTK---EI-SVNNMHEFPCENCGVVPDFDMIAD--SIKSD

YSSKFLRKSARLILFLK-----DALENEGSKTRHSENR-----SVKKYRWTCPICEALNESTG---YP-SSDGTSLIPCENCGITPDFDMIEN--SITAV

5ss FL 4s 4 665                                  W CpiCm  Ne                p C nCG6  d  6     36   
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 : 163

 : 159

 : 160
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 : 164

 : 188

 : 158

 : 164

 : 173

 : 166

 : 159

 : 164

 : 164

      

             

             

YLR417W    : 

Smik_12.50 : 

Skud_12.50 : 

Suva_10.53 : 

CAGL0J0448 : 

KAFR0A0576 : 

KNAG0B0634 : 

NCAS0J0171 : 

NDAI0J0264 : 

TBLA0G0204 : 

TPHA0B0195 : 

Kpol_1055. : 

ZYRO0B1328 : 

TDEL0F0366 : 

KLLA0B0254 : 

AER092W    : 

Ecym_3231  : 

SAKL0G1630 : 

KLTH0D1526 : 

Kwal_23.40 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

NAIDPNANPQNQFGVNSE----NICPACTFANHPQIGNCEICGHRLPNAS--KVRSKLNRLNFHDSRVHIELEKNSLARNKSSHSALS---SSSSTGSST

NAIELNSNSENKFVSSSG----NVCPACTFANHPQIGNCEICGHRLPNAS-KIRSKISRLKNFHDSRIHIELEKHSLGKSKSSHSTPS---SSYSTTTPT

NTAEQKSKFDGKPASSSE----NVCPACTFVNHPQIGNCEICGHRLPNAS-KVRSKLSRLKNLHDSRIHIELEKHSLGKNKSSNSGSS---SLSLTTTPT

NTTNTTSSGQSGPDSE------NICSACTFVNHPQIGNCEICGHRLPNAS-KVRSKLNRLRSFHDSRINIELEKHSLSKNKGSHSASSGSPSSSLTVTPT

GNSTDSNSHSDKKENK------NSCPACTFINHPQVRNCEICGTRLNNTK--IRNRLALSRRKQDSRLTIELDSISS--------------VKSSRSAEE

KPSRNSSHED------------SICPACTFMNHPDLTNCEICGTRLKKQA---------GVIVSDSKKPL------------------------------

ETNKSTDPTDRDT---------VVCQSCTFINHKLMKFCEMCGGRLPPRK-----------SHRSKKLFL---------------------KTGSLKETP

RNITSTTNKKSKDDKNNKEK--NVCPACTFVNHSQIRNCEICGTRLPNAN---IRHNRSNESFKDSRINLILEKDQS--------------SSSSMPPSV

SQVFNTKENSKKNE--------NVCPACTFINHPQIGICEICGTRLSNSSKIRLKANKKFKSLEDSRLQLKLEKHSNSDEDI---------NKNTEALNV

SISTSSKRLVKKSGGEND----NICPACTFINHSELRNCEICGTRLPKAK----KIRGNFNSRKNKKFQLLLENVS---------------SGNTDLKEV

DNKLGNSDSNLEGSGEKNL---NACPACTFINHALIKNCEICGARLPNAK-----IRSHNVNHEDSRVLIELDCKLLRDK-----------SNKNSNLEA

NNSKNNNESKIQDSKKSRLKGGNTCPACTFINHPQMNNCEICGFRLPNTK-IRSKYNSNAKTFKDSRFNIELEN-----------------GTLPNKEAS

NDYLKGSSSESFDSKSNDV---NQCPACTFINHYQITNCEICGTRLPNSK--IRQGTNNEIGFKDSRVHFELEHPIST-------------SKNVNDEVT

SNFKQQSANAKKDAVAQE----NACPACTFVNHPEISNCEICGTRIPNAS-IRKQHCNSASAFKDSRVHLELEH-------------------PDSGQST

VEDLEETPKE------------NICPVCTFINHPQIRNCEICGARLKQSR--------RTSKVKDSRVRILLEE-------------------KTPSGEE

YADDATDAAK------------NKCPACTFDNHVHMNNCEMCGTRLPNMC--PTALTRNQQLGGDPRVHIELEG-----------------NPGFTSRDI

NTDEQTAKLDQV----------NSCPACTFVNHPQINNCEICGTRLLKSN---VIQYADGGIFKDSRMNIVLET-----------------NPGLKEGDT

KDPVGKHSQKISE---------NVCPACTFINHPLIRNCEICGTRLPSAS-----SKLHTQPCKGSRVRIELET-----------------KDGLKDNER

QTGAFGENDASSSK--------NACSMCTFLNQPLLSNCEMCGTRLPEKD-----RELSAGASPDKRVRIELDS-----------------KDGLIPGEP

VDTSAQPAS-------------IACSACTYLNPIALRNCEMCGNRLPVKE-----GALEMPSPPDKRVKIELES-----------------NDGLSEDSR

                      n CpaCT5 Nh  6 nCE6CG R6                    4    l                            
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 : 242
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 : 228
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YML021C (UNG1) 

 

  

             

             

YML021C    : 

Smik_13.13 : 

Skud_13.13 : 

Suva_13.13 : 

CAGL0G0708 : 

KAFR0C0554 : 

KNAG0B0353 : 

NCAS0H0271 : 

NDAI0C0091 : 

TBLA0D0145 : 

TPHA0D0254 : 

Kpol_1004. : 

ZYRO0D1317 : 

TDEL0A0418 : 

KLLA0B0126 : 

AER327C    : 

Ecym_4090  : 

SAKL0G0554 : 

KLTH0G0440 : 

Kwal_47.18 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-------MWCMRRLPTNSVMTVARKRKQTTIEDFFGT---KKSTNEAPNKKGKSGATFMTITN-------------------GAAIKTETKAVAKEANTD

----------MRRLSINLVMTVVQKRKQTTIEDFFGV---KK----STIEAPNKKVKTSATFT-------------------SIAKDAATKEVVKETTAN

MNRPFRSMRCMKRLSTNLIMTVAQKRKQTTIEDFFSA---KK----STAGASNKKGKTDVTFT-------------------STTNDAITKTETMEVIAS

----------MRRSWTYLAMTVNQKRKQTTIEDFFGA---KKSATGTPSKKAKTSATFTSVRK-------------------DVVTKIEAKDVVKKVTAS

---------MLPTAVRFTVRAMSTKRKQVTIEEFFSK---QK-KSKVSTVKKEEPKLPKEASI-------------------EGDTVVETETEDSAVVKE

-----------------MTSSAAGKRKQTTIQDFFGV---GK---------KAKTVETTATSS-------------------LKVKEPSASRTLVTENGK

---------------MTSDIVKKNQKRQTSIQDFFGS---SVSKRARIDSNDKLTTVQADASV-------------------TTKVTKVEKASEQVSPNL

--------------------MTVSKRTQTTIEDFFGK---NT------SMSKKQKIEKTIVET-------------------NTNIISQKSSIQGNESKI

----------------MTNTATTGKRKQTTITDFFNKSTLKKAKVSNEITGGKSAVKNIEEQNDNVLPNGETAIKEDEVKGETSATATIAKEKVQTEPAL

-----------------MTTTKNTKKRQITISEFFGP---KE----------SKKVKTEKHTK-------------------TSAQNLDSKNNENEKNSK

------------------MTVPEKKRGQSTIESFFKN---TP--------VKRAKVTVSKEET-------------------IAISKIRNESAVTVGVGS

-------------------MTVSEKKRRVTIEDFFSK---KS----------NSDNSNVSKRV-------------------KTVASKDANNGDDKMADT

---MKGPIGRHLTPLRASKMTIETKRKFVTIEDFFSK---SK-----------KPNRGTTEPK-------------------KMGNASDDNTTGSSSSQE

-------------------MTVETKRKQSTIEEFFGK---SS--KKIKVAKESLAAKARTDAS-------------------VKLDEDLKTTKETVANEI

--------MSAIKRGSEATAQLATKRTKVLVTDFFKK---TD-------TTQKNASNQSVAES-------------------NSESVFVNKVLDTTDLPE

-----------------------------------------------------------------------------------------------MEAAE

---MTILTAKRKLSDPKVASSALKSKKQRSLTEFFSV---SK---------TNATPSSNVEEQ-------------------KVEKRVQSKVERNCSVAN

-----MITPSTEKRPLEEENGTPKSKKQRTLMDFFGK---KK---STVETGRDAKLENTSEHA-------------------SSLEGALLGAGDKPLTHK

------MSANGTKRLRTEGPPGEGTKKQKTLMEFFGG---KK------VSPAKKKTDATTAKV-------------------LDTGTVAAAIPKRDGASL

--------MTEGKRIRTEPSVADGVKKQKTLMEFFGG---RK-----------KTIPETDTVS-------------------STETAFDEPTPEGEGASL

                           q     ff                                                                 

      

      

 :  71

 :  64

 :  74

 :  68

 :  68

 :  52

 :  63

 :  52

 :  84

 :  51

 :  52

 :  49

 :  64

 :  57

 :  63

 :   5

 :  66

 :  70

 :  66

 :  59

      

             

             

YML021C    : 

Smik_13.13 : 

Skud_13.13 : 

Suva_13.13 : 

CAGL0G0708 : 

KAFR0C0554 : 

KNAG0B0353 : 

NCAS0H0271 : 

NDAI0C0091 : 

TBLA0D0145 : 

TPHA0D0254 : 

Kpol_1004. : 

ZYRO0D1317 : 

TDEL0A0418 : 

KLLA0B0126 : 

AER327C    : 

Ecym_4090  : 

SAKL0G0554 : 

KLTH0G0440 : 

Kwal_47.18 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

KYPANSNAKDV-YSKNLSSNLRTLLSLELETIDDSWFPHLMDEFKKPYFVKLKQFVTKEQADHTVFPPAKDIYSWTRLTPFNKVKVVIIGQDPYHNFNQA

KVSLDSDAKGT-FSKNLSTNLRSLLLLELQTIDDSWFPHLMDEFKKPYFVKLKQFVNKEQADHTVFPPPNDIYSWTRLTPFDKVKVVIIGQDPYHNYNQA

KPSLDSDVKGT-FSKNLSTNLQELLSLELNTIDDSWFPHLMDEFKKPYFVKLKQFVTKEQADHTVFPPPNEIYSWTRLTPFDKVKVVIIGQDPYHNHNQA

KDLANSDVKTD-FSEHLSTNLRDLLSLEVNTIDDSWFPHLMDEFKKPYFVKLKQFITKEQTDHTVFPPPNDIYSWSRLTPFDKVKVVIIGQDPYHNHNQA

ESIGVSDAKKK-FQESLSSLLKETLKLEIDTIEDSWFAQLSSEFKQPYFIKLKQFVNKEQATQTIFPPANDIYSWTRLTPFDKVRVVIIGQDPYHNFNQA

ENMGSSPFKEV-FKEKLTDEQRLLLSLEITTLEDQWFEKLSKEFTKPYFIQIKKFLAKEAQSSKIFPPPENVYSWSRLTPFNDVKVVIIGQDPYHNHNQA

SKPVINKIKEE-FSRSLDAKTRDLLNLELLTLEDSWFEQLKEEFTKPYFLQLKDFVKREQSTQTVFPTPGDIYSWSRMTPFDAVKVVIIGQDPYHNFNQA

SDIPESNLKTQ-FRASLDNDTSALLSCELDTMEDSWFAQLKDEFKKPYFLQLKKFVTEEQKKQKVFPPSRDIYSWTRLTPFKDVKVVIIGQDPYHNHDQA

KPTTEYLIKAH-FRNTLDPGTSKLLSCELDTIEDTWFRHLIEEFKKPYFLNLKQFILNEQAKYEVFPPAKDIYSWTRLTPFDKVKVVIIGQDPYHNDNQA

RKSGINLPKKNYFRTPLEPNVSNLLELELTTLDNSWFTRLEDEIKKPYFIKLKEFLLRSQKQSIIFPPPGDIYSWSRLTPFDKVNVVIIGQDPYHNHNQA

KIVNKGMDKKS-FKGSCSSMLLNLLQLEIDTIEDSWFERLSHEFKKPYFIQLKKFIDGEQSKSTVFPPADDIYSWSRLTPFRQVKVVIIGQDPYHNYNQA

KVVIKSKLE---FRESLSSMLDSLLSLELETIEDSWFVELEEEFKKPYFVKLKQFVTSEQKSQTVFPIPKDIYSWSRLTPFDKVKVVIIGQDPYHNFNQA

QAVAKNKSKEE-FQKTLSSMLSDLLLLEIENIELSWFHHLQSEFKKPYFVKLKQFVKKEQKEHTVFPPPADIYSWTRLTPFDRVRVVIIGQDPYHNYNQA

EDTDVADVKEK-FKKSLSGYLQTLLAMEIDTIDPSWFVHLKEEFKKPYFVKLKQFVTKEQQEYTVFPPARDVYSWSRLTPFDKVRVVIIGQDPYHNYNQA

EDTDKNKLKNA-ILQFVPEEKKCLLDLEMDTIDISWLRRLKQEFSKPYFLKLKEFVVNEQKNCTVFPSPKDIYSWTRLTHFDDVRVVIIGQDPYHNFNQA

GGVAKACADER-AKENFPEEQRRLLALELETIDASWQRILQPEFTKHYFLQLKRFVLEEQTRHTVFPPAEDIYQWTRLTPFSKVRVVIIGQDPYHNHNQA

VQLNEDKPVES-FRAGLTPEQLQLLSLEMNTIDATWFRKLRPEFTKHYFLQLKRFVIGEQNQHTVFPPPKDVYSWTRLTPFDKVRVVVIGQDPYHNHNQA

PKVTPGDAKLK-FRETLKPEQLVLLSLELDTIDDTWFYQLTGEFVKPYFLQLKRFVLSQQKQSTVFPPPPEIYSWSRLTPFDKVRVVIIGQDPYHNFNQA

HQIGQQDKSE--FRKSLTERQLKLLGLELDTLDDEWFAKLVSEFTKPYFLKLKDFVIEQQQTATVFPPPQDVYSWSRLTPFDQVRVVVIGQDPYHNFNQA

EEAGKA-VKEK-FREKLSERELQLLDLELNTLDDAWFAKLVGEFKKPYFLKLKEFVMEQQQNFTVFPPAHDIYSWSRLTPFDKVRVVVIGQDPYHNFNQA

        k              lL  E6 t6   Wf  L  Ef kpYF6 6K F6   q   t6FPp   6YsW3R6TpF  V VV6IGQDPYHN 1QA

      

      

 : 170
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 : 167

 : 167

 : 151

 : 162

 : 151

 : 183

 : 151

 : 151

 : 146

 : 163

 : 156

 : 162

 : 104

 : 165

 : 169

 : 164
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YML021C    : 

Smik_13.13 : 

Skud_13.13 : 

Suva_13.13 : 

CAGL0G0708 : 

KAFR0C0554 : 

KNAG0B0353 : 

NCAS0H0271 : 

NDAI0C0091 : 

TBLA0D0145 : 

TPHA0D0254 : 

Kpol_1004. : 

ZYRO0D1317 : 

TDEL0A0418 : 

KLLA0B0126 : 

AER327C    : 

Ecym_4090  : 

SAKL0G0554 : 

KLTH0G0440 : 

Kwal_47.18 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

HGLAFSVKPPTPAPPSLKNIYKELKQ-EYPDFVEDNKVGDLTHWASQGVLLLNTSLTVRAHNANSHSKHGWETFTKRVVQLLIQDREADGKSLVFLLWGN

HGLAFSVKHPTPAPPSLKNIYKELKQ-EYPDFVQDNKVGDLTHWASQGVLLLNTALSVRAHNANSHSKHGWETFTKRVVQLLIQDREADGKSLVFLLWGN

HGLAFSVKPPTPAPPSLKNIYKELKQ-EYPDFVQDNRVGDLTHWASQGVLLLNTSLSVRAHNANSHSKHGWETFTKRVVQLLIQDREADGKSLVFLLWGN

HGLAFSVKPPTPAPPSLKNIYKELKQ-EYPDFVQDNKVGDLTHWASQGVLLLNTSLSVRAHNANSHSKHGWETFTKRVVQLLLQDREADGKSLVFLLWGN

HGLAFSVRAPTPAPPSLKNIYKELQN-NYPDFKSDNKIGDLTPWAKQGVLLLNTALTVRAHNAASHSKQGWETFTRRALEALVHDREKDGKSLVFLCWGS

HGLAFSVQKPTPPPPSLKNIYKELSS-NYEDFQIDHKFGDLTNWSKQGVLLLNTALTVKAHNANSHSKCGWHEFTKKIVEILINERKSTGKSLVFLLWGN

HGLAFSVKSPTPAPPSLKNIYKELKS-NYADFQIDNSKGDLSCWSKQGVLLLNTALTVRAHSANSHSKQGWETFTSRIVELLIQDREKSGKNIVFLLWGN

HGLAFSVKPPVPAPPSLKNIYKELKQ-NYSDFIIDNTVGDLTPWTTQGVLLLNTALTVRAHNAGSHSKQGWEQFTKRAVELLIADREKTGQSLVFLLWGN

HGLAFSVKPPVPAPPSLRNIYKELKQ-NYSDFEINNKVGDLSPWALQGVLLLNTALTVRAHNANSHSKRGWEEFTKRVIEILIKDREKEGKTLVFLLWGN

HGLAFSVKKPTPAPPSLKNIYKELQK-NYNGFVIDNKFGDLTPWAKQGVLLLNTTLTVMAHNANSHSKQGWDIFTRRVVELLIEDREKNNRGLCFLLWGS

HGLAFSVKSPTPAPPSLKNIYKELKN-EYPDYEIDNNVGDLTPWAKQGVLLLNTALTVKAHNANSHSKAGWSDFTKEVVQTLINDRIESKEPIAFLLWGN

HGLAFSVKSPTPAPPSLKNIYKELKQ-NYGDFVIDNSTGDLTPWAIQGVLLLNTSLTVRAHNANSHSKKGWEQFTKKVVENLIKDREDKNTSLVFLLWGN

HGLAFSVKPPTPTPPSLKNIYKELQT-NYKDFKIDNGVGDLTPWALQGVLLLNTALTVRAHNANSHSKQGWETFTKRAIEALIKDREGQDKSLIFLLWGS

HGMAFSVRAPTPAPPSLKNIYKELKQ-NYSDFQIDNQNGDLTPWALQGVLLLNTALTVRAHNANSHSKKGWEVFTKKVVESLIKESEKDGRSLVFLLWGN

HGLAFSVRSPTPAPPSLKNIYKELQLNNYSDFKVNYSYGDLSSWSKQGVLLLNTSLTVKAHSANSHSKRGWEQFTKRAIDLLIEDRMKNGKPIVFLLWGN

HGLAFSVRAPTPAPPSLRNIYKELQI-NYTDFVADNALGDLTRWATQGVLLLNTSLTVRAHCANSHSKKGWEPFTSRVVQLLVEDRRRTGQPLVFLLWGA

HGLAFSVKPPTPAPPSLKNIYKELQT-NYPDFVVDLSVGDLSHWSEQGVLLLNTSLTVRAHSANSHSKKGWEPFTNRVVQLLVDDRKQSGAPLVFLLWGS

HGLAFSVKPPTSAPPSLQNIYKELKTSNYPDFQIDNKVGDLSPWSEQGVLLLNTCLTVKAHSANSHSKKGWEQFTKRVVELLIKDRKRSGEPLVFLLWGN

HGLAFSVKPPTPAPPSLKNIYKELKEHNYADFQIDNKVGDLTHWATQGVLLLNTCLTVRAHNANSHSKRGWEQFTKRVVQLIIEDRKRSGKPIVFLLWGS

HGLAFSVKAPTPAPPSLKNIYKELKEHNYADFQADNKIGDLTHWSKQGVLLLNTCLTVRAHNANSHSKRGWEQFTKRVVQLIIEDRKKTSQPLVFLLWGN

HG6AFSV  PtpaPPSL NIYKEL    Y d5  1n  GDL3 W  QGVLLLNT L3V AH AnSHSK GWe FT   6  66 dr      6 FLlWG 
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YML099C (ARG81) 

  

             

             

YML099C    : 

Smik_13.36 : 

Skud_13.43 : 

Suva_13.49 : 

CAGL0H0687 : 

KAFR0L0213 : 

KNAG0J0021 : 

NCAS0C0022 : 

NDAI0K0015 : 

TBLA0G0113 : 

TPHA0C0498 : 

Kpol_538.5 : 

Kpol_455.1 : 

ZYRO0A0044 : 

TDEL0B0048 : 

KLLA0D1019 : 

AAL175W    : 

Ecym_8159  : 

SAKL0D0026 : 

KLTH0E1650 : 

Kwal_27.96 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

------MGISSKNGP-------------------KKMGRAKTFTGCWTCRGRKVKCDLRHPHCQRCEKSNLPCGGYDIKLRWSKPMQFDP----------

------MGITSKNGT-------------------KKLGRAKTFTGCWTCRGRKVKCDLRHPHCQRCEKSNLPCGGYDIKLRWSKPMQFDP----------

------MGIASKSGV-------------------RKLGRAKTFTGCWTCRGRKVKCDLRHPHCQRCEKSNLPCGGYDIKLRWSKPMQFDP----------

------MGIFSKHGA-------------------KKLGRAKTFTGCWTCRGRKVKCDLRRPHCQRCEKSNLPCGGYDIKLRWSKPLQFDP----------

------MDKKSTRSV-------------------------KTYSGCWTCRARKVKCDLVRPSCLRCRRSKVQCGGYKIKLRWSPLLHFDL----------

------MSSTYSINK------------------RSRIQRAKTFTGCWTCRARKVKCDLTRPSCTRCERSGLKCGGYDIKLRWSKPVWFNE----------

------MTSKQRRPR-----------------VKARPRRAKTFTGCWTCRSRKVKCDLRRPGCLRCEKSSLECGGYDIKLRWSELVRFDS----------

------MRKSAKTQT-------------------KRPRRAKTFTGCWTCRSRKVKCDLRRPGCVRCDKSGLECGGYDIKLRWSKLVKFDP----------

----------------------------------MKPRRAKTFTGCWTCRSRKVKCDLRRPNCSRCERSELQCGGYDIKLRWSKLVKFDP----------

------MGYNDETA------------------------RNRTYSGCWTCRSRKIKCDQQKPQCKRCLKANLKCEGYNIRLTWCDLAKYDI----------

------MVKRISTSS-----------------RDADNKRAKTFEGCWTCRLRKIKCDLKKPKCDKCRSSAISCSGYDIKLVWKKPSKFQQKEAID-----

------MVGNNEMTT-----------------------KRKSFNGCWTCRSRKVKCDLNRPKCQRCDRLGIICEGYSVKLHWSKPVKFDK----------

------MTSKIERSQ--------------AKNNKNSYKRIKTFTGCWTCRSRKIKCDLTKPSCRKCTNSRIECGGYDIKLVWTEPVDFNTPEVSSTSREE

------MERRTRTSTTGVSDLVVNPHHGNRLKNGTKSKRGKTFTGCWTCRSRKVKCDLRRPHCQRCEKSGLVCGGYDIKLRWSKPLQFDE----------

MFDEEAPQHITERSY------------------VQKGKRAKTFTGCWTCRSRKVKCDLQRPNCGRCEKSGLDCGGYDIKLRWSNPVKFDP----------

------MKPAK--------------------------PRVKTFTGCWTCRSRKVKCDLRRPGCERCEKGGLICGGYDVKLRWTRPIQFDT----------

MIKDEKDTASARCTP--AARNDEALQKKEGSGTAVRRPRAKTFTGCWTCRLRKVKCDLGKPSCQRCEKSGLDCGGYDIKLRWSNPIRFDK----------

MNKGDNKFGSQNIGDTGNAKSGSRKHKAGNGVCTARRPRAKTFTGCWTCRIRKVKCDLGKPNCQRCEKSGLSCGGYDIKLRWSNPIRFDS----------

------MKVEKSDIR--------------------KPRRAKTFTGCWTCRSRKVKCDLGRPSCKRCERSGFECGGYDIKLRWSKPIKFDR----------

------MKRQSSAGG-----------------KAKEVRRVKTFTGCWTCRSRKVKCDLGKPTCQRCDKSGLECGGYDIKLRWSQPIRFDN----------

------MKPRKSSDT-----------------KGKEVRRVKTFTGCWTCRSRKVKCDLGKPNCQRCEKSGLECGGYDIKLRWSPSIKFNK----------

      m                                 435 GCWTCR RK6KCDl  P C 4C  s   CgGY 64LrW     5            
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YML099C    : 

Smik_13.36 : 

Skud_13.43 : 

Suva_13.49 : 

CAGL0H0687 : 

KAFR0L0213 : 

KNAG0J0021 : 

NCAS0C0022 : 

NDAI0K0015 : 

TBLA0G0113 : 

TPHA0C0498 : 

Kpol_538.5 : 

Kpol_455.1 : 

ZYRO0A0044 : 

TDEL0B0048 : 

KLLA0D1019 : 

AAL175W    : 

Ecym_8159  : 

SAKL0D0026 : 

KLTH0E1650 : 

Kwal_27.96 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

------YGVPIPQNSP------------------------------ATTTNLSGSVDEPQYQRRNIDFVRYDEE--YVYHEDMDDELTMLHTPPIEKISD

------YGVPIPQNSP------------------------------ATTTNLTGSVDEPQYQRRNIDFVRYDEE--YMYHEDMDDELTMLHTPPIEKISD

------YGVPISQSSP------------------------------ATTTNLSGSVDEQQYQRRNIDFVRYDEE--YVYHEDMDDELTMLHTPPIDKISD

------YGVPIPQSSS------------------------------ATTTNLSGSVDEPQYQRRNIDFVRYEEE--YVYHEDMDDELTMLHTPPIERISE

------YGVPMPSNES-------------------------------ITTTEGDDVETSTNLRRNVERVRYEEE--YEYHEDMDEELSELHAPPEDKIAN

------YGIQISTASN----------------------NRKNVNEMSPSPVSGINEENNQYQRRNISFVKYKEE--YVFHEDMDDELSMLHAPPADKIED

------YGVQMAPAAN--------------------------------ELSSLKSQNEPLFQRRNIDFVKYDEE--YVYHEDMDDELSALHCPPPEKIAD

------YGVQLPPSPN----------------------------------GNSASNEEPQYQRRNIDFVKYKEE--YIFHEDMDDELSILHAPPTEKIAD

------FGVQLPPSPNPTITTSTTTAAGINNDSNNNNNNNTNTNTNTNTDGAGNNNDEPQYQRRNIDFVRYKEE--YVFHEDMDDELSTLHAPPPDKIAN

------YGDLIESADD----------------------------------------KKAVHQRNHISFAKYNNN--TVDLSEIDDNLSYLDDSDPNEIRG

------NGSVIRKLES----------------------DKFDNDIYSDDDHGTDFVAIKSQKRRNIPLVRYNDDEKYRYYEEIDEDMAYLQDLQGTSLNN

------FGDFVDSRPR--------------------------------NHTSDVDLNSLGSQRRNIPFVRYDET--NLSRQKIEKDLLLIEVTTSEKLNE

SVSSNISGSASNSTPS----------------------NKF--TLINNNINNTSTQSNETQKRRNITLVKYKNSKSYTYYEEMDEELISLQNPKKDKIDN

------FGVPISAAQG-----------------------------NAQDNTSGASNDEPQYQRRNIDFVRYDEE--YEFYEDMDDELSTLHNPPLEKIAD

------YGTQLSTTPV------------------------------------GSLNDEPQYRRRNIEYVRYKEE--YQYYEDMDEELTALHKPPSDKIAN

------MGNVTATPTG------------------------------------IKDPDEPQYQRRNVDFVRYKEE--YVYYEDMDDELSALSSPPLELISE

------FGNQMAGEDR----------------------------------DGDGEQPAQPFQRRNIMFVRYDEE--YEYYEDMDDELSALHSPPLEMIAD

------YGNQVTSGND---------------------------------KDGDGDRQQQPFQRRNIMFVRYDEE--YEYYEDMDDELSALHSPPLEMIAD

------YGVQLPPSPN----------------------------------SPDSGSDEPQFQRRNIAFVRYQDE--YEFYEDMDDELSALHSPPLENIAG

------FGQVDPNTSS------------------------------------SACADEPQSQRRNVGFVTYKDE--YEFYEDMDDELSELHSPSLDKIAD

------FGQVDSNGSP------------------------------------ANGTEEPQSQRRNVGFVTYKDE--YEFYEDMDEELSALHSPSQDKISD

       G                                                     qRrn6  v Y  e  y    d6d e6  6  p    6  
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YML099C    : 

Smik_13.36 : 

Skud_13.43 : 

Suva_13.49 : 

CAGL0H0687 : 

KAFR0L0213 : 

KNAG0J0021 : 

NCAS0C0022 : 

NDAI0K0015 : 

TBLA0G0113 : 

TPHA0C0498 : 

Kpol_538.5 : 

Kpol_455.1 : 

ZYRO0A0044 : 

TDEL0B0048 : 
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AAL175W    : 

Ecym_8159  : 

SAKL0D0026 : 
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Kwal_27.96 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

NKTWI-------------------------IKKFGVFKGTDKI-DKQYAPRKK------RNR--------------------------------------

GKTWI-------------------------LKKFGVFKGTDKV-DKQYVPRKK------RNR--------------------------------------

EKTWI-------------------------LKKFGVFKGTDKV-DKQYAPRKK------RNR--------------------------------------

DKTWI-------------------------LKKFGVFKGTDKV-DKQYAPRKK------RNR--------------------------------------

NKTWI-------------------------IKKFGVFRAIERE-AIIAAKRGK-----------------------------------------------

NKTWI-------------------------IKKFGVFKGCDND-KANQITKKR------KKS--------------------------------------

NKTWI-------------------------IKKFGVFRGREPE-DKQNPPRKR------RRK--------------------------------------

GKTWI-------------------------IKKFGVFRGTDKI-DKQYAPRKK------RRK--------------------------------------

NKTWI-------------------------IKKFGVFKGMDQVIDKKLSPRKK------RRK-------------INPIAAATSASKNSENASSKSVVVS

VRFLQQGPFRLFTYANINSLDRHNLSGIEKLNHHKVYKSTISR-DSSLTPIKTTSPLPLRSSPLIRHAHTPTQSLIQEQLSQTPNLIKNDNFHENLIKSI

NKPTI-------------------------NNHFGVLKVNSSS-SSIGDSNIE------TYQ--------------------------------------

DLPYL-------------------------VERFGVFKKSFER-HSKEAPSTI------DER--------------------------YTQVKDNTIDNV

GQTYI-------------------------IKNFGVFKAHHSD---ESTPKTT-----------------------------------------------

NRTWI-------------------------IKKFGVFKGTDDA-LLNYGKNKG------KRR--------------------------------------

GETWI-------------------------IKKFGVFKG---I-DSPAEPSKT------KWR--------------------------------------

DKTWI-------------------------IKKFGVFKGTDKV-KKRYVPRKK------RKK------------------------------NQVFINAI

HKTWI-------------------------IKRFGVFKGTDRV-KRKYVPRKR------RKV----------------------NPVFADAMAREHRRKL

NKTWI-------------------------VKNFGVFMGTNRA-KKRHVPRKK------RKV----------------------NPVFADAMAKEQRRKM

DKTWI-------------------------INKFGVFRGTEKV-KKKYVPRKK------RKR--------------------------------------

NKTWI-------------------------IKKFGVFRGTDKV-KTKHVPRRK------KRR--------------------------------------

NKTWI-------------------------IKKFGVFRGTENV-KTKYTPRRK------RRQ--------------------------------------

  t                            k fgV             p                                                  
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YML126C (ERG13) 

  

             

             

YML126C    : 

Smik_13.8  : 

Skud_13.14 : 

Suva_13.17 : 

CAGL0H0408 : 

KAFR0L0206 : 

KNAG0J0016 : 

NCAS0C0015 : 

NDAI0K0023 : 

TBLA0G0358 : 

TPHA0C0485 : 

Kpol_541.2 : 

ZYRO0A0077 : 

TDEL0B0033 : 

KLLA0D1050 : 

ADL356C    : 

Ecym_4602  : 

SAKL0D0059 : 

KLTH0E1619 : 

Kwal_27.97 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MKLSTKLCWCGIKGRLRPQKQQQLHNTNLQMTELKKQK--------TAEQKT-RPQNVGIKGIQIYIPTQCVNQSELEKFDGVSQGKYTIGLGQTNMSFV

------------------------------MTELKKQK--------TAEQKA-RPQNVGIKGIQIYIPTQCVNQSELEKFDGVSQGKYTIGLGQTNMSFV

------------------------------MTELKKQK--------TTEQKA-RPQNVGIKGIQIYIPTQCVNQSELEKFDGVSQGKYTIGLGQTNMSFV

------------------------------MTELKKQK--------TTEQKA-RPQNVGIKGIQIYIPTQCVNQSELEKFDGVSQGKYTIGLGQTNMSFV

------------------------------MTEIKKQR--------TDFQAA-RPTNVGIKGIEVYIPSQYVSEAELEKYDGVSQGKYTIGLGQTNMSFV

------------------------------MTETKKQK--------TVDHPP-RPTNIGIKAIEVYIPNEYVNQDELEDHDGVSKGKYTIGLGQTNMSFV

------------------------------MTEAKRVR--------VSDG---RPQNVGIKGLEIYIPSQCVNQADLEKFDGVSQGKYTIGLGQTNMSFV

------------------------------MTENKKQK--------TTTYPTMRPQNIGIKAMEIYIPTQFVSQQDLEKFDGVSSGKYTIGLGQTNMSFV

------------------------------MTETKRQKTTTMNNTETANTSDARPSHIGIKGIEIYIPTQYVSQDELETYDNVSKGKYTIGLGQTNMSFV

------------------------------MTEKKRQN--------TSNPLP-RPKNVGIKGMSIYIPKTYVNQASLEKFDGISAGKYTIGLGQTNMAFV

------------------------------MTDTKRQK--------TADQPT-RPQNIGIKGIEIYIPNQYVSQTELEEYDGVSAGKYTIGLGQTNMAFV

------------------------------MTEAKRQK--------TADQPA-RPQNIGIKGIEIYIPGQFVNQAELEKFDGVSTGKYTIGLGQTNMAFV

------------------------------MTETKKQK--------TVQHPG-KPQNVGIKGIEIYIPSQCVSQEELEKKDGVSAGKYTIGLGQTKMSYV

------------------------------MTETKKQK--------TLDHPT-RPQNVGIKGIEVYIPSRCVNEGELEKFDGVSTGKYTIGLGQTNMSFV

---------------------------MTEQDLAKKQK--------TVDQPP-RPQNVGIKGIEIYIPSQCVNQEELEKFDGVSSGKYTIGLGQTNMGFV

---------------------------MTDPNQAKKQK--------IEAQPP-RPQNIGIKAIELYIPSQCVNQEALEAYDGVSQGKYTIGLGQTNMSFV

---------------------------MTDPTQPKKQK--------IEAQPP-RPQNIGIKGIEIYIPSQCVNQTALESYDGVSQGKYTIGLGQTNMGFV

---------------------------MTEQNQLKKQK--------VLDQPP-RPQNIGIKGIEIYIPSQCVNQSELEKYDGVSAGKYTIGLGQTNMGFV

---------------------------MTEQNQLKKQK--------TVSQPP-RPQNIGIKAIEVYIPSQCVNQAELEKFDGVSQGKYTIGLGQTNMSFV

------------------------------------------------------------------------------------------------MSFV

                                  k q                 p n gik    yip   v    le  dg s gkytiglgqtnM 5V
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YML126C    : 

Smik_13.8  : 

Skud_13.14 : 

Suva_13.17 : 

CAGL0H0408 : 

KAFR0L0206 : 

KNAG0J0016 : 

NCAS0C0015 : 

NDAI0K0023 : 

TBLA0G0358 : 

TPHA0C0485 : 

Kpol_541.2 : 

ZYRO0A0077 : 

TDEL0B0033 : 

KLLA0D1050 : 

ADL356C    : 

Ecym_4602  : 

SAKL0D0059 : 

KLTH0E1619 : 

Kwal_27.97 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

NDREDIYSMSLTVLSKLIKSYNIDTNKIGRLEVGTETLIDKSKSVKSVLMQLFGENT-DVEGIDTLNACYGGTNALFNSLNWIESNAWDGRDAIVVCGDI

NDREDIYSMSLTVLSKLIKSYDIDTNKIGRLEVGTETLIDKSKSVKSVLMQLFGENT-DVEGIDTLNACYGGTNALFNSLNWIESNAWDGRDAIVVCGDI

NDREDIYSMSLTVLSKLIKSYNIDTNKIGRLEVGTETLIDKSKSVKSVLMQLFGENT-DVEGIDTLNACYGGTNALFNSLNWIESNAWDGRDAIVVCGDI

NDREDIYSMSLTVLSKLIKSYNIDTNKIGRLEVGTETLIDKSKSVKSVLMQLLGDNT-DVEGIDTLNACYGGTNALFNSLNWIESNAWDGRDAIVVCGDI

NDREDIYSMCLTACSNLIKNYNIDTDKIGRLEVGTETLVDKSKSVKTVLTQLFPGNG-DMEGIDTVNACYGGTNAVFNSINWIESSSWDGRDAIVVCGDI

NDREDIYSMSLTVLSKLIKNYNIDVNDIGRLEVGTETLIDKSKSIKSFLMQLFGENT-DVEGIDTVNACYGGTNALFNSINWVESSNWDGRDAIVVCGDI

NDREDIYSMSLTVLSRLMKNYNVDPKQVGRLEVGTETLIDKSKSVKSVLMQLFADSDGDIEGVDTVNACYGGTNALFNSLNWIESRSWDGRDAIVVCGDI

NDREDIYSMCLTVLSKLIKNYNIDTNEIGRLEVGTETLIDKSKSVKSVLMQLFNGNN-DVEGIDTLNACYGGTNALFNSLNWIESSAWDGKDAIVVCGDI

NDREDIYSMSLTVLSKLLKNYKLDTSNIGRLEVGTETLIDKSKSVKSVLMQLFPDNNGDIEGIDTLNACYGGTNALFNSLNWIESSSWDGRDAIVVCGDI

NDREDIYSMALTVCQDLLASYSIDTANIGRLEVGTETLLDKSKSVKSVLMQLFKDNS-DIEGIDTLNACYGGTNALFNSINWIESSAWDGRDAIVVCGDI

NDREDIYSMCLTVCSNLIKNYNIDTNKIGRLEVGTETLIDKSKSVKSVLTQLFPGNG-DLEGIDTVNACYGGTNALFSSLNWIDSQYWDGRDAIVVCGDI

NDREDIYSMCLTACSNLLKNYQIDPNSIGRLEVGTETLIDKSKSVKSVLTQLFPGNG-DMEGIDTVNACYGGTNALFNSLNWIESSAWDGRDAIVVCGDI

NDREDIYSMSLTVCSRLLKNYGIDPHSVGRLEVGTETLLDKAKAVKTVLTQLFEGNN-DLEGIDTYNACYGGTNALFNSINWIESNAWDGRDAIVVCGDI

DDREDTASMCLTACSKLLKNYSIDPHHIGRLEVGTESLIDKSKSIKSVLTQLFDGNS-DLEGVDTLNACYGGTNALFNSLNWIESSAWDGRDAIVVCGDI

NDREDIYSMSLTVLSKLLKNYNIDTNNVGRIEVGTETLLDKSKSVKSVLTQLFPGNS-DTEGIDTLNACYGGTNALFNSLNWIESSAWDGRDAIVVCGDI

NDREDIYSMCLTACSNLMKNYDIKPESIGRLEVGTETLLDKSKSVKSILMQLFGENT-DLEGVDTVNACYGGTNALFNSLNWIESSSWDGRDAIVVCGDI

SDREDIYSMCLTVCSRLLKNYGIDAKNIGRLEVGTETLLDKSKSVKSVLTQLFGENS-DMEGIDTINACYGGTNALFNSLNWVESSAWDGRDAIVVCGDI

NDREDIYSMSLTACSKLLEHYNIDPNSIGRLEVGTETLIDKSKSVKSVLTQLFPGNS-DIEGIDTINACYGGTNAFFNSLNWIESSAWDGRDAIVVCGDI

NDREDIYSMSLTVLSKLLKNYNVDPQSVGRLEVGTETLLDKSKSVKSVLMQLFEGNT-DLEGIDTVNACYGGTSALFNSLSWIESSAWDGRDAVVVCGDI

NDREDIYSMSLTVLSKLMKNYNVDPNSIGRLEVGTETLLDKSKSVKSVLMQLFPENH-DLEGIDTVNACYGGTNALFNSLSWIESSAWDGRDAVVVCGDI

 DREDiySM LT  s L6k Y 6d   6GR6EVGTE3L6DKsKs6K3 L QLf  n  D EG6DT NACYGGTnA FnS6nW6eS  WDG4DA6VVCGDI
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 : 160

 : 160

 : 160
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YML126C    : 

Smik_13.8  : 

Skud_13.14 : 

Suva_13.17 : 

CAGL0H0408 : 

KAFR0L0206 : 

KNAG0J0016 : 

NCAS0C0015 : 

NDAI0K0023 : 

TBLA0G0358 : 

TPHA0C0485 : 

Kpol_541.2 : 

ZYRO0A0077 : 

TDEL0B0033 : 

KLLA0D1050 : 

ADL356C    : 

Ecym_4602  : 

SAKL0D0059 : 

KLTH0E1619 : 

Kwal_27.97 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

AIYDKGAARPTGGAGTVAMWIGPDAPIVFDSVRASYMEHAYDFYKPDFTSEYPYVDGHFSLTCYVKALDQVYKSYSKKAISK-GLVSDPAGSDALNVLKY

AIYDKGAARPTGGAGTVAMWIGPDAPIVFDSVRASYMEHAYDFYKPDFTSEYPYVDGHFSLTCYVKALDQVYKSYSKKAISK-GLVSDPAGSDALNVLKY

AIYDKGAARPTGGAGTVAMWIGPDAPIVFDSVRASYMEHAYDFYKPDFTSEYPYVDGHFSLTCYVKALDQVYKSYSKKAISK-GLVSDPAGPDALNVLKY

AIYDKGAARPTGGAGTVAMWIGPDAPIVFDSVRASYMEHAYDFYKPDFTSEYPYVDGHFSLNCYVKALDQVYKSYSKKAISK-GLVSDPAGSDALNVLKY

AIYDKGAARPTGGAGTVALWIGPDAPLVFDSVRGTYMEHAYDFYKPDFTSEYPVVDGHFSLTCYVKALDQVYKAYSKKAIAR-GLVQEPISDEACNVLKH

AIYDKGAARPTGGAGTVAMLIGPDAPIVFDSVRGTFMEHAYDFYKPDFTSEYPYVDGHFSLTCYVKALDKVYESYSKKAIAK-GLAEKPINDKTVNVLNH

AIYDKGAARPTGGAGTVAMLIGPDAPIVFDDVRGSYMEHCYDFYKPDLTSEYPYVDGHFSLTCYVKALDKVYESYSKKLGGE------------INVKDH

AIYDKGAARPTGGAGVVAMLIGPDAPIVFDPVRGSFMEHAYDFYKPDFTSEYPYVDGHFSLTCYVKALDQVYKNYSQKAIAR-GMVESAAGPQAVNTVNY

AIYDKGAARPTGGAGVVAMWIGPNAPIVFDSVRGSYMEHAYDFYKPDFTSEYPYVDGHFSLTCYVKALDQVYKNYSRKAISKGGLVTNPLSNEALNVLEY

AIYDKGAARPTGGAGTVALWIGPDAPLVFDSTRGSYMENAYDFYKPDFTSEYPYVDGHFSLTCYVKSVDKVYDAYLKKAIRN-GLIEESVKP----LTEF

AIYDKGAARPTGGAGTVALWIGSDAPLAFDSVRSSYMEHAYDFYKPDFTSEYPVVDGHFSLRCYVKALDQVYETYLKKAITK-GLISE---TENKPLTEY

AIYDKGAARPTGGAGTVALWIGPDAPLVFDSVRGSYMEHAYDFYKPDFTSEYPYVDGHFSLKCYVRALDQVYNTYLAKGIKR-GLI----GDESKPLTEF

AIYDKGAARPTGGAGTVALWIGPDAPLVFDNVRASYMEHAYDFYKPDFTSEYPYVDGHFSLTCYVKAVDQVYRSYSKKAIAR-GLAKDPLSPESIGVKNH

AIYDKGPARPTGGAGTVALWIGPDAPIAFDSVRGSYMENAYDFYKPDFTSEYPYVDGHFSLACYVKALDQVYKNYSRKAIAK-GLATEPAGPEAVNVAKY

AIYEKGAARPTGGAGTVALWIGPDAPIVFDPIRGSFMEHAYDFYKPDFTSEYPYVDGHFSLTCYVKALDKAYEAYSKKAIAK-GLAAKPAGNSAINVTEH

AIYDKGAARPTGGAGTVALLIGPDAPIVFDSVRGSYMEHVYDFYKPDFRSEYPYVDGHFSLTCYVKAVDQAYRAYSRKAIAK-GLAENPAGPEAVNVATF

AIYDKGAARPTGGAGTVALWIGPDAPIVFDSVRGSYMEHAYDFYKPDFTSEYPYVEGQFSLICYVKALDQAYRAYSKKAVDK-GLAENPAGPEAVGVASF

AIYDKGAARPTGGAGTVALWIGPDAPLVFDSVRGSYMEHAYDFYKPDFTSEYPYVDGHFSLTCYVKALDQAYKAYSKKAIAK-GLVESPAGPEALDVAKF

AIYDKGAARPTGGAGTVAMLIGPDAPIVFDSVRGSHMEHVYDFYKPDFTSEYPYVDGHFSLSCYVSALDQAYKSYSKKAIAK-GLVQDPAGPEAVNTASF

AIYDKGAARPTGGAGTVALLIGPDAPIVFDSVRGTYMEHVYDFYKPDFTSEYPYVDGHFSLSCYVSALDQAYKSYSKKAIAK-GLAQEAAGPEASNATKI

AIYdKGaARPTGGAGtVA6 IGp1AP6vFDs R 3 MEhaYDFYKPDftSEYPyVdGhFSL CYV a6Dq Y  Ys Ka    g                
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 : 259

 : 259

 : 262

 : 262

 : 262

 : 262

 : 262
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YMR064W (AEP1) 

  

             

             

YMR064W    : 

Smik_13.24 : 

Skud_13.22 : 

Suva_13.23 : 

CAGL0F0656 : 

KAFR0A0032 : 

KNAG0M0256 : 

NCAS0C0522 : 

NDAI0G0449 : 

TPHA0L0193 : 

Kpol_1073. : 

ZYRO0E0112 : 

TDEL0B0725 : 

KLLA0F2620 : 

ADR142W    : 

SAKL0G1887 : 

KLTH0B0462 : 

Kwal_33.14 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MITTVQEISKWRNLCFIRMQSRKWYPV---------LKKTP---LVADGRKIIKHADKVPH-----------PEEIIHPFYQ-PTAIEQFTACATEYNPS

------------------MQFRKWYPA---------VKRTS---LLVDGKKVIKHADSVPH-----------PEEIIHPFYR-PSAIEQFTICATEYNPS

------------------MQSRKWYPT---------LKKAP---VLANGARIHKHADKVPH-----------PEDIIHPFYQ-PTPVEQFITCATECDPA

-------------MCVIRMQSRRWYPA---------FKRAP---LLVDSQKIIKHE--VPH-----------PDEILHPFYQ-PTRIEQFIACATEHNPS

------------------MSTSGTTKG---------IPIPL-NIFKRKSIPFGRISRVTPK-----------PEQLLHPFYR-PGNVSSLGLCMKEGKPA

------------------MQRLPIGSDTGYNNLYLKLVRAS-HSAPRRKEGFLRYN---PP-----------PEKLIHPFYR-ATPIEQFRLCYKQRNTS

------------------MPLSRIYKS------VSQCQRTR-DVLFRNCWKTGSEFVSHRT-----------PGQVIHPFYR-VSGRERLLMCYGDGPVA

------------------MQHLRLYST------VETLSKEL-PKLSKNNNTILQYREPIA------------PSNVLHPFYE-PSKLEKFTLCFTENNPT

----------MQRVCPLSCSKSKISNG---KLLYSTATGIK-GKIQPRQRQPIPMKRTILD-----------IKKLWHPFYK-PSSIEQFKMCFTELDPA

MYDCFQSLFETSKHSVHSFLKRDFTRGSAKLKITMNRQNVRCYSLASQAIRKGKFSNSMLHRVKYNDRGNSEVTKIAHPFYK-PSKIEGMTLCCTEVKPQ

------------------MVISKVASKCSPKNVTQSMVLVP-SRNIASRKGFVKPID---------------PKEIIHPFYR-PSQIEEFTLCSTERNPS

------------------MPTKPRH-----------IPRNF-FLDQK---SRYQKNGLTPL-----------PHQIIHPFYT-PTRAAELSACSKEVRGK

------------------MRPYRFYST------RKVLPRNP--------FKDKNVTDVVPS-----------PGQMIHSFYS-PSLTEELTTCFTEKYPS

-------------MSILSRAANKLQPG-----KTLLVPKNK-FKVADEEWGHLPEY-VVPA-----------ANKIVHPFYQYPNATERTALCITERNPK

--------------------MRGLQAV------GKVVSPAK-KQSLANGMPLKRLNNHVPQ-----------PNQIMHPFLG-LTQTELGLLCCTECEPR

-------------MSRLRAPYRKLYSTLNEVPSKTLVPENP-YRRTEGAVSFRKSRNNIPG-----------PNQILHPFYS-PTELERAALCITEVSPK

-------------MGSRIFSPRRLYSALSELKTETVIPKNP-NKRTRDG-SFRKFKRVAPA-----------IGDSMHPFYS-PNIMERAILCASEIKPE

-------------MSSWGLSPRRLYTSVSGLGVKTVIPKNP-HKNLEDG-SFRKFKRVVPS-----------FEETIHPFYS-PNILERAGLCMSETAPE

                                                                             HpFy  p   e    C     p 
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 :  66
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 :  62

 :  74

 :  99

 :  65

 :  55

 :  56

 :  69

 :  61

 :  74

 :  73
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YMR064W    : 

Smik_13.24 : 

Skud_13.22 : 

Suva_13.23 : 

CAGL0F0656 : 

KAFR0A0032 : 

KNAG0M0256 : 

NCAS0C0522 : 

NDAI0G0449 : 

TPHA0L0193 : 

Kpol_1073. : 

ZYRO0E0112 : 

TDEL0B0725 : 

KLLA0F2620 : 

ADR142W    : 

SAKL0G1887 : 

KLTH0B0462 : 

Kwal_33.14 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

LLDGKKIAP-SLIKHPVSLKTILVDSKLKFDDIRGVNKWLMEFVARRQHQRNIVL---TPASKSVRSFHV-LHLSSTDIAKLRGLENILS-EIENTNDLQ

LLDGKKIVP-SLIKHPENLNTILVDSKLKFDDIRGVNKWLMKFIAHRKQQQNM----VLKPSKKNTKFFNVSHLSSADIDRLSALEDEVA-NIKDLDDLQ

LLDGEKIVP-SLIKHPVSLNTILVNSKLKFDDIRGVNKWLMKFIAKRKIQRSM----ILRPTNKDVNFFQIPQLSSADMTKIAGLENTLS-SVEDANDLE

LLDGKKIVP-SMIQHPTKQNSMLVDSRLEFTDVRGVNKWLLDFISKRQQQEKQVH--KPLDKD--TKFSQIPYLSSSDISRISSLEDTLS-SIKDTDDLE

LLDSKSIIP-SIVQNSKTGNPVLANCSLAFSSVQGVSTWLKQYENLR-ETRTTPF--STIPFPDLNRYLT-----SLPKSKVEIIEKAYT-NLINNDGSH

IANGKPIFS-SLILHPKTFKTILTPISLKFNSNIGLHKWVNDYNLNL-STRKIQL--CQLSNDTIPKFHL---HDISDDQQFKEIIQLMS--RSKCEMEA

LADGRPVF--ASVIEGKAGVGQLVMGPVKLQNKAGVSQWLKEYTQRIDEESAVTLQECHLAGEGASRKTL----LTRDDRRLQEVVQLLE-KQDPDEGAA

LCNGEAIIP-TVTKRSNWPKPKLVNGSITFNTSRGINKWLEEYRALKDSGHRTVHFTRINKEADVKDFLK---PCFLNELSHPELKQLFT-TLKEERGIE

-NQFEEFKPFLIEIDENMENLCYTTQDKTFSH------LLKGYFYDLKQNESIDY--QLMKGEFWEERRRTRETNQVNQAGNPEFDALTNILFHNDWTYK

LLSGKGIMP-IMKTDQNQHTTISFDNRLTFKSVRNISKWIKNNREIIKEKNMNIG--NFISLTESAHKHS---KVKINIFKYDSLKNFIN-KLENNEEIS

LMDGKPVFPISLPLLSTSVLPQLLYKKIIFPSVRNIVPWLKKFNYIRIKNYSDEY--YTIDFKPLEMPTV---ESKLTITNFPELKILVD-LLENTNGGR

LLEGLKVVP-ALVTDWK-GKPLLRNRFIKFDTVKGVNVWLQGYASRRKEAEGVIY--RTLEGQP-EKLIT---PSKLHRSNVPLVDKVTE-LFGSERTKH

LLGGKPIMP-ALVRDPKTQEARLQMKSLTFKSVRGVVDWLETFRSMRSSDSTY----EVMEDRMIADLVK---PSKLTRVNTPLVSQLRE-LFGSQESRK

LFNGKPVLP-AFVRHPVTSESTLVESRLSFDTVKDVSKWVQ---RIHKSGDRLFHKVNITSSDSGPKVRK-----TKLTSESPFVKQLDN-FLNSHP--Q

IRSGKQIIP-AMVRDPMKDQTEYTHAKLQFPLLTNISAWVKDHAMYQYSSEK-----QLVSAATLPAFKA-------AETEIPEAIRAVC---------Q

LLNGKPVIP-AIIEHPRTMKPVLLNTRLQFDSVKEVYSWVRDFVQNRTDLSKL----DLIDIHEVNSILR---SSKLDKRQLPQIIKLAS-LFSGNDIKE

LLDGQPIVP-AVIKQLKTLEPALVNTRWQPQSTQGLNDWLEPFRKMRRKSSPL----KLIENHEIDNVIR---PSRIDSGRIPELRKFAL-MFEKEDAGI

LMDGKPVVP-AIIKHPRTSQATLVNSKLHFDSVEESSKWLQYLRRGTMSNSHL----RIINEHDIEGLIR---PSRLDRSETPKLQQFAS-LFENKDDTA

   g    p             l      f        w6                                                            

      

      

 : 170

 : 152

 : 152

 : 155

 : 150

 : 157

 : 156

 : 157

 : 165

 : 192

 : 159

 : 146

 : 147

 : 157

 : 139

 : 165

 : 164

 : 164

      

             

             

YMR064W    : 

Smik_13.24 : 

Skud_13.22 : 

Suva_13.23 : 

CAGL0F0656 : 

KAFR0A0032 : 

KNAG0M0256 : 

NCAS0C0522 : 

NDAI0G0449 : 

TPHA0L0193 : 

Kpol_1073. : 

ZYRO0E0112 : 

TDEL0B0725 : 

KLLA0F2620 : 

ADR142W    : 

SAKL0G1887 : 

KLTH0B0462 : 

Kwal_33.14 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

SRVESVNNELQNIFDRDSKQTRLFCENILAYLI-KN-YGNSTEKLILLINVTEMQLYSR----LDQMKAMNIILYNIL--CKVEANENP-PYSPTLVTAL

STVDSLNSKLEKIFNPDGRQTKMFCEDILVHLI-KR-HGNSIEKLILLIKLTETQLYAR----LDQIKTVDNILYHML--CKMETDNNM-LYSTNLTSAI

STVEFLNNELQSMFDRNDRQTKFFCEDILAYLI-KY-HGNSVEKLILLINLTQIQLCSS----LDQVKAVDIILHHIL--HKMETNSGGLPYSADLVTAL

SSIESVNTELQNIFEREDKQSKLFCENILVHLI-NH-HGNSVRKLILLINLTRVQLFSR----LDQLKALDIVMYHTL--CKIKTIGNL-PYNVDLITTV

ISKGIILELVHELSS--DFELAVFSENILIFFL-ND-KVSKRSELACVLEAAFDLLDTH----IDQPKTIYKFLMAFF--AKYFEVPV--QTDTDLNTLM

IKPLALNSLLDYFML--NSDKSIFLEDAYFSIL-QK-HTHSIEGLKLVLGSMSMHIELS---VIDQFRTVEKLLFQAL--NTFN------QLNTVKPIPL

ADSVALNSLIDYILI-SRHHSGLFAEDIYSFILGDPRLVDTLEKVSLVIESVQGHMYTK----LDHLRAVEPLLVQALQVADFLKNCTT-EQHTAFDFTL

YIYASINNIV-------LENKGLFHEDLYQFLL-QDSRINKIESLTLIVKSINHHLHSV----IDHLNLIDPLLLRIM--IAIQERNF--PITEEMTKSL

FKVEELNVKITKLVM---NSSNLFCEDIYLWLL-DPKIFKSIENLQIIIDSITIHLSSPDALLLDHFSMIEPIILRIV--KSFSEEL---RPTTSIMNCF

LNVNDFDSVANKLCK--SEDSKYFLEDFYLYIL-QN-HIKSDKTCILLIKSVENLFQGS----INNIRVIDDLLLQIF--HTVEENN---IDSEKLRTEM

TDIHNFELCLNNILQ-KRMSTRLFVEDIYIYLI-QN-YVTTIPKLILVTKSIKNHLNNG----IDHLSILEKLVNEIL--YLVHSKKF--TMDLVLMNTF

LNSAALDSIVDELVN--DREKNLFCEDVYIYLL-QH-HVNSEGKLIAIIESIKSHMEAD----IDQLKVAETLILQLV--LSMQRNRL--PVTKELVNAY

INSRTLNAMVEQFVN--DRELGVFSEDVYLYLL-QH-HVNSPEKIISIIESIKLHLKSH----IDQFSVVEALVLQIL--VSLKKNEL--HLSELLVNSF

LSFETLDSELSKLFIFHKGQEVIYLEEIFLYIL-QR-DNLTVPQWKATLKTLPKYVGKE----IDDIDMLNTLLIQWV--LSGEQLFT--KIDTPALNLL

PSAQSIEGIIAAGVV--------STEDLFQFLL-ETYPARAKTILPILLREYQKLPPAE----LH----LEGTLHRAL--LAFEGQ----TVDKEDIEVL

TVSKPLNLVIDSLAA--DKDMVLFSEDIFLYLL-QH-HADSDVKVISIIESITTFLNRD----IDQFKVAEMLVLQVL--VSMKNNQI--KATPSLTSAF

LSASTIGSLIDRLAA--DQEKAVFSEEVFLYIL-QH-YCKSSQGIASVVDSITEFLHKD----IDDLKTAETLLAHVL--MALRRNSI--PLTPRATSAI

INSVMVSSIIESLVA--GKDKIIFSEEVFLYIL-QH-YCKTVNGFTSVVHSISEFLRKD----IDDFKVAEILLLQVM--VKFKRNAS--LQSSAASSAI

                         E      6                              6         6                          
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 : 241
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 : 279

 : 248

 : 234

 : 235

 : 247

 : 216

 : 253

 : 252
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YMR172W (HOT1) 

  

             

             

YMR172W    : 

Smik_13.37 : 

Skud_13.33 : 

Suva_13.35 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MSGMGIAILCIVRTKIYRITISFDYSTLMSPFFLFLMMPTTLKDGYRMNSQVNEDAIGINLDLSLPTHISPTTGSESASGSNASTLRNDGNALDGGLLRT

-----------------------------------------------MNNQVNEDAMDINLDLSLPTHISPATGSESASGSNASTLRNDGNVLDSNLLGN

-----------------------------------------------MNNQVNEDAIDINLGLSLPTHVSPVAGSESARNNNARTLRSDGHDLDDNILRS

----------------------MHRIICNSILIYCLAVLFTLKDAYRMNSQVNEDAIDINLGLSLPTHISPAAGSESATGSNVSTLHNDGQALNGNLLRS

                                               MN QVNEDA6dINL LSLPTH6SP  GSESA gsNasTLrnDG  L1 n6Lr 

      

      

 : 100

 :  53

 :  53

 :  78

      

             

             

YMR172W    : 

Smik_13.37 : 

Skud_13.33 : 

Suva_13.35 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

SAAISAPTGTSQPTETIGEKLSNEERVNSNVSASNSTTAGTGRMLSQSLTNDSPSNEISTDQLKIFQRMDEMSARMIEMEESFNKLSNKIAEQNTMVLNL

SAAIPASTASNQRSEVIGEKLSMKKNSNASASNSNTGGPGHL--LSQSLTNESPSNEISTDQLKIFQRMDEMSARMIAMEESFHTLSSKIAEQNSMVLNL

SAVISAPTGTSQQTEAIGEKVSNEERMNSNPSVSNSTSAGTGRILSQSLTNDSPSNEISTDQLKIFQRMDEMSARMIEMEESFNQLSGKIAEQNSMVLNL

STANSTPTGASQQAETIGEKLNNEERVNSNPSASNSTIAGTGRMMSQPLTNDSPSNEISTDQLKIFQRMDEMSARMIEMEESFNQLSSKIVEQNSMVLNL

SaaisapTg sQ  E IGEK6sneer Nsn S SN3t aGtgr 6SQsLTNdSPSNEISTDQLKIFQRMDEMSARMIeMEESFn LS KIaEQN3MVLNL

      

      

 : 200

 : 151

 : 153

 : 178

      

             

             

YMR172W    : 

Smik_13.37 : 

Skud_13.33 : 

Suva_13.35 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

KQDNYKVMNKLNILLKLVAQPSARPSTNNAQNKLAIELLNSISAVSSAYLQKMQNNGSGRQHTADLCTGDSNTHSGINQHRTTNGTIDVNTNTAQLNNQF

KQDNYKVLNKLNILLKLVAQPIVRPSSNNAQNKFAIELLNSISAVSSTYLQKMQNNGSGKQNSAEVYTGLSNASSGTSQHQATNATMDVNTNTAHLNNQF

KEDNYKVLNKLNILLKLVAQPIVRQSSNNIQNKYAVELLNSISAVSSAYLQKMQNTGSGKQHNADSYAGLSNARSITNQHQTANVAMDVSANTAHLNSQF

KQDNYKVLNKLNILLKLVAQPSVRPSSNNAQNKLAVDLLNSISAVSGAYLQKMQNNGSGNQHNTEPHTGLSNAPLNSNQHPSTNASINVNTNAAHLNNQF

K2DNYKV6NKLNILLKLVAQP vRpS3NNaQNK A6eLLNSISAVSsaYLQKMQNnGSG Qh a   tGlSNa s  nQH  tN  61VntNtAhLNnQF

      

      

 : 300

 : 251

 : 253

 : 278
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YNL045W (LAP2) 

  

             

             

YNL045W    : 

Smik_14.28 : 

Skud_14.28 : 

Suva_14.29 : 

CAGL0G0143 : 

KAFR0H0344 : 

KNAG0H0215 : 

NCAS0G0322 : 

NDAI0D0124 : 

TBLA0G0244 : 

TPHA0D0162 : 

Kpol_1039. : 

ZYRO0D0257 : 

KLLA0F0388 : 

ADL233W    : 

Ecym_3306  : 

SAKL0E0811 : 

Kwal_23.49 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

------MFLLPFVIRHSSSIYLPTLRF------------------------------------------------------------------RGLLTVI

------MFLTPTFTGYSKFIQQSSLQL------------------------------------------------------------------RGLFTVI

------MFLPSFFTRCSTSTHKCSFQL------------------------------------------------------------------RGIFTAI

------MFLLPLRTRHCITIHQCSLRL------------------------------------------------------------------QGKLTTV

-----------MINRLIQRIVPFSRPL------------------------------------------------------------------S------

----------MVVMHSLVVIIAGFMLW------------------------------------------------------------------K------

----------------------------------------------------------------------------------------------------

-------MSLHRFPLCCKVLLRPTSFV------------------------------------------------------------------S------

----MYSLLKAFPPRTRVRSISLVPPR------------------------------------------------------------------K------

----------MLLTRYIACKFSIPFLF------------------------------------------------------------------Q-----K

MSSSLSLSFSLSFTRTKLSHSRNSMPRMSESNFSINDNNHQNMTYCALSSNANRGILLVAVMVVLYYLRTYKKRKIEKNAMSLPLRTSFKLVSKNSISKN

--------MLSQFTRSLSCFVKPTPPK------------------------------------------------------------------L------

-----------MLSRSTKNLVR------------------------------------------------------------------------------

------MLFNFYNKTSAACKSLPAKAL------------------------------------------------------------------S---NVR

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

-------MFLFRPIKSISRLYSSSKTL-------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

                                                                                                    

      

      

 :  28

 :  28

 :  28

 :  28

 :  17

 :  18

 :   -

 :  21

 :  24

 :  19

 : 100

 :  20

 :  11

 :  25

 :   -

 :   -

 :  20

 :   -

      

             

             

YNL045W    : 

Smik_14.28 : 

Skud_14.28 : 

Suva_14.29 : 

CAGL0G0143 : 

KAFR0H0344 : 

KNAG0H0215 : 

NCAS0G0322 : 

NDAI0D0124 : 

TBLA0G0244 : 

TPHA0D0162 : 

Kpol_1039. : 

ZYRO0D0257 : 

KLLA0F0388 : 

ADL233W    : 

Ecym_3306  : 

SAKL0E0811 : 

Kwal_23.49 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

SRNIHISTPHKMLPLSIEQRRPSRSPEYDQSTLSNYKDFAVL-HTDLNLSVSFEKSAISGSVTFQLKKLHEG---KNKSDELHLDTSYLDVQEVHIDG-S

SRSIHTPVSYNMLPLSIEQRRPTCSPEYDQSTLSNYKYFTVL-HTDLNLSVSFDKSAISGSVTFQLKKLYED---KKKTGELHLDTSYLNILDVQIDG-S

SRNIHPPIPHKMLPPSIEQRRPVQSPEYDQSTLSNYRSFAVL-DTDLNLSVSFDKSTISGSVTFLLKQLYDD---EKKSSEVHLDSSYLDVQNVQIEG-T

ARNIHTHVPYKMLPLSLEQRRPAQSPEYDQSTLSNYKDFTVL-HTDLNLAVSFDKSAISGNVIFQLKKLYKD---NKKTSELHLDTSYLDVQEVEVDG-N

------TVKKTMLTPFLESKRPQQSPEYDYSTLSNYKSFQIK-HTTLNFLLSFEKSTVSGDVVFDLTTLKEA---VK---HIDLDTSYLDVNEVLVDD-K

-FIKEITKPRKMLTPFLESKRPQQSPEFDYSTLSNYRAFKVN-HTALNLSISFDRQTISGDVLYDLTKIAQD---TK---EIHLDTSFLKVSKVEIDNVS

-----MGAEPTLLPPSIEERRPAQSPERDCSTLSNYTAFQLQAHTALTMRLDFDRRRIRGTVVHQLKYANRDAAHQGAAEDIHLDTSYLDILAVKVDGTP

-SFLNPIRSMSKLTPFLESRRPTESPEFDFSTLSNYKSFNVN-HTALNLSISFKASVISGSVEYQLTTLGDR---VN---EIHLDSSFLDIKNVQINNEK

------IRMNAMLPDILESRRPKESPEFDHSTLSNYKSYQVH-HTRLELQILFDECIVKGRVIYNLSARGVD---FH---EIALDSSFLNIESIQLNNET

VKIQRYGTIKMALPSIVEKHRPASSPEFDYSTLSNYTKFAVK-HTKLDLTVSFEKSTIAGSVSLQLSPIAKA---E----LIELDTSFLSIFKINVNNTP

IRSVRHSIKMVKLPDILEQHRPASSPEVDYSTFSNYHLFNVQ-NTTLDLNINFKESLINGAIQLELTRKDVK---TN---VVNLDTSFLTIHSIELNNST

---NKLTRTMTVLPKILQDARPKVSPELDYSTYSNYQNFKIN-HTDLNLNISFDDSIVNGFVTFNLNKIDKS---CN---EIRLDTSFLTVDSVEIDD-A

---------KMTLPSLVESRRPKTSPDIDPSTLSNYQQFQIQ-KTTLNLEVSFDQRIINGSVLYQLRSLQAQ---EEATNRLCLDTSYLQIHNVTLGGSK

YFQTSPISRKMPLPPVLESRRPKESPEFDYSTLSNYKSFKVK-HSQLDVSVDFKKKTISGSVSYEIEKVKKD---EN---TIKLDTSYLKISKVKVDDED

----------MKLPAVLEERRAAAT---DRSTLSNYEDFAVR-HTNLELEVAFDERQIRAEVCYDLEQTGKG---VA---EVHLDTSYVQLECILVDG-K

----------MTLPQALEARRPAVCPEPDISTLSNYESFDIK-HTQLALEISFDRKVVTGTVIYSLDNVGKA---K----RVRLDTMNLVITQVYIDD-S

--------ARNMLPPVLESRRPKESPEFDYSTLSNYKSFQVE-NSILNMVVSFDKKTISGDVTYEIRNLNAS---K----TIHLDTSYLEVSEVSIDN-S

-------MASQRLPPVLESRRPKQCPEKDYSTLSNYSSFKVH-HSSLDLKISFEQKTISGKVLYDISCVGTE---N----TILLDTSFLNIAQVAIDD-K

            Lp  62  Rp   pe D STlSNY  5 6  h3 L   6 F    6 g 6   6               6 LD3s 6 6  6 6    
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YNL045W    : 

Smik_14.28 : 

Skud_14.28 : 

Suva_14.29 : 

CAGL0G0143 : 

KAFR0H0344 : 

KNAG0H0215 : 

NCAS0G0322 : 

NDAI0D0124 : 

TBLA0G0244 : 

TPHA0D0162 : 

Kpol_1039. : 

ZYRO0D0257 : 

KLLA0F0388 : 

ADL233W    : 

Ecym_3306  : 

SAKL0E0811 : 

Kwal_23.49 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

KA--DFQIEQRKEPLGSRLVINNA----SCNDNFTLNIQFRTTDKCTALQWLNSKQTKGGKPYVFSQLEAIHARSLFPCFDTPSVKSTFTASIESPLPVV

KT--DFEIEQRKEPLGSRLVIKNS----SCNDKFNLIIQFCTTDKCTALQWLNSKQTKGGKPYVFSQLEAIHARSLFPCFDTPSVKSTFTASIESPLPVV

EV--GFQIEPRKEPLGSRLVIANP----SSSDKINLKIQFCTTEKCTALQWLNGKQTKGGKPYVFSQLEAIHARSLFPCFDTPSVKSTFTASIESPLPVV

GA--GFQVEKRKEPLGSRLVIANP----SSNDEFALKIRFCTTNKCTALQWLNSKQTKGGKPYVFSQLEAIHARSLFPCFDTPSVKSTFTASIESPLPVV

PV--EFKIEERKQPLGSKLVIAAE---LEAERQFKLRVKFSTTKDCTALQWLTPQQTSGDKPYMFSQLEAIHARALFPCFDTPSYKSTFTANIESTLPVV

TE--NYQIHERKEPLGSQLTIKQE----KLNNAFKLRLCFETTDKCTALQWLNAKQT-SGKPYVFSQLEAIHARSLFPCFDTPSVKSTFTASIQSPLPVV

VK--QFTVEPRSGPLGSRLVVTPA--SAPSVTGFSLEIDFETTEQCTALQWLDKEQAGGGHPYVFTQLEAIHARSLFPCFDTPSVKSTFEAEITSPLPVV

NT--SFEVCPRAEPLGSKLIIKND---NTLPKDFQLKIEFATTDKCTALQWLDEKQT-SGKKYVFSQLEAIHARSLFPCFDTPSIKSSFTATIESELPVV

IE--NFEVLPRIEPLGSKITIKPP---TIPKEPFELGLTFTTTDRCTALQWLTKKQT-SGMPYVFSQLEAIHARSLFPCFDTPSVKSPFSASITSPLPVV

VK--DFKIHERREPLGSKLTIVPA-NVESIQSDFTLELEFETTDKCTALQWLNSKQTNSDHPYVFSQLEAIHARSLFPCFDTPAVKSTFTANIASPLPVV

VVAEDFKLNARIEPLGSKLEISNIKKYINKDTAFNLKLSFSTTKDCTALQWLTKEQTNSDKPYVFSQLEAIHARSLFPCFDTPSVKSTFVANITSELPVV

KV--DFQLKDRLEPLGSQLIINPP-TATSLNNEFNLKLGFSTTKDCTALQWLNGEQTSSGKPYVFSQLEAIHARALFPCFDTPSVKSTFNAAITSTLPVV

NL--QWELKPRQEPLGSQLVLEYS---KDKNEEHSLQIDFSTTERCTALQWLSGKQT-SGKPYVFSQLEAIHARSLFPCFDTPSVKSVITANIASRYPVV

DV--KFKLLERKHPLGAQLIVSPS----SLPEIFHLCLQFSTTADCTALQWLDEHQT-SGKPYVFSQLEAIHARSLFTCFDTPSVKSTYLANIKSELPVV

RV--PWELRERQEPLGSQLVITPE---GGLPARFQLTCRSVTTARSTAVQWLGGAQT-AGKPYVYTQLESVHARSLVPCFDTPACKSPFTVRVRSPLRAV

IV--KFNLFPTKYSLGTLLEIIPH---IKLPKSFKLKCEFATKPESQGLQWMNELQT-FGRPFVYTLMHTIYARSIIPSFDTPAIKSTFSVTIKSPLPVV

SV--SFDIKPRKEPLGSQLVITPD---QELPEKFQLKCNFSTSAKCTALQWLDEHQT-SGRPYVFSQLEAIHARSLFPCFDTPSVKSTFTANITSPLAVV

PV--DFKLQPRKEPLGARLDINVA---ETLPSRFHLMCEFSTTKECTALQWLDEHQT-SGKPYVFSQLEAIHARSLFPCFDTPSVKSIFSANITSTLPVV

     5 6  r  pLG  6 6            f L   f T   cta6QW6   Qt  g p5653q6ea6hARs6fpcFDTPs KS   a 6 S lpvV

      

      

 : 217

 : 217

 : 217

 : 217

 : 198

 : 203

 : 191

 : 207

 : 205

 : 208

 : 293

 : 206

 : 192

 : 211

 : 173

 : 175

 : 197

 : 178
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YNL046W 

  

             

             

YNL046W    : 

Smik_14.28 : 

Skud_14.28 : 

Suva_14.29 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

--MEHVSKRSIGQFFKRKTSTVDGSKSQKC---GTTNQLRKLLHKRRV-QKQAVPVESQYRIPGDFRDNQSVRVKNSMYNSSPSVTPSTHHINERYVRYD

MPKEHVPRKSFGKLFKSKATAVDGNRSQDTI--GTANRLRKLLCKSKI-KQQLVPAEPQCRIPGHFRDGRKVQVEKFAYNGAPQTVPSTLNINKRYVHYD

--MEHLAKKGCVQWFKRVDTGVDKSGPQISMGSGTANRLRKLLHKRKSQQQPSVQTVARCQIPGHFSTSQSVELQTLIGKDAPPA-PSTIHINERYIRYD

-MAQPKPKKSFGQLLTKKTAVADASKTQDNMDPGTANWLRKLLHKRKP-QHPLVQPAVQCRIPGHYGDSRTTPVKTLIRNSAPPT-ISTLHINERYIRYD

   2h  44s gq fk k   vD s  Q     GTaN LRKLLhKr4  q   V    qcrIPGh5 d   v 6     n aP   pST hINeRY6rYD

      

      

 :  94

 :  97

 :  97

 :  97

      

             

             

YNL046W    : 

Smik_14.28 : 

Skud_14.28 : 

Suva_14.29 : 

             

                                                                              

         *       120         *       140         *       160         *        

INTRPLVVVLAISIVFFGCLLVLKDIIIQSSENILSVSKWKIIGASFMGTPYTGLLTGLVGPLLSPFSAVSSWLSFIF

ISTKPLIVMLAISIVFLGCLLVLKDIIIQSSQNILSISKWKIIGASFTGTPYTGLLMELVVTVLSPLSAVSSWLSFIF

INTTPLVIVLAISIVFFACLLVLKDIILQSLQNIVSVAKWKIIGAPFMGTPYAGLLMGLVGTVLSPLSAVSSWLSFIF

INTMPLVVALAISLVFLGCLVVLKDIILQFSQSIVSVAKWKIIGAPFAGAPQTGLLMGLLGTLFSPLSAITSWLSFIF

InT PL66 LAIS6VF gCL6VLKDII6Qss2nI6S6 KWKIIGA F GtPytGLLmgL6gt6lSPlSA63SWLSFIF

      

      

 : 172

 : 175

 : 175

 : 175
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YNL195C 

  

             

             

YNL195C    : 

Smik_14.13 : 

Skud_14.13 : 

Suva_14.14 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MLGLGQSAQAYASDDALNMNQAKDKTYSVPGCGRASDLKYPHRDGHSSSHEQRSGILPTECPGPTLNTGAGSIGIPGCGKVTNRVVSDYNKNARSTLANF

MLGLGQSAQAYSSNDDINMNLEKDKVADTSRPNKPNNLQYPPRDTRFSSHKQHSGILPNECPGPTLNTGAGSVGIPGCGKVRNKKVTDKDNITRSTLASF

MLGLGQSAQAYANDGDANMNQAKSKKPGIPGCGMANDLEYPHGDKRSSSNQHHLGILPSECPGPTLNTGAGSVGIPGCGKVTNKVVNDHDGSTRSTLANF

MLGLGQSAQAYADDDDAKVKQTKETMVGVPGCGQAHDLEYPHHGGHSSSHHQHSGILPSECSGPTLSTGAGTVGIPGCGRVTNKVVSDHDNNARSTLAGF

MLGLGQSAQAYa 1dd n6nq K k    pgcg a 1L YPh d  sSSh qhsGILP ECpGPTLnTGAG36GIPGCG4VtN4vV D 1   RSTLA F

      

      

 : 100

 : 100

 : 100

 : 100

      

             

             

YNL195C    : 

Smik_14.13 : 

Skud_14.13 : 

Suva_14.14 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

DSSKMTEARMNSKNVPIGCQDTSDPHFNGPIDQHVPGAGSPQSQPHHIDAWNSVSSRRADNNNQDMMDPQTASSDRYNEKMMREENSGVSASSYTTKVQG

DASNMIEARMNSKNIPVGCQDTSMPHFHGSFAQHIPGAGSPQSEPHHIRAWNDISSYGTDNSDPNMMHPQAAPLDRYNEHMIRDEKFNSSTSSYTAHVRG

DVSKMTEARMNSRNVPPGCQNTSMPHFDGSIDQHIPGAGSPQPKSHHIDAWNSISSCGADNNNQDMMHPQAAPLDRYSEHMVRNETSDNATSSYTVHAHG

DTTNMTEARMNSKNLPVGCQDTSMPHFDGSMNQRIPGAGLPQSEPHHIDAWSNISSFGTGTNDQDMMHPQAAPLDSYNEHMVRDETSDNSASSYTVHTHG

D 3 MtEARMNS4N6P GCQ1TSmPHF Gs  Qh6PGAGsPQs pHHIdAWn 6SS g dnn1q1MMhPQaAplDrYnEhM6R E s  s SSYT h  G

      

      

 : 200

 : 200

 : 200

 : 200

      

             

             

YNL195C    : 

Smik_14.13 : 

Skud_14.13 : 

Suva_14.14 : 

             

                                                               

         *       220         *       240         *       260   

YPASIPSFNQETEEKETYAYGV-GDRHNVPRNQIMD-ETNPSANVLNATDHSISHPENKVLHK

SPADIPVASQDTEGKKNYEYGM-KDQYTVPRNYAID-ETNPSMNLSSTADPDILNLKNKVLHE

SPANISSATQKVDGRKNHEYGM-NDRHTVPRDCVTA-DTNPSTNRISATGPNIANVKNEVLHD

SPADIPSATQRSEGSKNYQYGMNDQHTTVPRNYATGK--AYPSSDLKNVDADISNVKNEVLR-

sPA Ipsa Q  eg kny YG6  d  tVPR1      tnps n     d  I n kN VLh 

      

      

 : 261

 : 261

 : 261

 : 260
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YNL247W 

  

             

             

YNL247W    : 

Smik_14.88 : 

Skud_14.91 : 

Suva_14.95 : 

CAGL0J0774 : 

KAFR0D0374 : 

KNAG0F0068 : 

NCAS0A0080 : 

NDAI0F0398 : 

TBLA0A0576 : 

TPHA0B0417 : 

Kpol_2000. : 

ZYRO0F1592 : 

TDEL0C0586 : 

KLLA0C0302 : 

AFR640W    : 

SAKL0C0352 : 

KLTH0F0316 : 

Kwal_33.13 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

---------MNIF-------------IKALRR-----YTIMSTPKIVQPKWKVPTPQAK----ETVLKLYNSLTRSKVEFIPQSGNRGVTWYSCGPTVYD

---------MNIL-------------TRTVRR-----YSIMSTPKVVQPKWNVPAPQAE----EAVLKLYNSLTRSKVKFVPQSGNRAVTWYSCGPTVYD

MAGLDPVLCMNIF-------------IRAPRR-----YITMSTPKVVQPKWNVPTPQAE----KAVLKLYNSLTRSKVEFIPQSGNRGVTWYSCGPTVYD

---------MNIF-------------TRFLRR-----YAAMSTPKVVQPKWNVPAPQAE----KAVLKLYNSLTRSKVEFIPQSGNKGVTWYSCGPTVYD

-----------MV-------------NWSVLKRT---VMSAANSKVVQPKWINPAQCSE-RTQAPVLKLYNSLTRSKEVFAPSSGTKTVSWYSCGPTVYD

--------------------------MIKVRSL----ISKMSTPKVVQPKWYKPQPVVA---KKPVLKLYNSLTRDKEEFIPLSGTNLVSWYSCGPTVYD

---------MVRV-------------RVPLGRIT---MSTVNTPKVVQPKWLAPKQVPA---EKPVLKLYNTLTRSKDVFVPISGANVVTWYSCGPTVYD

MGFYLNRIKVINSLL-----------FRSPLRFQSPMSTAAPQSKVVQPKWLKPQPPSD--IEAHTLKLYNSLTRSKDPFVPLSGTKQVSWYSCGPTVYD

MHLWKLLRRLPTIIVKPTTSTIATTNIIPIPKMS---TPTASQPKVAQPKWYKPSPKNDAATNSHVLKLYNTLTRTKEPFIPQSGTKQVSWYSCGPTVYD

---------MSLR-------------QRLLLPII---RMSSTSSKVNQPKWYKPSSPTP--EETVVLKLYNTLTRSKEEFIPISKNKNVTWYSCGPTVYD

---------MCL--------------VKYISKR----IMSSSAPKIVQPKWHVPGATSS--PDKRVLKLYNSLTRSKVEFIPRSGTKEVSWYSCGPTVYD

---------MFSL-------------LKSICKKN---MSTATGAKVTQPKWWKPEMDLS---KKSVLKVYNTLTRSKEEFIPRSGTKEVSWYSCGPTVYD

--------------------------MKFFGNIP---RSIMSSGKISQPKWMQPEPNGK---GKRVLKLYNSLTRNKEVFVPISGGKSVSWYSCGPTVYD

--------------------------MKRFDQLF---RRTMSSGKIVQPKWYEPNVQKE----KRVLKLYNSLTKNKDVFIPQSGGRLVTWYSCGPTVYD

----MLARKRLAI-------------IEAIRK-----VRTMSAPKVVQPKWFKPEQQKP----LPVLKLYNTLTRNKEEFVTHSNSKCVTWYSCGPTVYD

--------------------------MQSVLRLSVI-RNMSGSVKVVQPPWQKPVRAAE----QPVLKLYNSLTRTKDEFIPLSQGRNVTWYSCGPTVYD

----MFISRTTNLYISSRHI------ARNIARKTAE-RTMSVAVKILQPRWYKPEGRNE----QPTLKLYNTLTRTKDAFVPVSGTKKVTWYSCGPTVYD

----MYKCRTISK-------------IWKTCERSVGMSATSSNVKVNQPKWRQPQEPEG----APRLKLYNSLTRQKEDFVTISGDKNVTWYSCGPTVYD

MCKYSTVIKFCKI-------------GRRTISMS---SAASGNVKVNQPKWHEPKKSTA----APVLKLYNSLTRSKDEFIPRSGGRNVTWYCCGPTVYD

                                            K6 QP W  P           vLK6YN3LT4 K  F p Sg   V3WYsCGPTVYD
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 :  72

 :  87

 :  97

 :  73

 :  71

 :  72

 :  68

 :  67

 :  74

 :  69

 :  85

 :  79

 :  80

      

             

             

YNL247W    : 

Smik_14.88 : 

Skud_14.91 : 

Suva_14.95 : 

CAGL0J0774 : 

KAFR0D0374 : 

KNAG0F0068 : 

NCAS0A0080 : 

NDAI0F0398 : 

TBLA0A0576 : 

TPHA0B0417 : 

Kpol_2000. : 

ZYRO0F1592 : 

TDEL0C0586 : 

KLLA0C0302 : 

AFR640W    : 

SAKL0C0352 : 

KLTH0F0316 : 

Kwal_33.13 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

ASHMGHARNYVSIDINRRIIQDYFGYDVQFVQNVTDIDDKIILRARQNYLFDNFVKENDTKF----NATVVDKVKTALFQYINKNFTI-QGSEIKTIEEF

ASHMGHARNYVSIDINRRIIQDYFGYTVQFVQNVTDIDDKIILRARQNYLFDNFVRDNETKF----NTSVVDKVRTALFQYINKNFNI-EGSEIRTIEEF

ASHMGHARNYVSIDINRRIIQDYFGYNVQFVQNVTDIDDKIILRARQNYLFDNFVKENDTKL----NTKVIDKVETALFQYINKSFTI-EGNEIKSIGEF

ASHMGHARNYVSIDINRRIIQDYFGYNVQFVQNVTDIDDKIILRARQNYLFDNFVRDNDTKL----NAEVVDKVKTALFLYINKNFTI-EGSEIKTVEEF

ASHMGHARNYVSIDINRRLIQNYFGYDIQFVQNVTDIDDKIIIRARHNYLFEEFVKQNDSETPLNESDEIVKKANDATISYINKNLADVLGSSQESVNTF

ASHMGHARNYVSIDINRRIMEKYFGYDINFVQNVTDIDDKIIIRARQNYLYEKFVNETEKI-----NDSIITKVQDTLTQFIASQLNL---DKVDSIASF

SSHMGHARNYVSIDINRRIMSDYFGYDINFVQNVTDIDDKIILRARHNHLFEKYESSVEEV-----TPAVIEKVKAALAQYVEKNLPS-S-GDVSTIAQL

ASHMGHARNYVSIDINRRILQDYFGYDINFVQNVTDIDDKIIIRARQNYLFDQFVDAAK-------GSVDTEKVQLALDEYIVKNLKL---DKTMNFDEF

ASHMGHARNYVSIDINRRIMENYFGYDINFVQNVTDIDDKIIIRARQNYLFEQYVKENS-------TAIDISYIKTALSEYITKNLK------LEGGDEF

SSHMGHARNYVSIDINRRILQDYFGYNINFVQNVTDIDDKIIIRARQNYLFENFMEQHSSI-----SQKLLDYINSALFNYINSNLN----DSIKTIPDF

ASHMGHARNYVSIDINRRILQDYFGYNVNFVQNVTDVDDKIILRARQNYLFDKFVESNQTI-----DDTVVKKVMDSLLQYISKKLKQ---EDIKTIDEY

ASHMGHARNYVSIDINRRILQDYFGYNINFVQNVTDIDDKIILRARQNHLFEEYVKSIDGDI----SNDVISKIESSLFQYIEKNLKQ---SSIKSINDF

AAHMGHARNYVSIDINRRLLQDYFGYDVKFVQNVTDIDDKIILRGRQNYLFEQLRLTKS-------RDEILEEVKLASLEYTKKNLPS---YQHEGLGEF

ASHMGHARNYVSIDINRRILSDYFGYNIKFVQNVTDIDDKIIIRARQNYLFEKFLKEN--------KTLDIEEVRSALLAYAEKNLKI---NQVKSVDEI

ASHMGHARNYVSIDINRRILQDYFGYDINFVQNVTDIDDKIIIRARQNFLFEEYVKRNDNKV----TEDTVEEVKISLFEFVEKNLN----QKFSTVEEY

ASHMGHARNYVSIDINRRLIEDYFGYHVEFVQNVTDIDDKIILRARQEHLYAEYVAAHPSV-----DQLVLADATEAVVQYFRKHLN----PDLTTISAY

ASHMGHARNYVSTDINRRILQDYFGYDILFVQNVTDIDDKIIIRARQNHLFEKFVDEHKEV-----TAAVKDRVRASLLEYVSSTLK----KDFSTVEEF

SSHMGHARNYVSIDINRRILQDYFGYRIRFVQNVTDVDDKIILRARQSHLFERFAAENKEV-----TPLIQEKVNSALFAYIEANLK----KSFSSIGEY

FSHMGHARNYVATDINRRILQDYFGYNVEFVQNVTDIDDKIILRARQSHLFEGYVSQNPEV-----TAEVRNKVQTALSQYIEKNLG----KKISSAAEY

asHMGHARNYVsiDINRR66  YFGY 6 FVQNVTD6DDKII6RaRqn L5                             5  k l              
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 : 173

 : 164

 : 172
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 : 165

 : 177

 : 184

 : 164

 : 163

 : 165

 : 158

 : 156

 : 166

 : 160

 : 176

 : 170

 : 171

      

             

             

YNL247W    : 

Smik_14.88 : 

Skud_14.91 : 

Suva_14.95 : 

CAGL0J0774 : 

KAFR0D0374 : 

KNAG0F0068 : 

NCAS0A0080 : 

NDAI0F0398 : 

TBLA0A0576 : 

TPHA0B0417 : 

Kpol_2000. : 

ZYRO0F1592 : 

TDEL0C0586 : 

KLLA0C0302 : 

AFR640W    : 

SAKL0C0352 : 

KLTH0F0316 : 

Kwal_33.13 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

ETWLSNADTETLKLENPKFPMHVTAVQNAIESITKGDSMDAEV--AFEKVKDVTVPLLDKELGSTISNPEIFRQLPAYWEQKFNDDMLSLNVLPPTVTTR

ENWLSKADTETLKLENPKFPMHVTAVQNAIESVTKGDSMDPEI--AFAKVKDVTVPLLDKELGSTISDPEIFRQLPAYWEQKFNDDMSSLNVLPPTVTTR

ESWLSKADTEALKLENPKFPMHVTAVQNAIEAITKANTMHPEV--AFEKVKDVTVPLLDKELGSTINDPDIFRQLPAYWEQKFNDDMLSLNVLPPTVTTR

QMWLSKADAETLKLENPKFPMHVTAVQNAIEAIIKGDSMDPKL--AFEKVKDVTVPLLDKELGSTLSDPEIFRQLPAFWEQKFNDDMLSLNVLPPTVTTR

LVAAEKVNHEEAKLKDPKFPMHMTSVQNAISALSNVSKLPRRK--FFDGVKDVLVPVLDKELGSTINDPEIFRKLPAYWEKQYDSDMAALNVIPPNVTTR

QEWFKTVDFELEKTNNPKFPMYITAIQNTIKAIESNDKISKDE--FFALAKDTLVPALDKESGSSVNDPEIFRKLPAYWEQQFNNDMAHLNVLPPSVTTR

EAWLKTVDFEKMKQENPKFSMHVTAVQNTLTALESKQAEKST---FFSLVKDTLVPLLDKETGSGLNNLEIFRKLPAYWEKQFNKDMGKLNVLPPTVTTR

QKWNESLDMEKEKEINPKLPMHITAIKNTFTALTTLTNEPDQ---FYKNVKDVLVPLLDKELGSTINDPEIFRKLPAYWERQFDTDMSNLNVLAPTITTR

QSWLSSIDLEKEKELNPKLPMHIKAIETALLALTSIPKNPEEINNFYNNVKDVLVPLLDEQLGSTLNDPELFRKLPAFWERQYDKDMAKLNVMPPSITTR

QTWVSNLNKEEEKMKNPKFPMHLTASENAIIALSRESIPIEE---FFKLVKDVTVPLLDSEFGSTINDPEVFKKLPAYWERQFDRDMSRLNVLPPTLTTR

KVWMKSVDVEQKKIEDPKFPMHVTAINNAVRALSNVNDKE-----FYPLVKDVFVPLLDKELGSTIKDPEVFRKLPAYWEDQFNNDMAKLNVQFPDVTTR

ENWYKQVDVESMKNEDPKFPMHITAVQNAIKALNDPSSQD-----FFNLVKDVLVPVLDKELGSSINHPEIFRKLPAYWEHQYDNDMAKLNVLPPNVTTR

EKWYAVQDAEKEKLSNAKFPMHVNAVRSALESKNYEGDE------FYEKVKDVMMPYLDGISGSSVNDREVFRKLSAFWEEKYDDDMRLLNVLAPDVTTR

EIALKALDFENEKSKDPKFPMHYTAVQRAIEGLKAPNSES-----SFVNVKDVVMPHLDEKHGSSVTEPEVFRELPAYWEEQFDNDMKKLNVLPPSVTTR

ESWFSGLDLEKEKVENPKFSMYSTSVSNAIESLKSKGDN------FFELAKDVLVPLLDKKFGSTLNDPDIFRKLPAYWEQRYDQDMAALNVLPPTVTTR

EQWYAKLDLAREREANAKFAMHTAAVGRALDALENPTVPG-----FLTAVKDVLVPLLDGRSGASVRDPDVFRALAAHWENSFNADMDRLGVRPPSVTTR

EEWYASADKASERVANPKFAMHTNAARDCIKALQTGGAD------FYPLVKDVLVTGLDKELGSTINDPEVFRKLPAYWERQYDNDMASLNVLPPTITTR

KAWFSSLDISKEKEANPKFAMYTSAVSDCITALEGTNDAET----FLGLVKEVLIPVLDKESGSTINEPEIFRKLPAFWEREFNKDMAALNVLEPSVTTR

ESWYSTLDVAQEKITNPKFLMYTTAVRNCFKALDNDVGPET----FFSLIKDVLIPVLDKELGSTINEPEIFRKFPAFWENDFNKDMALLNVLPPSVTTR

  w    1 e  4  1pKf Mh  a                         Kdv 6p LD   Gs 6  pe6F4 lpA WE  51 DM  LnV pP 6TTR
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 : 262

 : 271
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 : 270

 : 257

 : 262

 : 274

 : 284

 : 261

 : 258

 : 260

 : 252

 : 251

 : 260

 : 255

 : 270

 : 266

 : 267
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YNL260C (LTO1) 

  

             

             

YNL260C    : 

Smik_14.75 : 

Skud_14.78 : 

Suva_14.82 : 

CAGL0J0798 : 

KAFR0D0388 : 

KNAG0F0055 : 

NCAS0A0067 : 

NDAI0F0413 : 

TBLA0A0561 : 

TPHA0B0435 : 

Kpol_2000. : 

ZYRO0F1634 : 

TDEL0C0605 : 

KLLA0C0265 : 

AFR654W    : 

Ecym_1103  : 

SAKL0C0305 : 

KLTH0F0270 : 

Kwal_33.13 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MVRNRFIRKMKKNLFKSNHLSYLKSKWKVKITGQIKMDFDNLLNLEEQYYQEGFLEGQNENIKQSFLEGKQYGLQVGFQRFTLLGQMEGLCDVIESYGLH

----------------------------------MTMDFDELLNLEEQYYQEGFCEGQNENIKQSFLEGKQYGLQVGFQRFVLLGQMEGMCDVIESYGLH

------------------------------------MDFDNLLNLEEQYYQEGFREGQNENITQNFLEGKQYGLQVGFQRFILLGQMEGLCNVIESYGLQ

----------------------------------MTMDFDGLLTLEEQYYQDGYREGQNENLKQNFLEGKQFGLQVGFQRFIILGQMKGLCDVLDSYNFQ

------------------------------------MNTDELLFLEEQFYQEGYEEGRNENLKNNLIEGKEFGLQVGFQRFVLLGQMVGMCDVLDSLQLK

---------------------------------MSAMDFDELLNLEEQYYQEGFKEGQEQNLENNFLEGKQFGLQVGFQRFVLLGHMLGLCDFLESLNMA

------------------------------------MEFDELLNLEEKFYQEGLEEGQNENLKNNFLEGKQFGLQVGFQRYVLLGQMLGLCGMFESLELG

-----------------------------------MDIFDNLLNLEEQFYEEGWEEGHNENLKNNFLEGKQFGLQVGFQRFVLLGQMTGFCDVLDSLELG

-----------------------------------MDIFDNLLNLEEQFYEEGWDEGHNENLKNNYLEGKQFGLQVGFQRFVLLGQMSGFCDVLESLPFG

----------------------------------MDVDFEDLFNLEEKFYQEGYAEAQSENVKHNYIEGKQYGLQVGFQRFVLLGQMLSICDFIESLKLN

-----------------------------------MDEFDEVLKLEERFYKEGFEEGRRENLQHNYIEGKQFGLQVGFQRFILIGQMLGICNVLTARYST

--------------------------------MAATADMDELLNLEEQFYQEGYQEGQNENLKHNFIEGKQYGLQTGFQRFLLVGQIKGICKVLERSCQE

------------------------------MAESELTGLDKLLDLEEEFYNQGFEQGSAENVKHNYIEGKQYGLQVGFQRYLLLGQITGLLDVLEVLDGD

------------------------------------MDTDYLLGLEEQYYQEGYEEGAQEKAQHNFTEGKQYGLQVGFQRFLILGQIQGLIEVIETCGTP

------------------------------------MDFDELLNLEQEFYQEGYEEGRNENLKHNLLEGKQYGLQVGFQRFQLLGIIYGISDVLIQKFDD

------------------------------------MDLDSLLSLEEQYYKEGYDEGRRENLQNNLVEGKQYGLQVGFQRYSSLGHMKGICDYLKLVLHD

----MSKISISININYAHGHHHYQQESNLYQTEEVNMDLDSLLNLEDQFYQEGYEEARREKLSHDLLEGRQYGLQVGFQRFAPLGQIRGICGLLLSIIDD

------------------------------------MDFDEVLNLEEKFYQEGYQEGREANLRDNYLEGKQYGLQVGFQRYALLGQIRGICEVLESRTTD

------------------------------------MDFDETLDLEEQFYRDGFEEGRHENLTHNYLEGKQYGLQVGFQRYILIGLIEGVCNAVKSQNVS

------------------------------------MDFDEVLNLEEQFYQEGFEEGRLANLAHNYLEGKQYGLQIGFQRFILIGLIEGFCNVIRAEQVS

                                       d  l LE  5Y  G  2g   n      EG425GLQ GFQR5  6G 6 g c         
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 :  64

 :  96
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YNL260C    : 

Smik_14.75 : 

Skud_14.78 : 

Suva_14.82 : 

CAGL0J0798 : 

KAFR0D0388 : 

KNAG0F0055 : 

NCAS0A0067 : 

NDAI0F0413 : 

TBLA0A0561 : 

TPHA0B0435 : 

Kpol_2000. : 

ZYRO0F1634 : 

TDEL0C0605 : 

KLLA0C0265 : 

AFR654W    : 

Ecym_1103  : 

SAKL0C0305 : 

KLTH0F0270 : 

Kwal_33.13 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

SP-TLEKNIHTIRTLMKGLKMNNDDESVMEFERVLIKLKNKFRTILITLHRL------VKDKRT--PT---VTFEVFEDVSRAIAGEIRGFVENEDIAKN

NP-ILEKNIQTIRTSMKGIKMNNDDESVVEFEKKFVKLKNKFRTILITLQRL------NKDKKD--GV---LTFEAFEDVSRAIAGEIRGFVENEDTNKK

NP-VLVKNIQTIRTLMKDVKMNNDDESVVEYEKVLVKLKNKFRTVLITLQRL------VKNEKK--KG---LTFEIFEDVSKTIAGEIKGFVEDENTAER

NP-MLEKNIHTVRTLINGLKMNNDDENVVGFEKTLVKLKNKFRTILIALQRL------IKDEKK--KS---LTFEMFEDVSRAIAGEIKGFVEDDESTKK

NN-SLFKNIANVRELISSIELNNKEENVESLEKTLVKLKNKFRLILLSFQRE------FKHNDR--KP---INFDNFEDLSRAIAGEIKGFVEDEDATDA

ST-NLTKNIATIRELIEGIDMSNDEEEVENLEKTIVKLKNKFRTILLLFQRQ------MKQAKK--KP---LTFDDIEDLSRVIGGEIKGFVEDEETTDA

NA-MLDKNINTIRSLICTIEMNNDEENVENLEKVLVKLKNKFRTILLSVQRLVKEKNKTTGNEQNGKS---LNFDDVEKLSRMIAGEMKGFVEDEDVTEA

NQ-NLEKNVESIRSLIKTVGLSNKDEDVENLEKILVKLKNKFRTILISVNRL------TKQDKK--RI---IDFDDFEDLSRIIAGEVKGFVEDEDVDEA

NNANLLKNIEVIRTLIESVGMNNDEENVENLEKTLMKLKNKFRTILISVNRLMKKMDQTKSTPS--PS---INFDQFEDLSRVIAGEIKGFVEDEDVTEA

NK-LLDKNLLIVKNLINEIPMNNNEDSVEIYEKNIVKLKNKFRTIIITFQKCYNTKENLKNHDK--LN---FNFDDVENLSRQIAGEIRGFVEDAETSNA

NA-ALMKSVESVRKLIESIKFDNDAENVENYEVTVVKLKNKFRIILLALQRQ------LKGKKRT-EV---MNYDKVEEITRIIAGEVIGFNEDEDTTKQ

NN-SLLKNINQVQELISTIKLDNSPKNVEQYESTMVKVKNKFRIILLSSQRQ------FKNSSQ--NA---LIFEKVENICKLLGGEIRGFVADSSGSSE

KK-VFAKKIESVRSLLSGVKMDNDVASVADYENRFTRIKNKFRTILLLLQKQ------LKTGPE--DT---LSLTEVERVSLSIADEIKGRVEEDNVGTA

GT-SILKNIETVRGLLADIKMDNDDANVAEYEARIVKIRNKLRTILLLLQRQ------TENKMK--DP---LTLDKVEKVSMIIAGQLKGYVDNEESEAE

AA--LQKNAKVIKDLIEEIQMDNNQENVAIYEKSIFKIRNKFRLVLMSLHKN------ISSIDSSSDR---LTLEKIESLSREIAGKLHGYTEDDSGSNN

TP--VEVTINELINMITRIPLDNSNSSATEYEQAITRVRNKFRLLLLTTQKH------LKKRGLLAED---LSFDQFTTINKIIAGELRGFTTNDSEETK

SN--IKTRIEAIVILINQIPMDNMDSSVAQYEKLMPKIRNKFRLVLMAMQKH------VKQQEMNFTK---LTFDDIELLIRNITGDLRAEAIHSDVNSV

AA--LQKNVDAVKRIIDSVPTDNDETNVAAYERSMVRLRNKFRLVLTLLRKQ------SQDARR--SKTDALTFEKVEQVSRIVAGELQGYVEDADTGAS

SA--AQKNACLILDMVNKISMGNDEVSVQTYETNIVKIRNKFRLLLLALSRY------VKEQDS--LPSLGLSFQSVEKISKIVAGELSSYVESDAAEVS

PS--IEKLVSSIPELVDEIGLGNDELSVQVYERNIVKLKNKFRLLLLALNKQ------LKSRST--ESPGKLSFEMVEKMAKTVAGELNSFVEDNEASVT

      k    6   6  6   N    v   E    464NKfR 66    4        k                 e 6   6ag 6 g ve       

      

      

 : 188

 : 154

 : 152

 : 154

 : 152

 : 155

 : 160

 : 153

 : 160

 : 160

 : 154

 : 156

 : 158

 : 152

 : 153

 : 153

 : 185

 : 154

 : 154

 : 154

      

             

             

YNL260C    : 

Smik_14.75 : 

Skud_14.78 : 

Suva_14.82 : 

CAGL0J0798 : 

KAFR0D0388 : 

KNAG0F0055 : 

NCAS0A0067 : 

NDAI0F0413 : 

TBLA0A0561 : 

TPHA0B0435 : 

Kpol_2000. : 

ZYRO0F1634 : 

TDEL0C0605 : 

KLLA0C0265 : 

AFR654W    : 

Ecym_1103  : 

SAKL0C0305 : 

KLTH0F0270 : 

Kwal_33.13 : 

             

           

         * 

KTK-QNQAQSW

NST-QDQAQSW

KNT-QDQAQSW

KST-QDQAQSW

KTT-QDQAQAW

KTA-QDQAQDW

KTT-QDQANDW

KTA-QDQAQAW

KTT-QDQAQAW

KST-QDQAQDW

FLA-QDKKTEW

VTT-SDQMQDW

ESL-QDQVQNW

V---RDQMQDW

ETMMQDQTTDW

VTF-QDQTQMW

SI--QDKSESW

DLAVRTQAQLW

S---QPQNEMW

T---QTQTEMW

    q q   W

      

      

 : 198

 : 164

 : 162

 : 164

 : 162

 : 165

 : 170

 : 163
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 : 170

 : 164

 : 166

 : 168

 : 160

 : 164

 : 163

 : 194

 : 165

 : 162

 : 162
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YOL059W (GPD2) 

  

             

             

YOL059W    : 

Smik_15.10 : 

Skud_15.94 : 

Suva_15.10 : 

CAGL0C0513 : 

CAGL0K0168 : 

KAFR0C0100 : 

KAFR0F0224 : 

KNAG0K0117 : 

KNAG0K0170 : 

NCAS0C0362 : 

NCAS0I0205 : 

NDAI0A0664 : 

NDAI0G0297 : 

TBLA0B0161 : 

TBLA0F0080 : 

TPHA0H0081 : 

Kpol_1037. : 

Kpol_1045. : 

YDL022W    : 

Smik_4.213 : 

Skud_4.227 : 

Suva_4.226 : 

TPHA0P0062 : 

ZYRO0A0539 : 

TDEL0D0454 : 

KLLA0C0400 : 

ADR311C    : 

Ecym_5243  : 

SAKL0C0750 : 

KLTH0F0662 : 

Kwal_33.14 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-----------------------------------------------------MLAVRRLTRYTFLKRTHPVLYTRRAYKILPSRSTFLRRSL-LQTQLH

-----------------------------------------------------MLAVRRLTRYTFLKRTHPVLYTRRAYRILPLRSASLRRSS-LRIQLH

-----------------------------------------------------MLAVSRLARYTFLKRTHPVLYTRRAYKSLPLRSTSPRRSSLHQTQVH

-----------------------------------------------------MLAVRRLTRYTFLKRTHPVLSARRAYRFFPLSSTCSRRPI--QIQLR

-----------------------------------------------------------------------------MFVRLARIPRITRHY--RLGLFS

------------------------------------------------------------------------------------------------MSNS

--------------------------------------------------------------------------------------------MISRNTTT

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

--------------------MGFPALTSLMAQYIIFTYSHLTLLVSFHFLLISYLLKKMNVIKYSKPLLTYSRTSYSILHKSSTNLITARSKTTTTTTKS

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

MGLHFLFPVLLNILLLSSSYLVVVLQMSLSYKTFNLLSNSGKKASPLVVALAYSSSFSSSHFSFLEKLPLYKENSNNILRRSLHPSSIIRQTISNINKNN

---------------------------------------------------------------------------------------------MTAVETA

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------MLVSSIIKAYRLNLS

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------

----------------------------------------------------MIPSSCVIGRSFGYNLIHQNISSKLRGIFKHYTKSSTANTIKITNTNT

-----------------------------------------------------------MVNTTALIRSPTFVAQFRVLKQVNRGLFSQTSYARTHARTS

---------------------MFCGTAAISIHRLVTSLRVNRSHSTRCGSRALNTGTAGLLAAQRIQHSANLQYKRTHSNRPAIYSGPPVSDNKTAASRV

-------------------------------------MTLFPFSFLFLLSYVATGPHFLYKYPLDPAEYPHPMSLAFLLRYRAPSLLFKPSLFTTTRSFT

--------------------------------------------------------------MFSISRITRTSSFTTQFRALYRFKHSARKL--QSIPFS

----------------------------------------------------------------MFFRSIIKPNSFIHLFKATRFKHSSRKL--LHIPYS
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 :  47

 :  45
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 :   -
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 :  80
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 :   -

 : 100

 :   7

 :   -
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 :   -

 :   -

 :   -

 :   -

 :   -

 :   -
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 :  48

 :  41

 :  79

 :  63

 :  36

 :  34

      

             

             

YOL059W    : 

Smik_15.10 : 

Skud_15.94 : 

Suva_15.10 : 

CAGL0C0513 : 

CAGL0K0168 : 

KAFR0C0100 : 

KAFR0F0224 : 

KNAG0K0117 : 

KNAG0K0170 : 

NCAS0C0362 : 

NCAS0I0205 : 

NDAI0A0664 : 

NDAI0G0297 : 

TBLA0B0161 : 

TBLA0F0080 : 

TPHA0H0081 : 

Kpol_1037. : 

Kpol_1045. : 

YDL022W    : 

Smik_4.213 : 

Skud_4.227 : 

Suva_4.226 : 

TPHA0P0062 : 

ZYRO0A0539 : 

TDEL0D0454 : 

KLLA0C0400 : 

ADR311C    : 

Ecym_5243  : 

SAKL0C0750 : 

KLTH0F0662 : 

Kwal_33.14 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

SKMTAHTNIKQHKHCHED-----HPIRRSD---SAVSIVHLKRAPFKVTVIGSGNWGTTIAKVIAENTELHSHIFEPEVRMWVFDEKIGDENLTDIINTR

SKMTAHTDEKQHKHCHED-----HFIRRSD---SAVSIVHLKRAPFKVTVIGSGNWGTTIAKVIAENTELHPHIFESEVRMWVFDEKIGDENLTDIINTR

SKMTAHTNDKQHKHCAGD-----HAFRRTD---SAVSIVHLKRAPFKVTVIGSGNWGTTIAKVIAENTELHSHIFEPEVRMWVFDEKIGDENLTDIINTR

SKMTAHINHKQHNGDQDD-----HPFRRTD---SAVSIMHLKREPFKVTVIGSGNWGTTIAKVIAENTALHSHIFNPEVRMWVFDEKIGDENLTDIINTR

TQPKPKPNEYLYYRNKHK-SKMEAPIKRSS---SAVSLVELEREPFKVTVIGSGNWGTTIAKVVAENTKANPQVFQERVDMWVFDENIDGTMLTEIINTK

AAGRLNQTSHILNESIK---NDDISLRRSQP--STTSLQALE-HPFKVTVIGSGNWGTTIAKVVAENTALNPHLFVSRVDMWVFEEKIDGKNLTEIINEQ

LLKRLSPTLRIAMPNSHLYAHHGSPFKRTE---STQSLISLNRNPFKITVIGSGNWGTTIAKVVAENTQHFPHLFQKDVNMWVFQEKIDGENLTDIINTK

----MAATDRLNQTSDIL----NASIKRNT---STASLTALD-HPFKITVIGSGNWGTTIAKVISENTALNPQLFAKEVQMWVFQEKIEGQNLTDIINTR

----MPGKGESHAHGDE----------------QPVSVVALHRHPFRVTVIGSGNWGTTIAKVVAENTAQHPHLFCKQVSMWVFDEKVGDEMLTEIINTK

----MAAVDRLQHTSNVL----DGSMKKTA---STISLKEMD-NPFHVCVIGSGNWGTTIAKVVSENTVDHPRLFNAEVKMWVFQEQIDGKNLTDIINTE

KPKTMASPNRLKNLSVNF------PIKKSE---STVSLHPLSRDPFKVTIIGSGNWGTTIAKVVAENTAIHTHVFHKEVQMWVFEEKIDGVNLTEIINTK

----MAATDRLNITSDIL----NASMKRSTSSSSSGSTISLD-HPYKVTVIGSGNWGTTIAKVVAENTRINPQLFAEEVQMWVFEEKIDGENLTEIINTQ

----MAATDRLNLTSDIL----SSSMKRSE---SSASLTSLD-HPYKVTVIGSGNWGTTIAKVVAENTAQNPTLFAPEVNMWVFEEKIEGKNLTEIINTK

NNNITRKMTSPTRLKTMR-----SPMKKVE---SQVNLHPLLCDPFRVTVIGSGNWGTTIAKVVSENTAIHSHVFEKEVQMWVFEEKIDGQNLTEIINTK

IERLSLTNSHLNQTSLPA-----TNLKKNP---SVLSITALQ-DPYKVCVIGSGNWGTTIAKVVAENTNNYPQLFQSKVDMWVFQEQIDGRNLTDIINTQ

-------MSRPNTHASPF-----HHVKSNK---TSQMPLKLE-RPYNVTVIGSGNWGTTIAKVVAENTREHPSCFAPTVQMWVFEEKIDGKNLTEIINTE

----MAATDRLMQTNNTLQQSNNAPIRRNT---SALNLTLKT-DPFKVTVIGSGNWGTTIAKVVAENTELNPHLFVRRVDMWVFEETIDGSKLTEIINTK

----MAAVDRLHQTSSHL----TGSALSRS---SSGTALKLSVHPFKVTVIGSGNWGTTIAKVIAENTCLNPQLFVKDVQMWVFEEKVDGKKLTEIINTK

SSSTFANITKRVYNTQNYTRYLNMSLTQKKF--NPLKQLVAE-KPFKIAVIGSGNWGTTIAKVVTENAKQYDKLFYPIVQMWVFEEEIEGEKLTEIINTR

---MSAAADRLNLTSGHL----NAGRKRSS---SSVSLKAAE-KPFKVTVIGSGNWGTTIAKVVAENCKGYPEVFAPIVQMWVFEEEINGEKLTEIINTR

---MSAAADRLNLTSGHL----NAGRKRSS---SSVSLKAAE-KPFKVTVIGSGNWGTTIAKVVAENCKGYPEVFAPTVQMWVFEEDINGEKLTEIINTR

---MSAAADRLNLTSGHL----NAGRKRSS---SSVSLKAIE-KPFKVTVIGSGNWGTTIAKVVAENCKGYPEVFAPLVQMWVFEEDINGEKLTEIINTR

---MSAAADRLNLTSGHL----NAGRKRSS---SSVSLKAAE-KPFKVTVIGSGNWGTTIAKVVAENCKGYPEVFAPEVQMWVFEEDINGEKLTEIINTR

-----------MSQAPAS----MKQMSQMD---SVATMVALD-KPFKVAVIGSGNWGTTIAKVVAENCSKYKNLFKSRVDMWVFEEQIDGRNLTEIINQD

----MAATDRLNQTSDIL----SHSMKKTD---SSMSIVTAE-NPYKVAVVGSGNWGTTIAKVVAENTKEKPELFQGRVDMWVFEEQIDGTPLTQIINTK

----MAASDRLNQTSEII----SHSMQQSE---STTSLAAAD-HPFKVTVIGSGNWGTTIAKVVAENTALNPQLFARRVDMWVFDEDIKGEKLTEIINTR

ISNMSPASDRLKQTSSIL---------------SKSVEPQAD-APFKVTVVGSGNWGTTIAKVVAENCALRPNLFVNRVDMWVFEENINGEKLTEIINTR

YTHTMAGTDRLQQTSQIL----------SR---STSSEIRLE-RPFKVTVIGSGNWGTTIAKVVAENTQEYPQLFERRVDMWVFEEQIEGRKLTEIINEQ

SSVRMAGTDRLQQTSQIL----------SR---STSQQLVME-RPFKVTVIGSGNWGTTIGKVIAENTQLRPRMFVSRVDMWVFEEVIDGKKLTEIINTE

HTFKMAAADRLNQTSDIL----------------SSSIQAAE-NPFKVTVIGSGNWGTTIAKVVAENTALRPQLFARRVDMWVFEELIDGVKLTEIINTK

IYKKMSAADRLNQTHDIL----------------SESVQAVE-NPFKVTVIGSGNWGTTISKVVAENAALRPHLFVKRVDMWVFEETVDGQKLTEIINTK

KYKKMSAADRLNQTHDIL----------------SESVQAVE-NPFKVTVIGSGNWGTTISKVVAENAALRPHLFVSRVDMWVFEEMVDGQKLTEIINTK

                                            P5 6t66GSGNWGTTIaKV6aEN       F   V MWVF E 6 g  LT IINt 

      

      

 : 138

 : 138

 : 139

 : 137

 : 117

 :  98

 : 105

 :  88

 :  80

 :  88

 : 171

 :  91

 :  88

 : 192

 :  98

 :  84

 :  92

 :  89

 : 112

 :  89

 :  89

 :  89

 :  89

 :  81

 :  88

 :  88

 : 132

 : 127

 : 165

 : 146

 : 119

 : 117

      

             

             

YOL059W    : 

Smik_15.10 : 

Skud_15.94 : 

Suva_15.10 : 

CAGL0C0513 : 

CAGL0K0168 : 

KAFR0C0100 : 

KAFR0F0224 : 

KNAG0K0117 : 

KNAG0K0170 : 

NCAS0C0362 : 

NCAS0I0205 : 

NDAI0A0664 : 

NDAI0G0297 : 

TBLA0B0161 : 

TBLA0F0080 : 

TPHA0H0081 : 

Kpol_1037. : 

Kpol_1045. : 

YDL022W    : 

Smik_4.213 : 

Skud_4.227 : 

Suva_4.226 : 

TPHA0P0062 : 

ZYRO0A0539 : 

TDEL0D0454 : 

KLLA0C0400 : 

ADR311C    : 

Ecym_5243  : 

SAKL0C0750 : 

KLTH0F0662 : 

Kwal_33.14 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

HQNVKYLPNIDLPHNLVADPDLLHSIKGADILVFNIPHQFLPNIVKQLQGHVAPHVRAISCLKGFELGSKGVQLLSSYVTDELGIQCGALSGANLAPEVA

HQNVKYLPKIDLPHNLVADPDLLHSIKGADILVFNIPHQFLPNIVKQLQGHVAPHVRAISCLKGFELGSKGVQLLSSYVTDELGIQCGALSGANLAPEVA

HQNVKYLPNIDLPHNLVADPSLLHSIKGADILVFNIPHQFLPNIVKQLQGHVAPHVRAISCLKGFELGSKGVQLLSSYVTDELGIQCGALSGANLAPEVA

HQNVKYLPKIDLPHNLVADPDLLHSIKGADILVFNIPHQFLPNIVKQLQGHVAPHVRAISCLKGFELGSKGVQLLSSYVTDELGVQCGALSGANLAPEVA

HQNVKYLPNIDLPENLVANPDLLKSVEGADILVFNIPHQFLPKIVDQLRGHVEPHVRAISCLKGFEVGKKGVQLLSTYITEELGIECGALSGANLAPEVA

HENVKYLPDIKLPENLVANPNLIDSVKGADILIFNIPHQFLPRIVSNLKNHVGPHVRAISCLKGFEVGKKGVQLLSSYVTDELGIQCGALSGANLAPEVA

HQNVKYLPNIDLPENLIANPDLLDSIKGADILVFNVPHQFLPKIVESLKGQVKPWVRAISCLKGFEVGKKGVQLLSSYITDELGIQCGALSGANLAPEVA

HENVKYLPDIKLPENLFANPDLVDSVKDADILVFNIPHQFLPRIVGNLKGHVKPTVRAISCLKGFEVGKKGVQLLSSYITDELNIQCGALSGANLAPEVA

HQNVKYLPNIDLPTNLVANPDLIDSVRDADILVFNIPHQFLGRIVDQLKGHVKPHVRAISCLKGFEVGRKGVQLLSSYITDELGIQCGALSGANLAPEVA

HENVKYLPDIKLPENLVANPDLLDTVRDADLIIFNIPHQFLPKIVDQLKGHVKKTARAISCLKGFEVGKKGVQLLSSFITEELGIECGALSGANLAPEVA

HENVKYLPGIDLPENLVANPSLTDAVKDADILVFNVPHQFLARIVGQLQGHVKEGARGISCLKGFEVGVKGVQLLSSYITDELGVACGALSGANLAPEVA

HQNVKYLPDITLPDNLVANPDLLDAVKGADILVFNIPHQFLRRIVGTLKGHVSLTVRAISCLKGFEVDAKGVQLLSTYITDELNIECGALSGANLAPEVA

HQNVKYLPGITLPDNLIANPDLLSACEGADILVFNIPHQFLRRIVSTLKGHVDKKVRAISCLKGFEVDANGVQLLSSYITDELNIACGALSGANLAPEVA

HENVKYLPGIELPENLRANPDLLDAVKEADILVFNIPHQFLSRIVKQLEGHVKKGARAISCLKGFEVGVKGVQLLSSYITDELGIACGALSGANLAPEVA

HENVKYLPNIKLPENLVANPSLLDAVNDADILVFNIPHQFLPRIVQQLKGNIKKTARAISCLKGFEVGKNGVQLLSDYITDQLDIQCGALSGANLAPEVA

HENVKYLPKIKLPENLVANPSLEDSVKGADILIFNIPHQFLPNIVNQLKPHVLPSVRAISCLKGFDVGPKGVQLLTDYITDNLNIQCGALSGANLATEVA

HENVKYLPNIKLPANLVANPDIIDAAKDADIIIFNIPHQFLPRIIDQLKGNVKPTARAISCLKGFEVGPDGVELLSSYVTKHLGIACGALSGANLAPEVA

HENVKYLPGITLPGNLVANPDLIDSVRGADIIVFNIPHQFLPRIVKQLKGHVQPSVRAISCLKGFEVGPNGVQLLSAYITQELGMECGALSGANLAPEVA

HENVKYLPGIRLPSHLVANPDLLDTVKDADILVFNIPHQFLSRIVSQLKGHVPPTVRAISCLKGFELGDKGVQLLSSFITDELNIQCGALSGANIAMEVA

HQNVKYLPGITLPDNLVANPDLIDSVKDVDIIVFNIPHQFLPRICSQLKGHVDSHVRAISCLKGFEVGAKGVQLLSSYITEELGIQCGALSGANIATEVA

HQNVKYLPGITLPDNLVANPDLIDSVKDVDIIVFNIPHQFLPRICSQLKGHVDSHVRAISCLKGFEVGAKGVQLLSSYITEELGIQCGALSGANIATEVA

HQNVKYLPGITLPDNLVANPDLIDSVKDVDIIVFNIPHQFLPRICSQLKGHVNPHVRAISCLKGFEVGAKGVQLLSSYITEELGIQCGALSGANIATEVA

HQNVKYLPNITLPDNLVANPDLIDSVKDVDILVFNIPHQFLPRICGQLKGHVDPHVRAISCLKGFEVGAKGVQLLSSYITEELGIQCGALSGANIATEVA

HENVKYLPKIKLPQNLVANPDLVATAKDADILVFNIPHQFLRRICAQLKGHINPNARAISCLKGFELTEKGVRLLSDYIEDELNITCGALSGANIAMEVA

HQNVKYLPNIDLPENLVANPDLISTTKDADVIVFNVPHQFLGRIVSQMKGQIKPDARAISCLKGFEVGPKGVQLLSDYVTQELGIQCGALSGANLAPEVA

HENVKYLPGIELPENLHANPDLIDSVKDVDIIVFNIPHQFLPRIVQQLKGHVDRKVRAISCLKGFEVGVKGVQLLSTYVTEELGIECGALSGANLAPEVA

HENVKYLPGIKLPSNLVANPDLVDAAKDADILVFNIPHQFLPRICSQLKGNVKPQARAISCLKGFDVGKDGVKLLSTYIKETLNIECGALSGANLAPEVA

HENVKYLPGITLPENLVANPSVAAAAADADVLVFNIPHQFLGRIVEQLKGHVKPGARAISCLKGFSVGKDGVQLLSTYIEEHLHIPCGALSGANLAPEVA

HENVKYLPGIKLPENLVANPSLAESARDADILVFNIPHQFLPRVVDQLKGHVKPGARAISCLKGFEVDQEGVKLLSSYIEKHLDIACGALSGANLAPEVA

HQNVKYLPNIDLPENLVANPDLLDAVKGADILVFNIPHQFLPRIVSQLQGHVPKHVRAISCLKGFDVDKNGVKLLSTYVTEKLGIACGALSGANLAPEVA

HQNVKYLPNIDLPENLVANPDLVSAVKDADILVFNIPHQFLPRIVSQLQGNIKKDARAISCLKGFDVSKDGVKLLSTYVTEKLGITCGALSGANLAPEVA

HQNVKYLPNIDLPENLVANPDLVDAVKDADILVFNIPHQFLPRIVSQMQGHVKKDARAISCLKGFDVSKDGVKLLSTYVTEKLGITCGALSGANLAPEVA

H2NVKYLP I LP nL A1P 6      aD666FN6PHQFL  6  q6 gh6    RaISCLKGFe6   GV LL3 56t  L 6 CGALSGAN6A EVA
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 : 238
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 : 217

 : 198

 : 205

 : 188

 : 180

 : 188

 : 271

 : 191

 : 188

 : 292

 : 198

 : 184

 : 192
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 : 181

 : 188

 : 188

 : 232

 : 227

 : 265

 : 246

 : 219

 : 217
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YOR241W (MET7) 

  

             

             

YOR241W    : 

Smik_15.42 : 

Skud_15.40 : 

Suva_8.291 : 

CAGL0J0376 : 

KAFR0A0382 : 

KNAG0A0294 : 

NCAS0B0159 : 

NDAI0E0120 : 

TBLA0B0385 : 

TPHA0G0162 : 

Kpol_1072. : 

ZYRO0F0721 : 

TDEL0A0615 : 

KLLA0F1129 : 

ACR134W    : 

Ecym_2404  : 

SAKL0H0673 : 

KLTH0D1106 : 

Kwal_26.87 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MHKGKKNYPNLITSFRMNLKKIILNHDRFSHPERWKTNALLRFTFVYIKFLFDLMIIKNPLRMV-----GKTYRDAVTALNSLQSNYANIMAIRQTGDRK

-----KNYPNLLVRFGKILSNHI----------------LLSIQKDGRIYFYFLMIIRNPLRMV-----GKTYHDAVTALNSLQSNYANIMAIRQTGDRK

------------------------------------------------------MIIRNPLRMI-----GKTYHDAVTALNSLQSNYANIMAIRQTGDRK

-----RKELPFVEIVSMNLKIKF-DHDSFSHLERWKTKTFDRFAFVH-------MLIRNPLRMI-----GKTYHDAVTALNSLQSNYANIMAIRQTGDRK

------------------------------------------------------MLITPTLRMA----SKRTYQDALTALNSLQSNYANIMAVRQSGDRK

------------------------------------------------------MKASIPLKMV-----EKTYNDAINALNSLQSNYANIMAIRESGIRK

------------------------------------------------------MRASLALRMA-----SRTYNDAVAALNLLQSNYANIMAVRESGIRK

------------------------------------------------------MRLTIPLKMS-----TKTYRDAINSLNSLQSNYANIMAIRESGDRK

------------------------------------------------------MRVTLPLKMT-----TRTYRDAINSLNSLQSNYANIMAIRESGDRR

------------------------------------------------------MRISLKLAMQ-----PRTYQDALAALNSLQTNYAAIKAVKDSGNKN

------------------------------------------------------MKLTSPIAMG-----VRTYQDAVKKLNSLQSNYATIMAIRQSGNSK

------------------------------------------------------MKAARILMMT-----SKTYHDAITKLNTLQSNAATILATRQSGNTK

------------------------------------------------------MKLSMPLKMA-----VRGYQEAVTALNSLQSNYANIMAIRESGDRK

------------------------------------------------------MRLSLPLRMS-----AKSYQDAVTALNTLQSNYANIMAIRESGDRK

------------------------------------------------------MRLPLSLKMA-----NRNYQDAVQALNSLQSNYANIMAIRASGDRK

-----------------------------------------------------------MTRMT-----RRGYQEAIGCLNGLQSNYANVMAVRASGERR

------------------------------------------------------MSLRLLSSMS----TGRSYQDAIRCLNGLQSNYASIMAARTSGKRK

------------------------------------------------------MRFTFPLKMSITSSTKRTYQDAVTALNSLQSNYANIMAIRASGDRK

------------------------------------------------------MRLSVPLRMS--TRPARSYSDAIAALNSLQSNYANIMAIRASGDRK

------------------------------------------------------MRISCSLRMS--SNSARTYNDAIAALNSLQSNYANIMAIRASGDRK

                                                      m       M       4 Y dA6  LN LQ3NyAn6 A 4 3G   
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 :  41
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 :  41
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 :  41

 :  36

 :  42

 :  46

 :  44

 :  44

      

             

             

YOR241W    : 

Smik_15.42 : 
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NTMTLLEMHEWSRRIGYSASDFNKLNIVHITGTKGKGSTAAFTSSILGQYKEQLPRIGLYTSPHLKSVRERIRINGEPISEEKFAKYFFEVWDRLDSTTS

NIMTLLEMHEWSRRIGYAASDFNKLNIVHITGTKGKGSTAAFTSSILGQYKEKLPRIGLYTSPHLRSVRERIRINGEPISEKKFAKYFFEVWDRLDKTTS

NIMTLLEMHEWSRRIGYSASDFNKLNIVHITGTKGKGSTAAFTSSILGQYKEQLPRIGLYTSPHLRSVRERIRINGEPISEEKFAKYFFEVWDRLDKTTS

NIMTLLEMHEWSRRIGYSSSDFNKLNIVHITGTKGKGSTAAFTSSILGQYKEQLPRIGLYTSPHLKSVRERIRIDGEPISEEKFAKYFFEVWDRLDKTTS

NRMSILEMYEWSRRLGYKVSDFNKLNIVHITGTKGKGSTAAFTSSILQQYQDKLTKIGLYTSPHLRSVRERIRINGEPISESKFTEYFFQVWDKLDKTTS

NDMAILEMKEWSRRIGYSISDLNKLNMVHITGTKGKGSTAAFASSILNQYKRQLPKIGLYTSPHLRNVRERIRINGEPISEDKFTAYFFDVWNRLDNSSS

NEMSMLEMKEWTRRVGYSVSDFNKLNVVHITGTKGKGSTAAFTASIFNEYKKQLPRVGLFTSPHLRSVRERIRINGEPISQEKFTKYFFELWERLENTSS

NMMNIWEMKEWSRRIGYNVSEFNKLNIIHITGTKGKGSTAAFTSSILNQYKEKLPKVGLYTSPHLKSVRERIRINGAPISEDKFTKYFFEVWDRLENSSS

NQMNIWEMQEWSKRIGYNVSDFNKLNVIHITGTKGKGSTAAFTSSILRQYNDKLPKIGLYTSPHLKTVRERIRINGEPISEDKFTKYFFEVWNKLGNTKS

NQMALLDMKEWPRRIGYSVSDFNRLNVVHITGTKGKGSTAAFTSSILGQYKDQLPKVGLYTSPHLKSVRERIRINGSPISEELFTKYFFQVWNRLDDSTS

NKMAILEMQEWTKRIGYSISDLDNLNMIHITGTKGKGSTAAFTDSILSQYRDSLPKIGLFTSPHLKSVRERIRINSEPIDEMKFTKYFFEVWDKLESTQS

NKMNILEMKEWVRRIGYSISDIDKLNIIHITGTKGKGSTAAFTSSILNEYKDSIGKIGLYTSPHLKSVRERIRINGIPISEEKFTKYFFEVWDKLENTSS

NQMNIWEMQEWSRRIGYNVSEFDKLNVVHITGTKGKGSTAAFVASILGKYK--VPKVGLYTSPHLKSVTERIRINGNPISEDKFAKYFFEVWDKLENTES

NQMNIWEMQEWSRRIGYKVRDFNRLNVIHITGTKGKGSTAAFTSSILGKYRDRIPKVGLYTSPHLRSVRERIRINDDPISEDKFTKYFFEVWDKLDETSS

NMMNIWEMQEWSRRIGYSVSDFNKLNVIHITGTKGKGSTAAFTQGILNQYKDTLSKVGLYTSPHLRSVRERIRINGEPITEELFSKYFFEVWDRLDETSS

NMMNLWEMEEWSRRLGYGPGALDRLNVIHITGTKGKGSTAAFVQGIVRRYRAA-GRVGLYTSPHLRSVRERIRIDGEPVSEEQFSRGFFEVWDRLEATRS

NVESLVEMRRWSKQLGYDVESFNDLNIIHITGTKGKGSTAAFTQSILLEYEDKIGKVGLFTSPHLRTVRERIAINGRPISEEKFAKFFFEVWDRLDGTSV

NMMNIWEMQEWSRRIGYSTKDYNKLNIIHITGTKGKGSTAAFTQSILSQYNDRLSNIGLYTSPHLKSVRERIRINGNPITEEKFSQYFFEVWDKLEATTS

NKMNIWEMQEWSRRIGYSTSDFNKLNIVHITGTKGKGSTAAFTQSVLQQYGDQIRKIGLYTSPHLKSVRERIRINGQPICEEKFSSYFFDVWDKLEATSS

NKMNIWEMQEWSRRIGYSTSDFNKLNIVHITGTKGKGSTAAFTHSILQQYGDKIKKVGLYTSPHLKSVRERIQINGQPICEEKFSRYFFDVWDKLDATSS

N m 6 eM eW 4r6GY  sd 1 LN66HITGTKGKGSTAAFt s6   Y      6GL5TSPHL4 VrERIrI1g P6 2 kF   FF 6W 4L  3 s
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SLDKFPHMIPGSKPGYFKFLTLLSFHTFIQEDCKSCVYEVGVGGELDSTNIIEKPIVCGVTLLGIDHTFMLGDTIEEIAWNKGGIFKSGAPAFTVEKQPP

PLDKFPHMVPGSKPGYFKFLTLLSFHTFIQEGCKSCVYEVGVGGELDSTNIIQKPTVCGVTLLGIDHTFMLGDTIEEIAWNKGGIFKPETPAFTVEKQPS

PLDKFPHMIPGSKPGYFKFLTLLSFHTFIKEDCKSCVYEVGVGGELDSTNMIEKPIVCGVTLLGIDHTFMLGDTIEEIAWNKGGIFKPGAPAFTVEKQIP

SLDKFPHMVPGSKPGYFKFLTLLSFHTFIQEGCKSCVYEVGVGGELDSTNIIEKPTVCGVTLLGIDHTFMLGDTIEEIAWNKGGIFKPGAPAFTVEEQHP

PLNEFPHMVPGSKPGYFKFLTLLSFHAFMKEECSCCVYEVGVGGELDSTNIIEKPVTCGVSLLGIDHTFMLGDTIEEIAWNKGGIFKKDAPAYTIMGQEP

NLDQFPHMTPGSKPGYFKFLTLLSFHTFLQEACNACVYEVGIGGEYDSTNIVEKPLTCGVSLLGIDHTYMLGNTIEEIAWNKAGIFKHDVSAFTVSNQPK

SLQDFPHMTPGSKPGYFKYLTLLSFHTFMQEGCNTCVYEVGIGGEYDSTNLIEKPIACGVSLLGIDHTYMLGDTIEEIAWNKGGIFKNHTPAFTVAGQPK

PLDKFPHMVDGSKPGYFKYLTLLSFHTFMQEGCKACVYEVGVGGEFDSTNIIEKPVTCGVTLLGIDHTFMLGNTIEEIAWNKGGIFKKDSPAYTVTNQIP

NLEKFPHMVDGSKPGYFKYLTLLSFHAFMQEGCDACVYEVGVGGEFDSTNIIEKPLVCGVTLLGIDHTFMLGETIAEIAWNKGGIFKEGSPAYTVMGQPE

TLNEFPHMLPGTKPAYFKFLTLLSFHVFMQENCNCCIYEVGVGGELDSTNIIEKPVACGISLIGIDHTFILGNTIEEISWNKGGILKPSVPGFTVENQSP

STEKFPNMIKGAKPAYFKYLTLLSFHIFLQEGVKGCIYEVGVGGEYDSTNIVSKPVTCGVSLLGIDHTFMLGNTIEEIAWNKGGIFKTNAPAYTISNQPQ

SLADFPHMTSGAKPAYFKYLTLLSFHIFLKESCNSCVYEVGVGGEFDSTNVVENPVTCGVSLLGIDHTFMLGNTIEEIAWNKSGIFKKGAPAYTVSNQPT

ELSKFPHMIPGSKPGYFKYLTLLSFHVFMREGCDCCVYEVGVGGEFDSTNIVERPLACGVTQLGIDHTFMLGNTIEEIAWNKGGIFKKQAPAFTVKEQPP

PLDKFPHMTPGSKPGYFKYLTLLSFHIFMQEGCSCCVYEVGVGGEFDSTNIIEKPTVCGITRLGIDHTFMLGDTIEEIAWNKGGILKMGSPAYTIPNQPV

NEDKFPHMTEGQKPGYFKYLTLLSFHVFMQEGCGTCIYEVGVGGEFDSTNIIEKPTVCGVSALGIDHTFMLGNTIEEIAWNKGGIFKEGAPAFTVKSQPK

DEARFPHMGAGAKPGYFKFLTLLSFHMFLEAGCETCVYEVGVGGAFDSTNIVRRPSVCGVTALGIDHTFMLGDTIEEIAWNKGGIFKAGARALTVAGQPP

EQEQCGNV----KPGYFKFLTLLSFHVFMQERCNVCVYEVGIGGAYDSTNIVEKPVACGVSILGIDHTKVLGDRIEDIAWNKGGIFKTAAPAFTIEKQPP

SEDKFPHMTPGSKPGYFKYLTLLSFHVFMQEGCDTCIYEVGVGGEFDSTNIIEQPTACGVSLLGIDHTFMLGNTIEEIAWNKGGIFKRGSPAFTIANQPP

PLDNFPHMTPGSKPGYFKYLTLLSFHVFMQEGCDSCIYEVGVGGEFDSTNIIESPTACGVSLLGIDHTFMLGETIEEIAWNKGGIFKKGSPAFTIAAQPT

PIDKFPHMTPGAKPGYFKYLTLLSFHVFAQEKCDSCIYEVGVGGEFDSTNIIEKPTACGVSLLGIDHTFMLGETIEEIAWNKGGIFKNGTPAFTIAAQPP
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---------------------------------------MALRLFRKSSFFAKISMEGPKGSSPFAFYAFYQLYSHLN-----PGKSSSLS-LEDIRRRL

-------------------------------------------------------MEAAKGSSPFAFYAFYQLYAHLN-----PGKINTFS-LEEIARIL

-----------------------------------------------------MSIEVAKGSSPYAFYAFYQLYSHLN-----PGKTIPLS-IEEIARKL

-----------------------------------------------------MSKGVAKGSSPFAFYAFYQLYSHLN-----PGETAILS-LKEIAENL

--------------------------------------------------------MVGKNNELYAFYAFLQLYKHM------GHVQRDYS-LRQVAEAL

-----------------------------------------------------MDASQQLESSPYAFYAFYTLYRHF------HPARPPIS-LRRIQSTL

------------------------------------------------------------MAAVQAFYAFYTLYESLNGG---VGDLGPFSGLEDVARRV

------------------------------------------------------MGKESLASSPYAFYAFYELYKYL------GLTAKRHT-LNQVGEIL

------------------------------------------------------MAKETLKSSPYAFYAFYQLYLHF------FHKNKGIT-FQQIEKVL

------------------------------------------------------------MNSVYTYCCFNQLDHNL-------TGAKLFK-FSHVLHHL

-----------------------------------------------------MSSVGLDEGSPYVLFSMWTLYHYFRNPSEEYNAKQCKEIFNKICLNA

--------------------------------------MSVLKELTTLTKTEYIMSDNEGKSSSFAFYAFLQIYKYFHHD---GDQLKGIT-LSVVADRL

------------------------------------------------------MSLELSGTSPYAFYAFYTLYNYLNNNNKSHSLNSTKN-FLKICQTL

------------------------------------------------------MSDKSSTGSPYAFYAFYTLYQSF------HKSLPEVS-FTDVCHKL

--------------------------------------------------------MSLETSSPYAFYAFYQLYSQFY-------RVPKIT-LETVNDFL

-----------------------------------------------------MPQSQGIERSPFSFYAFYQLYAYF------HKDAPTVT-FGAVKNKL

MCVFHGVFHDNPKSENGMPAKQVPSSPGNNFSSHLPSRLTELLLKGHIGKQKTMSDMQGSGSTPFTFYAFYQLYAHF------NNEAVGLT-FDTIKSKI

-------------------------------------------------------MPDSLKSSPFALYAFYQLYAHFY-----REQAKALT-FDIICHDL

-------------------------------------------------------MPDESKSSLYAFYAFYQLYVHLF-----YEGKKPLS-FDTLQKRL

-------------------------------------------------------MTDEIGSSPFAFYAFYQLYAHLH-----GEDGAELR-FEDVQE-L
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YPDFK-IDY---N-----------EKTSLFITWKK-KSNKHHTIDTNEENYILRGCIGTFAKMPIAHGIEKYSLIAALEDRRFSPIQKRELVDLKCSCNI

YPGFK-IDY---N-----------EKTSLFITWKK-KSNKHHRENTNEGSYLLRGCIGTFAKMPIAHGIEKYSLIASLEDRRFSPIQKRELPDLKCSCNI

YPNSK-VDN---H-----------EKTSLFITWKK-RSSKFHKENTNKDNYILRGCIGTFAKMPITLGIEKYSLIAALEDRRFSPIQKKELKDLKCSCNI

YPDFK-IDY---N-----------EKTSLFITWKK-RSDKNHKGSSNQENYMLRGCIGTFAKMPIAHGIEKYSLIAALEDRRFSPIQKRELTDLKCSCNI

YDTTLIIK----------------EDTSLFITWKRLDSQKTSIDSDDDDGYALRGCIGTFAKLPIEAGIQRYSLIAALEDSRFTPISERELKTLKCSCNI

YPDFK-LK----R-----------SEVSLFITWQK-KSK-------HQNEYVLRGCIGTFAKLPVSLAIERYSIIAAMEDSRFSPISQKETKSLNCCCNM

YLEEGALAVSD-T-----------QRVSLFITWKK-RER-------------LRGCIGTFGRLPAARAVQRYALVSALEDSRFPPIQLRELPELHCTCNI

YPDFK-LNP---K-----------LITSLFITWKK-QTKKYLQFA-DDDGYILRGCIGTFAKMPIDKGIERFSIIAATEDNRFPPVGEEEISKLKCCCNI

YPNYP-VDL---N-----------TKKSLFITWKK-KNS----NGDDEEEYDLRGCIGTFAKLNILNGIERYSLVAALEDDRFSPIKAKELSKLKCSCNI

RPQKN-LGDSDENVDQLAKQQPILQNCPLFVTWHK--------------NNHLRGCIGTFTSQPLSIALHKYSLISAMEDPRFPPIRRSEISELSVDVSL

YPNYRLLDH---S-----------VPKSLFITWKK-KKKRSLPFS-NDDDYALRGCIGTFAKLPLLEGIYKYTLIAALEDSRFPSIEEKELPRLKCTCNI

YPNERSIST---D-----------SKTSLFVTWKK-KRSKIH----IDDPYALRGCIGTFAKLPIKEGLEKYSLIAALEDSRFPPIAAHELPKLKCSCNI

YPDYR-VNP---V-----------ERTSLFITWNK-KSK-------KSDKYSLRGCIGTFARPALVHGIEKYSLVAALQDNRFPPISKKELQLLKCSCNI

YPSEE-VDT---T-----------SSTSLFITWKK-KSR---GRGGNGDNYALRGCIGTFAKLPVVTGIEKYSLIAAFQDRRFPPITASEISHLKCSCNI

YQGKG-LKPE--F-----------ARSPLFVTWKK----------LKKGEYQLRGCIGTFSEGKIEEGLKRYALISALQDSRFTPIEREELSQLRCGCNL

YHHYP-MAAGREN-----------EHSSVFITWKK-H-D-------ERGEYQLRGCIGTFAKLPLLRGIEKYSLIAALQDSRFPPIEVGELAKLKCSCNV

YPRYA-LANGKEK-----------EHSSLFVTWKK-L-G-------MDKTYQLRGCIGTFSKLPLLRGIEKYSLIAALQDSRFSPIGATELPKLKCSCNI

FPTYP-MTTSKPR-----------EMTSLFITWKK-K-D-------SSGDYILRGCIGTFAKLPLLKGIEKYSLVSALQDTRFPPIAVNELKKLKVSCNI

SPRLA-CSSMKTR-----------ERTSLFITWKK-RSA-------SQGEYLLRGCVGTFAKLPLLEGIEKYSIIAALQDPRFPPITKSEFPGLKCSCNI

FPEQR-IESQELS-----------EKTSLFITWKK-KSG-------SRTTYELRGCIGTFAKLPLLKGIQQYSLIAALEDHRFSPIKKSELASLRCSCNI
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LGNFKTIF---RGGGNPN-----GDIFDWELGKHGIELYFKHP-KTGTTCSATFLPDVMPEQHWNKEDTFANLIEKA-G---YW-GNISEVMDNFETYFI

LSHFKIIF---QGGNNPN-----GDIFDWELGKHGIELYFKQP-KTGTICSATFLPDVMPEQHWNKEDTFANLIEKA-G---YW-GNISEIMNNFEIYFI

LGRFKTIF---QGGDSPS-----GDIMDWELGKHGIELHFKHP-KTGATCSATFLPDVMPEQHWNKEDTFVNLIEKA-G---YW-GNISEVMNNFESYFI

LGRFKTIF---QGGNNPS-----GDIFDWELGKHGIELYFKHP-KTGTTCSATFLPDVMPEQHWSKEDTFVNLIEKA-G---YW-GNISEVMDSFESYFI

LRHFEKIY---SSGDDH------GDIDNWEIGKNGIELLFKHP-KSGKTCSATFLPDVMVEQGWDKKETFLNLIQKA-G---CW-NEAGQILNDYEKYFL

LANFEAIY----DQDDK------GDIMNWELGKHGIELKFWNG-KKTKILSATFLPDVMTEQGWDKEDTFLNLIEKA-G---SW-SNAVDILANYEEYFI

LDNFTIIYSKQQDSTGGP-----QDIFDWDVGTHGVELKFRDP-WSHTLRSATFLPEVMLEQHWDKRATFENLVQKA-G---CSDGAAQHIVDHYEKYFV

LQNFETIFS--KNGDDKE-----GDIFNWELGVHGIELKFKYK----GIHSSTFLPEVMIEQDWDKEDTFRNLIEKA-G---CE-RHVTEIMDNYEEYFI

LDSFKTIYPIEDDDDNSE-----DGIYDWEIGKHGIEVKLIHP-HTKTVHSATFLPEVMVEQNWDKDETFQYLIDKS-G---LW-NYIDKIMANKKLYFK

LYEFEIIYKMLDETDESSKSNSIKDIYNWEIGKHGIEIKFLNPLHPNRKCSATFLPSVAIEQEWDKTTTFKYLFAKGLGTDDIEDKRVREIMDNKEDYLI

LHSFTTIYS--NKSNHKN-----GNINDWIIGKHGIELKYRDP-ISKSIVSATFLPEVMKEQGWDKHTTFEYLIEKA-G---CL-TNISTVLDNYEKYFV

LQNFKVIY----DGKAKR-----GDINNWELGTHGIELKFKDP-HSKSHFSATFLPDVMTEQEWDKEDTFLNLIEKS-G---YW-GNAKDVLNNYQDYFL

LQNFTTIY----EGSK-------GDINDWEIGLHGIELFFKDP-GSGITLSATFLPEVMSEQNWDKEETFLNLIYKA-G---VS-SHLQEVLDHYEQYFV

LQNFKTIY----DGK--------GDIYDWEVGLHGIELVFKHP-QTGSTCSATFLPEVIPEQGWDKKETFLNLIEKA-G---VY-AYAKEVLDDYQNHFL

LSQFKTIYS--SEGTGNS-----GDIWNWEIGKHGIEIKFRHP-KTNSRMSATFLPEVIPEQGWDQRETFENLIEKA-G---CW-NYLEEVMKHWEKYFD

LSHFKTVF---EEGA--------GNIYDWKVGRHGVILRFRHP-TTGRTCSATFLPEVMVEQGWSQLETFENLIEKA-G---CW-QHVDELMDNYDRYFI

LSNFKSIY---ADGT--------GDIYDWKIGKHGVELLFTHP-KTGKTCSATFLPEVMEEHNWTQIETFENLIEKA-G---CW-QYVEQIMENYDQYFI

LHDFKTIF------NDQK-----GDIFDWDVGVHGIELLFKHP-KTSKLCSATFLPEVMPEQGWDKEDTFQNLIEKA-G---CW-EHIDIIMNNYEEYFL

LHSFSTIY----GSSAPT-----GDVYDWEIGIHGVELRLRDS-TRSRILSATFLPEVILEQGWNERETFRSLIRKA-G---FL-GDIDAALDNWQEYFV

LHNFRTIY----SGGDSA-----GDAYDWKIGVHGIELKFRDA-RSNRLLSATFLPEVIPEQGWDKRETFRNLIQKA-G---CW-ENADAILDNWAQYFV
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YOR361C    : 

Smik_15.54 : 

Skud_15.52 : 

Suva_8.418 : 

CAGL0K0996 : 

KAFR0C0501 : 

KNAG0E0024 : 

NCAS0I0024 : 

NDAI0A0876 : 

TBLA0E0068 : 

TPHA0N0025 : 

Kpol_538.3 : 

ZYRO0C0083 : 

TDEL0H0429 : 

KLLA0A0353 : 

ADR399C    : 

Ecym_5021  : 

SAKL0D1443 : 

KLTH0D0094 : 

Kwal_26.68 : 
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MKNFLPRTLKNIYELYFNNISVHSIVSRNTQLKRSKIIQMTTE--TFEDIKLEDIPVDDIDFSDLEEQYKVTEE-FNFDQYIVVNGAPVIPSAKVPVLKK

---------------------------------------MATE--TFEDIKLEDIPVDDIDFSDLEEQYKITEE-FNFDQYIVVNGAPVIPSSKVPVLKK

----------MLESNNIYISSKLRVIVRVDSYKVLNMSEMATE--TLENIRLEDIPVDDIDFSDLEEQYKVAEE-FSFDQYIVVNGAPVIPSAKVPILKK

---------------------------------------MATE--TFEDIKLEDIPVDDIDFSDLEKQFQVTEE-FNFDQYIVVNGAPVIPSSKVPVLKK

---------------------------------------MAAA-----EIKLEDIPVDDIDFTDLEKEYSVDDE-FKFDNYVVVTGAPVIPESKVPVLKK

---------------------------------------MSEA--VFKDIKLEDIPVDDIDFSDLENEYKLDDE-FNFDQYIVVNGTPIIPESKVPVLQR

---------------------------------------MTTA---VEDIRIEDIPVDDIDFSDLEHEYKVDAE-VSFDQYIVVTGAPVIPEAKVPLLKK

----------MNEEMFAGHYLKRLRHFPKDKTINERYPNMSAS--DVTTIKMEDIPVDDIDFSDLEKEYSIDDE-FSFDQYVVVSGAPVIPESKVPVLQK

---------------------------------------MSESDVIIPEIKLEDIPVDDIDFSDLEKEYSFDDD-FNFDQYVVVNGAPVIPESKVPVLQK

---------------------------------------MTSA---VEGIKLEDINVDDIDFSDLEKQYGYEDK-FSIDQYVVVTGIPIIPEAKVPVLKK

---------------------------------------MSAA---FEEIRLEDIPVDDIDFSDLEKEYDVVEK-FSFNQYVVVTGAPVIPESKVAVLKK

---------------------------------------MSAA---LEDIKLEDIPVDDIDFSDLEKQYSVNDT-VSFDQYIVVCGAPVIPEGKVAVLKK

---------------------------------------MATS---AEEIRIEDIPVDDVDFSDLEEKYKVKDD-FNFDQYVVVTGAPVIPESKAPVLKK

---------------------------------------MATE---FEDIKLEDIPVDDVEFGDLEEKYSVKDE-FNFDQYIVVSGAPVIPEAKVPVLKK

---------------------------------------MTT----LESLKIEDIPVDDIDFSDLEREFQIQDGGVNFDNFLVVDGAPVAPEAKVPVLEK

---------------------------------------MAAV---FDDIRLEDIPVDDVDMQDLEETYAVERS-IEFDRYVVVDGAPVAPEAKVGALQK

---------------------------------------MATV---FEDIRLEDISVDDVDLSELDREFDVENR-IDFDNFVVVDGAPVAPEAKVPALSK

---------------------------------------MSTA--AIDDIKLEDIPVDDIDFSDLEKEYQIDTQ-VNFDNFVVVDGAPVAPESKVPVLTK

---------------------------------------MATS--ALEDIRIEDIPVDDVDFSDLEKKYEVESP-VNFDNFVVVDGAPVAPESKVPVLTK

---------------------------------------MATS--ALEEIRIEDIPVDDIDFSDLEKEFEVESP-VNFDNFVVVDGAPVAPESKVPVLSK
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 :  97

 :  58

 :  87

 :  58

 :  55

 :  58

 :  57

 :  87

 :  60

 :  57

 :  57

 :  57

 :  57

 :  57

 :  57

 :  57

 :  57

 :  58

 :  58

 :  58

      

             

             

YOR361C    : 

Smik_15.54 : 

Skud_15.52 : 

Suva_8.418 : 

CAGL0K0996 : 

KAFR0C0501 : 

KNAG0E0024 : 

NCAS0I0024 : 

NDAI0A0876 : 

TBLA0E0068 : 

TPHA0N0025 : 

Kpol_538.3 : 

ZYRO0C0083 : 

TDEL0H0429 : 

KLLA0A0353 : 

ADR399C    : 

Ecym_5021  : 

SAKL0D1443 : 

KLTH0D0094 : 

Kwal_26.68 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

ALTSLFSKAGKVVNMEFPIDEATGKTKGFLFVECGSMNDAKKIIKSFHGKRLDLKHRLFLYTMKDVERYNSDDFDTEFREPDMPTFVPSSSLKSWLMDDK

ALTSLFSKAGKVVNMDFPIDESTGKTKGFLFVECGSINDAKKIIKSFHGKRLDLKHRLFLYTMKDVERYNSDDFDADFREPDMPTFVPSSSLKSWLMDDK

ALTSLFSKAGKVVNMDFPVDEATGKTKGFLFVECKSVNDAKKIIKSFHGKRLDLKHRLFLYTMKDVERYNSDDFETEFREPNMPTFVPSSSLKSWLMDDK

ALNSLFSKAGKVVDMDFPIDEATGKTKGFLFVECGSVNDAKKIIKSFHGKRLDLKHRLFLYTMKDVERYNSDDFETEFKEPEMPSFVPSSSLKSWLLDDK

ALGGLFSKAGKVVDMEFPLDDD-KKSKGFLFVECGSDVDAKKIIKAFHGKRLDLKHRLFLYSMRDVEKLSEQG-AGEFVEPELPGFVPTSTLKSWLADED

VLTNLFTKAGKVVNMEFPIDEATKKSKGFIFVECGSIDDGKKIIKAFHGKRLDANHRLFIYTMKDVERYNSDSFETEFKEPELPEFVPSSSLKSWLLDEN

ALGGLFAKAGKVVNMEFPLDSA-QKTKGFLFVECATAQDAKKIIKSFHGKRLDLKHRLSIYTLADVERFNDPAFPTEFKEPEFPDFVTSGELKSWLLDEN

ALTGLFSKAGKVVNMDFPIDEASGKSKGFLFVECGSSDDAKKILKSFNGKRLDLKHRLFIYTMKDVEKFNSDHFEKEFKEPELPEFVSSGSLKSWLLDDA

ALTGLFSKAGKVVNMEFPIDSETKKTKGFLFVECGSVDDAKKILKSFNGKRLDLKHRLFIYTMKDVEKYNSDKFETEFKEPHIPEFVSSTSLKSWLLDEE

ALTGLFSKAGKVVDMEFPLDEETKKTKGFLFVECGSPVDGNKIIKTFHTKRLDLKHRLYLYSMKDVEKFNGEGFDPEFKEPEIPPFVSSSFLKSWLLDEM

ALTGLFSKAGEVVDMEFPIQD--GKTKGFLFVECASPADSTKIIKAYNGKRLDLKHRLFLYTMKDVEKYTSETFNTEMQEPVLPEFFPSSALKSWLENGS

ALTGLFSKAGKVVDIEFPIED--GKTKGFLFVECASPADGNKIIKAFHTKRLDLKHRLFIYTMRDVEKYNDKNFPTEFVEPEIPDFFPTSTLKSWLSDED

ALNGLFSKAGKVVEIEFPIDESTKKTKGFLFVECASPADGNKIIKAFHGKRLDLKHRLFIYTMKDVEKYNSENFNTEFEEPEIPNMVPSGDLKWWLQDQE

ALTGLFSKAGKVVDMEFPIDPETKKSKGFLFVECGSPADGNKIIKAFHTKRLDLKHRLYLYTVRDVERYNSNAFNTEFKEPAMPEFVPSSSLKSWLQDEE

VLTKLFSQAGKVLDMQIPVED--GKTKGHLFIEMESVSAAKEAIQLFNGKKLDAKHRLLVNSLNDMEKYGSDDFESQSHEPVVPDFAPTDFLRSWLQNQD

VLTKLFSQAGSVVDMDVPVEE--GRTKGHLFIEFEDAGAARRAIKMFNGKKLDVKHRLWVNGLDDMERYGRPDFSTEYREPVVPEFEATEYPRSWLQDET

VLTKLFSQAGQVVDMDIPVED--GKTKGHLFLEFDSAVAAKKAIKLFNGKKLDVKHRLFVNSLNDMEKFGSPDFVTEFKEPKIPEPQPTEYLKSWLLDPK

VLTKLFSQAGTVVDMNLPLDEEKKTTKGYLFVEFDSAVAAKKAIALLNGKKLDVKHRLFVNGLNDMEKFGTEEFETEFREPKLPEFTPTEYLKSWLQDPS

VLTKLFSQAGSVVDINLPLDEEKKTTKGYLFVEFDSPASARKAIKLLNGKKLDVKHRLFVNSLTDVEKFGTEDFDTEFHEPKLPEFQKTDYLQSWLQDEQ

VLTKLFSQAGKVVDINLPLDEAKKCTKGYLFVEFDSAVSARKAIKLLNGKKLDVKHRLLVNGLSDVEKYGSENFDIEFHEPKLPEFKATDYLKSWLQDEQ
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 : 197

 : 158

 : 187

 : 158

 : 153

 : 158

 : 156

 : 187

 : 160

 : 157

 : 155

 : 155

 : 157

 : 157

 : 155

 : 155

 : 155

 : 158

 : 158

 : 158

      

             

             

YOR361C    : 

Smik_15.54 : 

Skud_15.52 : 

Suva_8.418 : 

CAGL0K0996 : 

KAFR0C0501 : 

KNAG0E0024 : 

NCAS0I0024 : 

NDAI0A0876 : 

TBLA0E0068 : 

TPHA0N0025 : 

Kpol_538.3 : 

ZYRO0C0083 : 

TDEL0H0429 : 

KLLA0A0353 : 

ADR399C    : 

Ecym_5021  : 

SAKL0D1443 : 

KLTH0D0094 : 

Kwal_26.68 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

VRDQFVLQDDVKTSVFWNSMFNEE-DSLVESRENWSTNYVRFSPKGTYLFSYHQQGVTAWGGPNFDRLRRFYHPDVRNSSVSPNEKYLVTFSTEPIIVEE

VRDQFVLQDDVKTSVFWNSIFNEE-DSLVESRENWSTNYVRFSPKGTYLFSYHQQGVTAWGGPNFDRLRRFYHPDVRNSSVSPNEKYLVTFSTEAIIVEE

VRDQFVLQDDVKTSVFWNSIFNEE-DSLVECRENWSTNYVRFSPKGTYLFSYHQQGVTAWGGPNFDRLRRFYHPDVRNSSVSPNERYLVTFSTEGIVVED

VRDQFVLQDDVKTSVFWNSMFNEE-DSLVESRENWSTNYVRFSPKGTYLFSYHQQGVTAWGGPNFDRLRRFYHPDVRNSSVSPNEKYLVTFSTDPIMVEE

GRDQFVIQKDNLTGIFWNSMHESE-DDVVESRTNWSTNYVRFSPRGTYLFSYHPQGVTSWGGPQFDRLRRFYHPNVRTSSVSPDEHYLVTFSPEPIELDD

LKDQYVLQDDKTTTVFWNSNFEDT--NVVESRDNWSSNYVRFSPKGTYLFSYHPQGVTAWGGPHFDRLKRFYHPNVRTSAVSPNEKYLVTFSSDPIKLDD

VRDQYVMQDDKETTVVWNTKNVDDEDAVVESRENWSNNYVRFSPKGTYLFSYHVPGVSVWGGAHFNLLKRFFHPNVRTSSVSPCEKYLVTFSPEPLDCAS

GRDQFVIQRENLTTVAWNSMFHGS-E-EVETRDNWSTNYVRFSPKGTYLFSYHLQGVTAWGGAHFDRLRRFYHPNVRTSSVSPNEKYLVTFSADPIVIDE

VRDQFVIQRDNITTVAWNSMFHGF-E-EVETRNNWSTNYVRFSPKGTYLFSYHVQGVTAWGGPHFDRLRRFYHPNVRTSSVSPNEKYLVTFSSTPIEINE

GRDQYVVQNANLTSVFWNDKSSND-IQPVESRQKWSSNYIKFSSKGTLMFSYHTQGVVAWGGETFERLRRFYHPNVRTCSISPNEKFLVTFSSDLIVVDA

CRDQYVVQNSDLTTIMWNTQMEDDPDALVERRSKWSTNYVRFSPKGTYLFTYHPQGVVMWGGPKFDRLRRFYHPNVRTSSVSPTEKYLVTYSSDPIVVDN

GRDQFVLQANEMTTVLWNSAIEDE-ESVVESRKNWSTNYIRFSPKGTYLFSYHPQGVVMWGGPHFDRLRRFYHPNVRTSSVSPSEKFLVTYSPDPIVVDE

GRDQFVLQSDDLTTVFWNSAVSKT-DAVVESRNNWSSNYVRWSPKGTYLFSYHDQGAVAWGGPNFDRLMRFYHPQVRISSVSPNEKYLVTFSADPIKADE

VRDQYVLQKDDLTTVFWNTTLEDA-DNVVESRENWSSNYVRFSPKGTYLFSYHDQGVVAWGGPHFDRLRRFYHPNVRTSSVSPNEKYLVSFSADPIIYNE

GRDQFVLQKGDMTRVFWNRLAHQP-DGVGEARKNWSNDVVKFSPKGTYLLSFHDQGVTSWGGPNFDRLKRFFHPDVSRLDVSPTEKFLITFSMNPIKPGE

GRDQFVLQKGEMTAVFWNRNNLQP-ENVVEPRRNWSNSILNFSPHGTYLFSFHDQGIASWGGPQFKRLRRFAHPDVKAISMSSTEKYLVTFSSEPLEVSD

GRDQFVLQKSEMAAIFWYRNKLQP-ENIIDARKQWSDSILEFSPQGTYLFSFHTRGIASWGGAKFERLKRFSHPGVKAISVSPTEKYLVTFSPEPLEVLE

GRDQFVLQKSDMTAIFWNRNAQQP-ENVVEPRKNWSNSTVRFSPRGTYLFSFHDQGVASWGGRNFDRLKRFYHPETRALAVSPTEKYLVTLSPQPISVPE

GRDQFVLQKGELTGVFWNRNTQQP-ENAVEPRTNWSNTTVKFSPKGTYLFSFHNQGVASWGGRNFERLRRFFHPQAKALAISPTEKYLVTLSPEPIVVPE

GRDQFVLQKGELTGVFWNRNTQQP-ENAVEPRTNWSNTTVKFSPKGTYLFSFHNQGVASWGGQNFERLRRFFHPQAKALAVSPTEKYLVTLSPEPISVPE
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 : 257
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 : 257

 : 252
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 : 258

 : 256

 : 255

 : 254

 : 256

 : 256

 : 254

 : 254

 : 254

 : 257
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YPL108W 

  

             

             

YPL108W    : 

Smik_16.12 : 

Skud_16.17 : 

Suva_16.20 : 

CAGL0H0597 : 

KAFR0E0067 : 

KNAG0A0170 : 

NCAS0C0185 : 

NDAI0E0257 : 

TBLA0B0433 : 

TPHA0I0164 : 

Kpol_1048. : 

ZYRO0A1042 : 

TDEL0A0538 : 

KLLA0E2468 : 

AGR217C    : 

Ecym_7088  : 

SAKL0H0871 : 

KLTH0E1375 : 

Kwal_27.12 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

-------------------------------------------------------------------------MKEASDREEAPKMVEKNYSTGFRKAHG

-------------------------------------------------------------------------------------MVEKSCSTGFRKPHG

---------------------------------------------------------------------------MLFDKSKTTTAMEKLRNTSSRKPNG

------------------------------------------------------------------------------------------METHSKKPHG

-------------------------------------------------------------------------------------MQVVQLTEEFTRLNG

----------------------------------------------------------------------------------------MSESEQFKKHNG

------------------------------------------------------------------------------------------------MTTR

------------------------------------------------------------------------------------------------MSEV

------------------------------------------------------------------------------------------MSNPTRNTNG

---------------------------------------------------------------------------MGIPEVTEAISAQDVNEDSFTKLNG

-------------------------------------------------------------------------------MESLKIDDSNTDNEVFTKQNG

--------------------------------------------------------------------------------------MEIQDQENIGKKGF

------------------------------------------------------------------------MLWGRLIRMAMSDSEVVGSMEAVPVPAP

----------------------------------------------------------------------------MSVISDVAVARRADDASGYSRTNG

--------------------------------------------------------------MLRRMSELVSSFSGLHIASAGSKSVVTPSDNADLTKGG

RANDRRRAPGLRRLSLAHTRTGRPAAARSGLRRAQLHARSAAARRLRARPMRAHRSRAVRFFCRPPAALRLAVTEAPAMTASVQDIVVPTAGDSAGGRDG

--------------------------------------------------------------------------MAERSTDTAFAPHHMENGDIPDHKDG

-------------------------------------------------MVNAPCILHYFTRNLSLKVRPMSQATKDLCGAIIPSQVDDDFIQQTLEKNG

-------------------------------------------------------------MLRNQVYKQTSMIARDFAKLQISVPTAADGEKYSSTASG

-------------------------------------------------------------MLRTLGSTLTTMLARNLEGLHISVPSAADDGNCIKGPAG

                                                                                                   g

      

      

 :  27

 :  15

 :  25

 :  10

 :  15

 :  12

 :   4

 :   4

 :  10

 :  25

 :  21

 :  14

 :  28

 :  24

 :  38

 : 300

 :  26

 :  51

 :  39

 :  39

      

             

             

YPL108W    : 

Smik_16.12 : 

Skud_16.17 : 

Suva_16.20 : 

CAGL0H0597 : 

KAFR0E0067 : 

KNAG0A0170 : 

NCAS0C0185 : 

NDAI0E0257 : 

TBLA0B0433 : 

TPHA0I0164 : 

Kpol_1048. : 

ZYRO0A1042 : 

TDEL0A0538 : 

KLLA0E2468 : 

AGR217C    : 

Ecym_7088  : 

SAKL0H0871 : 

KLTH0E1375 : 

Kwal_27.12 : 

             

                                                                                                    

         *       320         *       340         *       360         *       380         *       400

EKDQSVTKPISLDGRTGEVIVRKSTGKTKIRKGQTEEEYTQQLQHY----FEVEQGPVRTKVGWMDE----VDPLVEIREG-KY-DISNKHQRQVLSGFC

EKDQSVTKPISLDGRTGEVIVRKSTGKTKIRKGQTEEEYVQQLRHY----LQVEKGPVRTEVGWMNE----VDPLAEIRDG-KY-EISNKHQRQVLSGFC

EKDQSVIKPISLDGRTGEVIVRKSTGKTKIRKGQTEEEYGQQLRHY----FQVEEGPVRTEVGWMDK----VDPLADIRDG-KY-DISNKHQRQVLSGFC

VKDQSVTKPISLDGRTGEVIVRKSTGKTKIRKGQTEEEYEQQLQHY----FQVEEGPVRTDIGWMDK----VDPLAQIRNG-EY-DISNKHQRQVLSGFC

VKDQAITKPVSLDDNTGEVVVRTSTGKSKIRKGQTEEEYRHQLKLY----FEDERGPQVTEIGWLDE--YIVDQDKIFSEESLFHDLSIKHNRQTVSGIC

TKDQVITKPIQSNDGTGEVVVKKSTGKLKVRKGQTEEQYQEQLAHF----NDVEKGPVVTDINWMDQ--YDNDPLKFQSESVLFNDLTVKHNRLVLTGFI

DAPGAVPAPVQV---------------PRARKPQSAAAYAAQLEMFQSSSLTGGGGPPVCDPRWMDKAEGPEGPLQMLEGTPQ--GLDLKHTRLRLLDAC

ERHNVLMKPQTLDSVTGEVLVRKSTGKQRIRKGQTVEQYNEQLYQY----FQVEKGPMQTPEGWMSQ-----DVMNASEKN----DLSLKQNRLVLLNWA

IKDQAVTKPESLNATTGEVLVKKSTGKSRVRKGQTEEQYQTQLYEY----FELEEGPIRTEVDWMNN---IKEPDDILSWE-KF-DLEVKHARLVLNGVC

RKNQSVTKPVTVDSETGEILVRRATGKARVRRGQTEEEYNEQLRQY----FTEENGPTRTEPNFMDN-------VNDFDEKLDTMDLSIKQNRLRLQAYP

KKDQAVTKPIAIDSTTGEVVVRKSTGKAKIRKGQSEEEYQNQLDHY----FNVEKGPTITEDNWMDS----IDPLDMLNDNIEN-DLSIKNVRHKLTSFC

NKDNAITKPIALDQATGEVQVRKSTGKVKIRKGQSEEEYEKQLDHF----FNIEKGPTVTEVNWMDN----QDALNLLNTNDEY-DITIKQTRQKLTSFC

VTTGPATSTISVDGITGEVTVRKASGKVKVRKGQSKEEYENQLHDY----FQLNGGPRKTEEKWMDE----VDPLRLLQEK----DLTIKLNRQSLSNFC

IKNQSITKPLSLDDSSGEVLVRKATGKSKVRKGQSEEEYQGQLHQY----FEVEQGPKRTDIGWMDK----VDPMALLNDP-EK-DLQIKNTRQKLTSFC

RRNQALTKPITIDSNTGEVLVRKTTGKTKVRRGQSAEEYKEQLRQY----FLEEKGPTRTEEDALKM-----EDFDLLIEDESF-DYALKQVRQKMVSYA

RPNQAVTLPVALDSATGEVLVRKATGKTRVRKGQTEEQYCEQLQQY----FERDGGPECTDEGWLDR----AAPAA---------AARTKQERQRLAAVY

RKNSAITSPIVLDDYTGEVLVKKATGKSKIRKGQSEEDYQDQLVQF----FQCGQGPVRTEVGWMDK---------LCLENHNY-DISIKQERQKLTSYC

RKNQAVTRPIALDASTGEVLVRKSTGKTKVRKGQSPEEYAKQKDLF----FNEENGPIRTEVGWMDS----IDISAMTASK-EY-DVQLKQVRQKLSSHC

RPNQSVTKPVSLDSSTGEVLVRKSTGKTKVRKGQTAEEFERQCAQF----FDVERGPVWTPVGWMTT----RDPLLTLDTDPSS-DLKIKQVRQKLASHC

RPNGAVTKPIALDASTGEVLVRKSTGKTKVRKGQSTEEYERQRSHF----FEVEKGPVWTPVGWMTK----EDPLVKLDRDPEF-DLTIKQTRQRLTSHC
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 : 117

 : 105

 : 115

 : 100

 : 109

 : 106

 :  87

 :  91

 : 101

 : 114

 : 112

 : 105

 : 116

 : 114

 : 128

 : 383

 : 112

 : 141

 : 130

 : 130

      

             

             

YPL108W    : 

Smik_16.12 : 

Skud_16.17 : 

Suva_16.20 : 

CAGL0H0597 : 

KAFR0E0067 : 

KNAG0A0170 : 

NCAS0C0185 : 

NDAI0E0257 : 

TBLA0B0433 : 

TPHA0I0164 : 

Kpol_1048. : 

ZYRO0A1042 : 

TDEL0A0538 : 

KLLA0E2468 : 

AGR217C    : 

Ecym_7088  : 

SAKL0H0871 : 

KLTH0E1375 : 

Kwal_27.12 : 

             

                                                                                    

         *       420         *       440         *       460         *       480    

HRLFYQCKYKECLDLSTYFLGLFEPFN----V--KNKMKRELEELEYMIERCRGHVL---------------------------

HRLFYQRKYEECLNLSNYLLGLFEPFN----V--KNKMKRELEELKYMIEQCHGQVL---------------------------

HRLFYQRKYEQCLNLSSYLLGLFEPFN----V--KNKMKRELEELEYMIEQCRGQVS---------------------------

HRFYYQRKYEQCLDLSSYLLGLFEPFN----V--KNKMKRELEELKYMIEQCRKQVL---------------------------

HKLYYQRDYENCVSLAQKLRDLFEPYN----T--KNKIHRELEELDYMISKCNERLGSKEFQ----------------------

HRLYYQKNYQDCYKFASMVKDKYTSLS----C--HKKMKKEFEELDYILTNCSRHLSNDSV-----------------------

SRLYYRREYARCIALAKQLEQLLQGADGGPRT--KNKEYRELATLRYLVQRCTDLTNSITSYVQVPTTTTTTTTATTITSSTGR

YKMYYLGEWDKCDKYCLHLKDLFGPYN----LG-KKKIQKEMEELDYMIEKCQLKVVAKQLQDNL-------------------

YRLYFQRRYKECLEFGTKLLDLYKPYN----ENHKNKLKKEIDELEYMQKQCLSKDFSSINLQK--------------------

QRAYYRRNYSICKDLCSKLILKVKDIP---------KIQRELEELEYMQNQCMLRLSKE-------------------------

ERYYYYKRYQECYNLAIKLREKYQAIN----K--KNKMDREIEGLDYLIDKCILKGDIS-------------------------

ERYYYQRRYEECLTLSQKLLEIFEPLN----T--KNKMNRELDELRYMIDHCQKNSNHENVVILES------------------

ERLYYQRRYDECLTLGEELLRRYQEVN----K--KNKMQREIEELEYMVKRSKGK-----------------------------

QRLYYQKRYAECAALCDELLPRYEPFN----K--KNKIKRELEELEYMAQQSKNILRINEATESIDKIRM--------------

QKYYYERDYMKCLKVSEPLLHKFEPFN----K--KNKIRRELEELRYMIEKSKARLELQPSR----------------------

QRLYFLGRRRDAAAVARQLLQTYAGAG----A--PPQLARELAELEHVIAADPAEP----------------------------

QRLYFNKKFHESHEFALKLLELYRPMD----K--KNKMVKEIEELEYIIKNSKEKQSFT-------------------------

YRLYFQRRYRECVMLCETLIELYIPVN----K--KNKIQKELEELEYMLQKSKVKI----------------------------

HLLYYRKQYADCARLCERLLSRFEALD----N--RKKIQREIDELHYMLERCRAAK----------------------------

HLLYYRKNYQECSRVCEKLIQRYEALE----N--KKKIQKEIDELSTILDRCHSAL----------------------------
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 : 168

 : 156

 : 166

 : 151

 : 165

 : 161

 : 169

 : 151

 : 161

 : 164

 : 165

 : 165

 : 165

 : 178

 : 184

 : 433

 : 165

 : 191

 : 180

 : 180
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YPL192C (PRM3) 

  

             

             

YPL192C    : 

Smik_6.398 : 

Skud_16.86 : 

Suva_16.11 : 

CAGL0G0922 : 

KAFR0K0041 : 

KNAG0D0509 : 

Kpol_1033. : 

ZYRO0G0842 : 

TDEL0G0149 : 

KLLA0E1931 : 

Agos_YGOB_ : 

Ecym_2221  : 

SAKL0A0492 : 

Kthe_YGOB_ : 

Kwal_56.23 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

---------------------------------MTAMKEDNAALITLKKNNDQEKLRVHKLTDASSNSADGFVI---------------NKAKNGGPLNK

-----------------------------------MSGMKKENTMLDKIHVPK-RSKEHKENDENLKLVDEFLM---------------NETNNRTQPNK

--------------------------------MSTINDSIPPNTRKRDDDDDHKKPKEHKEKGESSKCISDLLI---------------NVTNDKALPTE

--------------------------------------MNDNTPLNTPKKEDDQKKLGKLEEIESTKAINGALI---------------SKANNKALPNK

--------------------------------------------MPGQNEAVTEKPTKTYGKRKSKVPHRKNIK---------------------VISNA

MTAKRGKLNTEPEEDYSKERLDIGNLNQDTLSTIQKEEEKASILLKSKPEEASMDKDDSSEKKETDKEEKQTLIMNPNLEENGNIKVAKDSYEVNLIKAE

-----------------------------MHENGEKSPNTPTRSIEDNEDPKKTITEDNKENKPYNEEDRNTEQ---------------YPEKAKILETP

-------------------------------------MSSVSEIQPNEADAPKTAIFDSSTDRSSSKNIESSVS---------------IMSEPKLRSRS

--------------------------------------------MSDNEKVDKTEPKDSSVEVSPVKRVKRLEK--------------------------

---------------------------------------------MSSSEFDSDSSIDHNVKRLIRRPRDDSEK--------------------SKINAN

---------------------------MQLRMVASNNGMLSNQDESTFIDEPAMSTDGTQRILQVSSPKIDTDN---------------HNIEYESIKSK

--------------------------------MVDEPDTPPPQGVDALADPEVTLVHSRPQLQESKETRLDLLA----------------EQNWETLEKI

---------------------MYLMMEEDIGATNQMDERKADQKSNTVVDPESTLVTDFTEPSAQATKSNKAKN---------------LTVHRNGLKDT

---------------------------MEIQKKQLTVTDSKNQGRDTAPPESRNNLPTHKDKKSIHEGMSEAIC-----------DDIFYDASSKYVKYK

---------------------------------------------MLANDCPGIQTETDEQPLDSRLILARKVR---------------VSQNDATVEYS

----------------------------------------------MLEEGPTTDGAVHQPGNDSQLVVSANLP---------------IPPPKNIRERG

                                                                                                    

      

      

 :  52

 :  49

 :  53

 :  47

 :  35

 : 100

 :  56

 :  48

 :  30

 :  35

 :  58

 :  52

 :  64

 :  62

 :  40

 :  39

      

             

             

YPL192C    : 

Smik_6.398 : 

Skud_16.86 : 

Suva_16.11 : 

CAGL0G0922 : 

KAFR0K0041 : 

KNAG0D0509 : 

Kpol_1033. : 

ZYRO0G0842 : 

TDEL0G0149 : 

KLLA0E1931 : 

Agos_YGOB_ : 

Ecym_2221  : 

SAKL0A0492 : 

Kthe_YGOB_ : 

Kwal_56.23 : 

             

                                                                                            

         *       120         *       140         *       160         *       180         *  

KSLVNNEQHIKKAV------SPGRVRKHKTTTSSTKSRTKSKKKDASE----SKVQRENKGSFYQGAIFGSFLGAAVTTVLSNLAVKALQN-

KPLINNKSYIKKSS------SPGRVKKNKTITSPMKSRPKSKKKDATE----SKTQKENKGSFYQGAIFGSFLGAAVTTVLSNLAVKALQN-

RPSAHSKAYTKKVT------SPGRIRKHKTTTPPTKSRPKSKKKEVSG----GTTTKEERGSFYQGAIFGSFLGAAVTTVLSNLAVKAFQN-

NPSVHNKAHSKKAI------SPGRIRKHKATTTPTKPHLKSKKKDISE----SAIPKENKGSFYQGAIVGSFLGAAITTVLGNVAVKAFQN-

NSILNNRMGISKQT--------GSNNRKVKFLLPSITKKKFQKNKTDK------RIRPQKSRYFEGMLVGSFLGAAITSMISKIISENIS--

ETIIRNELSSKKHISSRADKIKSNSTKARRVGRDKIVPKNITSRRLKELKQKTAKKTQAGRSFPQTVVW-SFLGATLSSVAKRVINRSLQG-

GRIKASQRTARRICKQVDFDKTTRANKKLSTGHGLRIEKHAPKEAVNKTSIEKRKGRSEKDGFFQGAIIGSFLGAALTTVLAKLATE-----

SKSRTSSKVSKKNP-----------KRKVTTHANHSKKKILETNNNKDIKIGTPIRTKNANSFYRGAIVGSFLGAAVSTVLTKLSSQ-----

KPLTPTKGRVSKPA------------RQRTVSPRMKAKQVALATTRNP----QQQQRQNKDSFYRGALLGSFLGATLSTVITNAIAKLLG--

DSLAAVTVKKRRPA--------GKVGKPSAVLRNSRPNSQNEPRRGQVRSSNINDQTRGSNSFYQGALLGSFLGATLTTVVTNLVARTFQNG

DKKKHKKRKSKRHS------------KGRHKMKYRVDKPRYHDDAKYDADIADNNNGKALNKFFPGILIGTFIGSAVTNFILEGLK------

TYVAPEKRPRVK----------GRIKKPSRRKKSKRRKSRHHQEQQQP---------ASQDGLFHGLLLGSFIGAALAEFVLAKFK------

FEIIPYIAEPRRFK---------KRSRSRSEKSSRERRGKIKRRKLAP---------PQNDRLLHGIVLGSFIGAALTEFVLEKLR------

DGKITHSAASNQNT--------KHVKKPNKVIKKTVILEGNKQIKKSNVSKYPRNSDEQTDIFFKGVLYGSFIGATVSTVVTNLILERLKK-

ANNKVKRALRRRKR--------AKKSKSLKRMSGKKASKKFEKAETDS---------VQKKAFFRGIVCGSFMGATFSSFAIRLLIKKMQP-

SKKHSRKRRIRKSL---------RHGRFSQKHAGTKQARKLQRKANMD--------VAQSKFFFRGVICGSFLGATFSSFAIKLLVKKFHS-

                          4                                      g 6 g3F6Ga                 
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YPR007C (REC8) 

   

             

             

YPR007C    : 

Smik_16.24 : 

Skud_16.29 : 

Suva_16.32 : 
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KNAG0D0235 : 
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         *       120         *       140         *       160         *       180         *       200

TCDEIQNFENDFSLRYISNLLYGVTICYNKKTEYVLNDLNHLLVQLQK------------------NDVYAF--KAKNKSTRINGLNSNNSIIGNKNNN-

TCDEIQNFESDLSLRYISNLLYGVTICYNKKTEYVLNDLNHLLVQLQK------------------NNAYAF--KAKNKSTRINGLNNHNSIIGSRNNN-

TCDEIQNFENDLSLRYISNLLYGVAICYNKKTEYVLNDLNILLVQLQK------------------NDAYTF--KTKSKSRINALNNNNSIIGNKNNN--

TCDEIQNFENDLSLRYISNLLYGVTICYNKKTEYVLNDLNILLVQLQK------------------NEAYAF--KAKNKSTKINGLNNNNSIIGSKSNN-

TCKVISRSNEALPLRQVSNLLYGVTICYNKKAEFILNDLDAMLVQLQR------------------RLL--L--TNTGKSTVTVRSTVANNSTLINLNS-

TCQLIESNESNLPLRHVSNLLYGVAVCYNRKAEYVLSDLTNLLSLVQR------------------NIHYTI--IGNGKSTTTQSAKQKSQGPQVVTKN-

TCKAIQTNDNGLSLRNVSSLLYGIALCYGKKTEYVLNDLTVLLTQLQR----------------SKFAAAAL--PKIAIAKHSMQGKQNLEGQVINLNS-

TCQIIQKSEGQLSLRHVSNLMYGVTVCYNKKSEFILNDLETLLVQLQR------------------REKYIL--LNSKNIINSSSTERRVGARTTGVNH-

TCQTIQQNENQLSLRHVSNLLYGVTICYNKKIEFILNDLENVLIQLRR------------------RNLMLF--SKTQNQRQQQEGNNDGDTGSGKKKT-

ICEVIENTNKELSLKYVSNLMYGVTICYDKKTEFLLDDLNNMTSQLNRLTNSVRFFHSKGNHTGLTRSKNII--RRLPRPNNGVVTDRSIFENYTENATL

TCKVIENNSFELPLRYVSNLLFGITICYSKKTEYVLNDLTSLICQLQK------------------KLYSSTSSRRMNNRKINVKGTTIYNGRATDKNN-

TCKVIEKNDLDLPLRYVSNLLYGITLCYNRKTEYVLNDLSSLLSQLHK------------------RFYN-Y--KTLIRKSNLNSNDSAYNNIGNNNAN-

TCMIIQSNEMQLPLRYVSNLLYGVTICYNRKTEYVLSDLTSLLTQLQK------------------RIYGGQ--GGTGQKKYSKSNSKVINNTILNFDE-

TCKVIQNNELELPLRYVSNLLYGVTVCYHRKAEYVLSDVTSLLTQLQK------------------KFY--V--APFQRKKNDKSHHVATIFDVNDASA-

ACQILASGQVSMPLRHTGQLLYGVTVCYERKTGFILADVTSLRDALQR------------------QWIG-L--KPLGKSTGGSGGHNKTKMVQNQVIT-

TCKVISENGAELPLRFSSNLLYGVTVCYSKKTDFILSDVVQMKGQLQR------------------KLFGLE--SALRQGRIPEGAKDTVSAQE------

TCQVISKTGVEMPLRFSSNLLYGVTVCYSKKTDFILSDVVQIKGQLQR------------------KLFG-L--ESQLRQNRGVAMEGRQKEVVGAQE--

TCEAIRNPNLEMPLRYTSNLLYGVTVCYDRKTDFILADVTTARSQLQR------------------QLYG-L--TRALAPKNVTSSVTTIFDGVNEYHSI

TCEVLLQKKSDYTLRSASNLLYGVTVCYGRKTDYVLADIVSVKSQLQR------------------QLLETV--DRRGRILAQNATPTTIFDGVNEYRSL

TCKVLYQNRSEYSLRSASNLLYGVTVCYGRKTDYVLADVASVRTQLQR------------------QLLGPI--KRNSVLALQAAPPTTIFDGVNEYKNL

tC  6        L4  snL65G6t6CY 4K  56L D6     q6q4                                                    
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------------YTWEECVFFDDDPLYDITKVPALEFLNT---------------TLQDNVSFIEEAKSIRRQDYINELSNSNRFELHGDMTNSDAQSNL

------------YAWEECVFFDDDPLYDITKVPALDFLNN---------------TLQDDISFIEEAKSIRRQDYINELSNSNRFELHSDRTNPDAQSKL

------------YTWEECVFFDDDPLYDITKVPALDFLNT---------------TLQDNVSFIEEAKSIRRQDYINELSNSNRFELHSDRANSDVQRKL

------------YVWEEGLFFDDDPLYDIAKVPALDFLDA---------------TLQDNVSFVEEAKSIRRQDYINELSNSNRFELHNDKTNSDGQRKL

----------------NNFLLRDDPLFKIDFVKNFSLDES--------------------EKQLSDAQTIRKQDYINEL-GGLLVPAQTNSYQNVNLKSR

------------------IFLNDDPNFDISYIGNFEEYLD---------------ENLQALHVEPESEAIKRQDYINEVSNSNKYEYATNT--TSFETHF

----------------KKIFLQDDPNFDVAFVNNFQENAT------------------TAGGDGTKGLSIRERDYMAEVTNTENTT-------RGFHQGF

---------LRNND--ANVFFLDDPAFDIMDIGTFTLHES---------------------SLDTNQGSIRKFDYLNELKNTNKFDDYVGTKNHEADDNF

-----NLVTIRGND--SNVFYKNDAMFDIEDIRVFNLDTT------------ENNGLKAFHNNDTSSGLIKRFDYLTELTNNNIVNIDQN---NDFAEDD

NNAPPPSSNNVNAN--NTGIFNDDPKFNINYIFDITSILR-------------------EDNGNIDASLIKRTDLLNELTNSNNADTLSTTTATANVTSR

---------------CVSSYLTDDPLYDINNIKNFETLLG-----------IDGSNINNKTASINSVSLIKRNDLLNELSNFNSVDKNSNNILMENSSNF

--------KKKSNGKKNTHLLNDDPTFDINEVKNIEIFLGLNSTINNLKNSNNSSNISGTDKNNSNGSIIKRQDILNELSNSNNLD-------NPILSRF

-------------NDGGNGLLSDDPLFDISQIGDFEQMLG-----------------TVPRDNISEAITIRKQDYLRELTNWNAFEKPAHLEQSSSLEHW

----------------ANGLLNDDPLFDINQINNFANVFE-----------------PGKQQATTEALTIRRQDFMNELTNSNNFDDAKNL--TNSSDRI

------------ET--GDNFLQDDPNFDMMMQLKMDNNLDFLLNGNNNTNDRQILTNSTRAPVLADKQAIRQDDMWREMEIGNEPYLNARSRGNTVNSGH

-------------------FLADDPLFDVAQWGNVRLELD--------------------GPDGTRSLEIRQQDFLQELNNQDGSFVEAQAGRRGRLGSV

-------------------FLNDDPLFDIGQWCNLRFDVG-------------------NDNGERQKKEIKQQDFLQEVNNNDESFLDNRSVAGGGRMRT

LELQRQQLEQIDNSNETNAFLQDDPLFDINQCQDISFLET------------------EKQPLAQSRSLIKQQDFIRELNNGYENDLSNTKGTIDTLESS

LEFQKFQSAFHQQRRSSAALLVDDPLFDINQTRDISFLLG------------------KGHETNNSASSIHQRDIMDELKNGYSHETGAH---APFFEKQ

FELQKQQSAQNQQKMRRSALLADDPAFDINRSGDLSFLTG------------------KEQGINSSANIIHQRDMMDELQNGYSHENVPKLYQNDALGAQ

                      1Dp 5 6                                        I   D   E6 n                   

      

      

 : 217

 : 217

 : 216

 : 217

 : 201

 : 204

 : 199

 : 204

 : 222

 : 268

 : 231

 : 263

 : 219

 : 208

 : 207

 : 197

 : 203

 : 218

 : 215

 : 218

      

             

             

YPR007C    : 

Smik_16.24 : 

Skud_16.29 : 

Suva_16.32 : 

CAGL0L0929 : 

KAFR0B0194 : 

KNAG0D0235 : 

NCAS0A0363 : 

NDAI0C0613 : 

TBLA0C0529 : 

TPHA0L0065 : 

Kpol_1050. : 

ZYRO0F0468 : 

TDEL0C0133 : 

KLLA0A0298 : 

AEL292W    : 

Ecym_6126  : 

SAKL0B0323 : 

KLTH0G1685 : 

Kwal_27.11 : 

             

                                                                                                    

         *       320         *       340         *       360         *       380         *       400

G----------------------SNVRNSFPLDE-IPVD--VDFNLDLDDI--VSHQGTPLGSHSSSQKD-------GNDFKFNYQGDE--LVLNFENDN

G----------------------PNVRNSFSLDE-IPID--VDFNLDLDDI--VSHQGTPLGSHSSSQKD-------NNDLKFNYDGNE--LILNFENDD

G----------------------PNFRNSFSLDE-IPID--VDFNLDLEDI--VSHQGTPLGSHSSSQKD-------SNDFKFNYEDDE--LVLNFDNDN

G----------------------SNYKNSFSLDE-IPID--VDFNLDLEDI--VSHQGTPLDSHSSSQKD-------GNDFKFNYEGDE--LVLNFDNDE

L-------------------LKRPYTIDSDDLEE-LPVDESLNLNLEFDDI--MSESE-------------------KTELGINSINKD--IDLDINKLF

N--------------------------RPSTLDE-LPID--MDFNLELEDI--ISHQGTIMRTHTSSHTG-------SNDLDFDYQEKD--ISLNMSEDV

N------------------------LNRPHTLDD-IPID--MDFNLDIGDV--VSQHGTKIIATPESRNAG------SDLLDLHYGSRR--LSIDLANVD

D---------------------DIEMNSNLDLELGLDLD--LNFNLQGEDEVDGAVHGTSTTPTTSHN---------DFDQSFNYNEQQ--IDLNFEPSE

V---------------------------NIDDDQ-MIFNSNIDFELDIDDE--HSKLSSNYHHINTGHN--------DDDFRYNIDSQQPNLELNFDINE

SLENKNDRLLDLKYHSNNSIHGSLSLNNPLMVDD-IPFD--IDFDLDVNEF--GSQHGTSKSDTNSKTS--------DSSFVADYGGN---FDINVNIEE

N--------------------------KYQDPDD-IHLD--IDFDLNIDDINDFSQHGTVQGKSGTTESNSGLDSDQDKDLNINYKSQE--FELNFDANK

D---------------------LFSRDNPITLDE-IPLD--VDFNLDIDDI--ISQHGTSIPSTHDLSS--------SDHIELRDNNRE--FNLNFDENE

N--------------------------RSMTLDD-IPID--VDFNLDIEDV--MSQQGTVTGSSVDSNALRN-----GNDLNVNFDNQD--FTLNFEEDE

N--------------------------RPLTLED-IPID--VDFNFDIDDV--ISQQGTSYHSKTSSQRG-------DNDFQIDYNKQE--FNLNFEGNE

D-------------------FHINGDADEYEDDDLAPID--VELNFRLDEV--LTDNEAETANLSSV----------HSDLGLNYDNDAT-HGIDLGMPV

D-------------------------------EELASID--MDLNFEIDDL--VSEDGRR-----------------RDELASERSEDEARFELNFNDPF

M------------------------------DDDLGSID--MDLNFDIDDL--VSDDGGR-----------------QDELGSETSDENSKFELNFNDPF

N--------------------LLRSLGRTKTTDELPPID--MDFNLGIDEF--MSENETTMDKSV------------GDRTPNVYNEIN--FDLNFERQE

R-------------------------LYADHEDL-SALN--ADIHLDFDDV--MSDVEMGSAKSSDGRN--------------SERGDRAGFELSFDTGH

N--------------------------SAGRRDL-SGLD--ADLQLDFDDV--MSEVEMGSAKSSE-----------TKNQSIDHSED---FDLSFDNEE
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YPR196W 
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Category III ORFs 

YBL010C 

 

  

             

             

YBL010C    : 

Smik_2.110 : 

Skud_2.101 : 

Suva_2.115 : 

CAGL0E0282 : 

KAFR0I0107 : 
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NCAS0A0345 : 
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         *       120         *       140         *       160         *       180         *       200

---TNALDAESDSSDDFGNFSD--ASVEN------DLYNQNSTLTTSSES--------------VVDNCLNKILPKGEFDLEEETI---KNDCFKLSKLI

---VNALDVESDSSDDFGNFSD--ASVEN------DLYNQDSKLQISSES--------------VVDNCLNKLLANGEFNSEKEAI---SNDCFKLSKLI

---VKGSDAESDSSDDFGNFSD--ASVEN------DLYDQDSAVAISSES--------------VVDNCLNEILPDVGECNMGEGTA--KDDCFKLSKLI

---ISDSDAGSDTSDDFGNFSD--ASVEN------DLYNHDSAVTISSEA--------------VVGGCLDEILPDGDYSGLETEAV--KSDRYELLRLI

-----MAENNSDSGDEFGDFEG----VTD------DQE--------------------------QLVLYVNELVPKVNLGDV-------CQQKHDLEELL

-------MSDSSSDDDFGNFSD--ASIED------THLEEDVALLTGSE---------------VIESSINDLFGDVEVNVGRDA----IEQDCKLQDLL

GSDRSSGGGVEENDDDFGNFSD--ASIEAAEESEQGQEDDDAVALMDEPKNIPN----------VLNKCLDKLFGPNEETSSAPD----TESQFQLDDIL

DAASALIAGTESDSDDFGNFSD--ASFTH------DEEATDQE---------------------VFVQCLEEAFGTGRSTEGLPPLAT-DTTEYRLEQLI

TRSNSNAAESSDDDDDFGNFSD--ASFEE------DSMPIEKNTITTSETDNKTSMSTTLDNSALFSTILDDLFPDETSKATLAINDQLDMDSIKLSNLL

DEKSTNDEDDSDSSDDFGNFSD--ASFED------EELENEENSALS-----------------FIDHLLNIPVPNSTAEKD-------TSNQYHLNQLI

MNGVGDGIESGDSSDDFGNFSD--ASFEN------EDDLEENTQSDANVNELKE----------LINKNFDKIFDEEIKCEDIANEQ--ATRSHEIQELI

ELNDDDDDDDDNSSDDFGNFSD--ASIEQ------DEGPVDGD---------------------LINNYLDAIFPSNLYEDKSD-----PEIERKLVELV

--KGDTQQEQESDSDDFGSFSD--ASIEQ------EEEHIAEEVSQELDDDSN-----------NVEKYLDQILPLDDSIPKE------PLPNVELDTLI

------LGEEGAESDDFGNFSD--ASFEE------QDE---------------------------VERYLEQLLPKDTCEPSSQRN---GRENSGLVELL

------MASDSDSDSDFGDFGEGTVTIEETAPSTNKDEHTKEGTADANAESEPQQAFTAVE---VLFDCMRKILAAKERGIEI------RDKNVLFQDLL

--YQKNLVEMSDSDSDFGDFSD--ASFDDFQTTQFQKEEEEDGLKQQQQQQKPV----------SLDSCLEDLFGSENTDGFV------SNASHDLNELI

-------MSDSDSDSDFGDFAG--VPEEE------SPVPEIL----------------------SPVEQLDRALGQREEIQY-------VNQPHSLDELI

-------MSDSDSDSDFGDFTG--DAQSD------PSTSAPV----------------------SLEQLLDSALGESETIPY-------KSSPHSLRELI
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EDERPHVIYEQLVQLDPVLQPFIWNKSHIRRNLLHILRLSDNNGSEG-------------------------VGTKREEE-----PLNDELFKRICDAV-

EDERPHVIYEQLVQLDPVLHPFIWSKSHIRRNLLHILRFSDNDDLEE-------------------------ASKKKEEE-----PLNDELFKRICDIV-

EDERPHVIYEQLIQLDPVLQPFIWNKSHIRRNLLHILRISDPDGSED-------------------------AGRKRQEE-----PLNDELFKRICDIV-

ADERPHVIYEQLVQLDFVLQPFVWNKSHIRKNLLHILRISDNNGSEN-------------------------ADRKKQEE-----PLNDELFKRISDIV-

AEERPRVIYEQLVELHTVLQPITWKSSHLRSHLLHVMRLEEHDKSDK-------------------------HIIEE--------AVDDQLYTRICSMLP

HDERTRVIYEEIFQNRYVSPPFIWEKSHIRATMLHILGVVDPLTVQN-------------------------STKEENIEFK---PLDDSLFSKICKII-

NEERPRIIYRQLVTAQILSQPFIWSRSHIRESLLHILGVDDKKRTTR-------------------------QETREI-------QLDDSLYLRILQHLN

QDERPHVIYQQLVEYRTALQPIIWNKSHIRSRLYQILRISEENDKEK-------------------------QQQLEEEEKLKRAQLDDALFNKIMKTLV

ENERPHVIYQQLVDLDTILQPIIWKKTHLRSELFHLLGISDEAEMLK-------------------------KNQAREEIK----PLNDTLYNSIMNVIN

QEDRPAVIYEQLVRYQSVLQPIIWNRSDLKYSLLHKLRITEHGNTNHGDFVPSNNYNNRNQHHFRHLNNNIINTDSFDSDQIDIPPLDDRLFTKILGMVN

LSERPSVIYEQLVQLDTVLHPFVWSKSSIKAAVFHILRIELTHDLDS-------------------------LETDQE-------PLSDVLFAKILGSL-

SDERPAVIYEQLVQLDTVLVPFIWNKSFIKSTLLHILRINDDAVDIN-------------------------PVMEEK-------PSDDSLFSRILNTI-

QDERPRIIYEQLVLLRTVLRPFIWDKSHIKSNLWHILRIPERTIPNK-------------------------QELGRE-------PLNDSLFIALLNML-

KDERPRVVYEQLVQLRPVLQPLNWNKSHLKSDLWHILRLPEEEPVTE-------------------------VPVPER-------ALNDSLYKKLRASL-

KNEKTRKVYDALFPNGKPLPPVQWRREPLQKLLRQTLNIDEPQEEEV-------------------------EEKEEY-------VIQDLLYLKLEE---

SDERPNVIYEQLVLLSVALRPFSWKKSQLRSILLRILQIDETPEPVN-------------------------VVK----------QSEDKLFNELMNNYI

KGERPRVVYEHLVLLETQLRPFSWRNSKLRSLLLQTLQIADEPELPK-------------------------AHK----------PLDSFLYSQLEPRLG

QDERPKVVYEHLVLVDTQLRPFSWRHSKLRSLLLQTLRIPDEPPAPK-------------------------VRA----------PRDTALYAKLEPHLN
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         *       320         *       340         *       360         *       380         *       400

--EKNEQTATGL------FLRDNFKIDYTPPMT-LKSLQKEEEREQEQHIPQLLM-ADFTSMDEES----LRQYHDTLCQSIDFLVSKSRSLKKQQRDLL

--EKNEQTTMGL------FLRDNFKIDYTPPMT-LKSLQREEEREQEQHIPQLLT-ADFTDMDEES----LRKYHDTLCQSIDFLVSKSRSLKQKQQDLL

--ERNEQTATGL------FLRDNFKIDYTPPMT-LKSLKIEEEREQEQRIPQLLA-AIFTDMDEES----LRQYHDALCQSIDFLVSRSKCLKKKQQDLL

--EKNEQTATGL------FLRDNFKIDYTPPMT-LKSIQVEEEHEQEQHIPQLLA-ADFTGMDGES----LRQYHDTLCQSIDFLVSKSKLMKKKQQDLL

TFSAEQVRSPAL------ILRDQFKYMYAPPLT-HSSLQGEAIHEQEEHVPSLLA-VKMDSIQSAKE---MEQYHDKLCNAIDALIVTLKQIELQQANLT

--DETDSKISPT------ILKNSFNIKYLPKLS-TLS-QEEEQMEQEANIPNLLS-LMTDKNIN------LKDYHDELCHAIDLLSVRLKTLNKEQEELV

VAKPNSESGSTSGAGSLPLLRDRFKIKYAPRLAQPASLQEEIDKEQEARIPTLIT-EGIADRDTIG----LKEYHDELCHQIDSLAMKLRDLNGRQELLT

NTKSVENTISQH------QLKDTFKINYTPSLG-HLSLQDEEKQDLENSIPSLIK-TNPSSKNNENTLE-LQEYHDQLCNSIDLLIERLRKLKQNQRDLE

SKNPNAKGTSSL------MLKDFFKLNYTPSLR-HASLEKEEREEMEHRIPELIN-RKTMNISNETDIIGLQEYHDELCNSIDTIVEKLKSLKQEQKSLV

S-ESARLHADSH------PLRETFKLKYVPSLT-PIELQNERAHEQETKIPSLIS-KDSNDLELLTEQQ-LRAYHDELCNAIDTLCIKLQELNGEQAVLT

--GSELPPTEKV-------LHDYFKYKYVPRIT-HRSLQSANELELYEKIPSLIN-TDVNSLESESAVSSLQEYHDLVCNAIDLLYVKYKVLTKRESDLN

--NSNIQPTNTI-------MADQFKFKYIPPLT-HRSLIEEEEKEQESNIPRLIA-MDVDSLESNSAVSELQQYHDQLCNAIDLLYVKLKVLSKHENDLI

--DDNKSRSQTA-------LRDQLGINYSPPLA-PIFLQEEVEKQEEKEIPGLLA-ISPDEVEN------LQGYHDKLCQSIDLLLIKLQESRAEQIDLV

--EDKSTETNTV-------LRDQVRFDYSVPLA-PRSLQ----FEDEDDIPGLLT-QSEEKVDD------LQKYHDQLCHAVDVLFGKLQQLQEQQESLI

--DQDQKSLEQL----------GYKKLNAEGVP-------------DADLSQLLSYQDFQTIPGNE----LPVIHDQLIDAIETVLLDLESLQNEEQELL

TTECESVMS---------------KLGYYGPKN------MDKKYDEESGLIDLLS-LDMAQLPRDE----LENVHDQLCAAIDQTFRQLQTYKAHQTELL

EEGLDYAAFLSR------VCGDKFSANNKSPVQ---------------KIESLEA-KDLEQLDTEA----LRRTHDELLDAVLAVCQEIGGTAAVRSELE

EVDADYVDILSV------ALDGQFTANAESRPS-----------HLPQALQDYKN-LELDKLDASA----LQAVHDELAYQILGVCQDIAKSDALRTQLE
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YBR152W (SPP381)  

  

             

             

YBR152W    : 

Smik_2.292 : 

Skud_2.279 : 

Suva_4.402 : 

CAGL0F0522 : 

KAFR0G0138 : 

KNAG0K0204 : 

NCAS0I0239 : 
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Kpol_1036. : 

ZYRO0B0605 : 
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         *        20         *        40         *        60         *        80         *       100

-------------------MSFRHFKRR------------LDTSSADESSSADEEHPDQNVSLTEKSASLS-----------------------------

-------------------MSFRHFKRR------------LERSSEDEDSSEDGDHFDEDASSSKKPALSN-----------------------------

-------------------MSFRHFKRR------------HYTSSQDESSSADEEHSAENTYVSKKLASVK-----------------------------

-------------------MSFRHFKRR------------AVANSDEESSSADERHFDEDTHASKKSVSIK-----------------------------

----------------------------------------------------------------------------------------------------

-------------------MAIRHFRKH------------IDSHDSNEDSLVEQM---------------------------------------------

-------------------MAIKRVVRE--------GTRSGITSGSSRSSQPDC----------------------------------------------

-------------------MAIRHFKRR----EIQPQESSSSSSDGDNNDEPLLENSEVEPTLDDNERELK-----------------------------

-------------------MS------------------SNNDATGSRTTLP------------------------------------------------

-------------------MVIRHIRKR------------GHKNDTSSESESDSSS--------------------------------------------

MHIYDTIGHCERRIRYCLNMAIRHIKRR---YSESSAESSSDNSSDESNKKPDQSSNIDVKKNEEQELSGL-----------------------------

-------------------MAIRHVKRR---------YSESSESSSSDESVVDSTEI-------------------------------------------

-------------------M--------------------------------------------------------------------------------

-------------------MAIRHFKRD----------ANGNESGSDSPKSSDGE---------------------------------------------

-------------------MAIRHFKKQ------------VQESSDSENSSSDEKS--------------------------------------------

-------------------MAIRHFRRQ----------REQVTSGSSSDTETSD----------------------------------------------

-------------------MVIRHFRKP------------GVVQDSDSASS-------------------------------------------------

-------------------MAIRHFKKRVSLGSMREAGELSSSSSSSSSSNEDSDSFSDQSDKETLEPDVS-----------------------------

-------------------MAIRHFRRK---------PPSEEISDESSDSSSDEQSTSAQVPLDAAASRDAAQDTEPTTHLLAATPRPAASPQKPALSET

-------------------MAIRHFRRK---------NEHEEAYESSSESSSDEESIVQMPRDEPIPREAISLEQRQPNS--------------------
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-----HSDLGGEILNGTGKNRTPNDGQESNESDGSPESDESPESEESSDNSD---SSDSDDMRPLPRPLFMKK--KANNLQKATKIDQPWNAQDDARVLQ

-----YECVVVKGLEKPTKKHLVEDKKESNV----SKTDSSSESEESSDSGN---SSDNEDVIPLHRPLFLKK--KTDNPQKATTIDQAQSIQSEAHYSE

-----GYNRVAKSLEDSPRNDTVKVSRESDE----SESGARSENTESSDDSS---SSENEDMIPLRRPVFLKK--KTNKQHQAVTIDQTHDDRCEKPAGQ

-----EKCSTAESVEEPPKNDTIKDDEESND----VKTEASSESDESSDCSS---TSENEDILPLQRPLFLKK--ENKSQQKAPKIDQGQNESETHAEQK

------------------------------------MSDSSEDYS-----TE---TSSSDEEPVFHKPVLLKK--STIIPNPDTIDNNEQKAQDK-----

-----TDDMVQPETERPHVTATTSLNKRT------NEDSSSEEEEEYSDSSE---SSDSDSEIILHRPVFLKK--KEASSNVVKKPKTTSGDK-------

-----AQDAAE------------------------SEDDFHSSSAESSSEED---ASSSEQEVMYHKPVLLKRAAPVTTPEEKTFDTQQRSTRER-----

-----QDEKLQDDSKPVLATRANNLVAASASV---EEEEEESQTDDSSANES---ESESDDDIQLFRPVFLKR--SKGDDATTEKQSKKLKTDFNDDNTE

-----TKSVQQEKVA--------------------SELENISSSSETSSSEE---SDSSDDEIVLHRPVFLNR--KSSRKGDEEDTKKSNGNKKLKIDDG

-----SDSLEEKVVTKSIVNEESRVIKK-------NDTYSSSDEESDSSESS---SSSSDEEIIFHRPILLNK--NPT--NEKIRNETKPISAIS-----

-----NTKAIREDINYEQNNINGDSNDNINNPNISDNSNGSENYSSSSSSSESDTSSESDSELRLFRPTFIKK--RSITTDDSKLRNKEVKSDSTYAK--

-----SVDINDDDAVKPDNEESQLEGERDMATNDGMENNGCSDLSSDSEDSS---SEESDEEPVFQRPIFIKR--------NQLAEVTDSNNQGN-----

-----------------------------------DDSKSFEEKSDESMDSS---ESDEEGLVPLQRPVFLKR--PGR--QQGDDDDRDVKRRQT-----

-----EHEIDDPQEVVVDRDEE-------------QENDKSENEESSDVDNSESSSSEDEGVVQFERPLFLRS-GKRKHASDDDSQERESRKRGT-----

-----TTARDDNYSSNPMNESELHLSTKAN-----SDSDSGKDGPDSSSSSSSSSSSSSDDEVTLHKPVFLKR--KRKDEQNQPEETGENG---------

-----VSEQDTGAGEGPTEAETRAEGAEQGAWERAPSVAGSEAGESDEDDSE--SSSSDDEEVVLHRPVFLKK--RDPGAGPAARTGAVSGAQER-----

-----DDEIYEDGSRQSKIDEEE------------ADGSETNDESDSTDDSS---SDEEGEPAVFHRPVFLKKVAEKKVAEKKGLLAETITDGKADKPSR

-----NRETVNTGAGRIKPTEQKTEIQAPVGYAAGSSGDESDDDDDDDDDND---SSSSDEEVALHKPVFLKR--EKTGKPAVGLPSEEMRKQA------

AVETTIKTAGSRDALPPSVAGRSAADPSNHSASASSEESASASDSDGSEDSS---SDSDSQDYALPKPVFVKN--LRKRTDPATTAQNESYRREA-----

-----NIKRPLESGGHQLSDSVVDLSETEEETTAVTKPDQDAEESENSSDDSSSSSSSSDDQYVLHKPVFIKN--LRKKADSAQNTESKERDELRRKEA-
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TKKEN-MIKNIDKANQVAKNYETMKLRLNTNYS-TNEELIKQCLLLDDNDEVDSEKERQK-----WFERQNERKQKHRRIQLAKQRESEEYEAKRFEAMQ

IKEEN-VMKNIDKANEVAKNYEAMKLQLDTNYS-TNEELVKQCMLLNDDDEVDPEKEQCE-----WLKRHDERKMKHRSSQLAKQRESEKYEASRFAAVQ

RKKEI-VMKKIEKANQVAKNDETMKLRVDTNYS-TNEELIRQCMLLNDDDEFDTEKERQR-----WIERQVVRKQKHRSSQLAKQRELEEHEANRFAAMR

KKYT--VMKRIDKANQTAQKHEMMRLHFDTNYS-TNEELIKQCMLLNDDDYVDPEKERHD-----WLKRQEERSQRHRNAQLAKQRLLEQYEANKFASVQ

------LKRSIDQANQIAYERDELRRQTELSYSASDKELIRKTLEIDDDDSIDPAKELDL-----WSQRQQNRKERQRAILVRKQLSLEQDEINRINNRD

------LMERVDYENEAIAKKELLQSMVDSNYT-TDKELLRKIMLLDDSDLVDPQLESKL-----WESRQEERLKTHREKLVAKQLELEEYEAKKLLNKD

------LQKRVEHQLHVSKTQESRKLNIDENYT-TDKDLLRQIVQLNDDDTLNAEQELKD-----WQERQARRLQRNRDALVKTQLEAEERQARVMERAA

MMRHAALLDRTEKENQLIQERLNSQNQLSSNYS-TDQEILRRAIELNDDDSIDPENERKL-----WLERQDLRSQKRREILVAKQRELEEYEAKKLSNSK

TSKAKLLKERAEAANRLLDTQNRMKLIVDSNYS-TDQDILRRTLLLNDDDSIDPEGEKEL-----WIVRRNERIQRHREKLIAKQLELEEYETNKMLNSK

------NLNKIRKTLDLEQSERNELNILGNNYS-TDQDLIKKILLLNDNDTIDAENEKKL-----WENRQLKRKQDYKDTLIEKQLLLEQYEANKYKNAL

------LIKRVEHNVLVSKKNEDSVKLMNSNYS-TDKDLLRKIVELDDDDSKNADLEREM-----WMKRQETRKQKSRELLVQKQKELEENELQKMLNAD

------VLRRIEHENKVVEQNEEAKKQIATNYT-TDKEILMKAMSLNDNDLIDPEGERLR-----WLERQKIRKEKYRKKLIDKQLELEEYEANKLLNRD

------PMQVVERENQSLKAREDAQQLIGTNYS-SEQDMVRRALTLDDDDSRDPELEKQL-----WFQRQEARSRARRDRLVAQQLEWEAYEHNRQQGSK

------VMEKIQHENRAIKAREELELQMKSEYR-TD-DMLGRAMLLDDNDYVDPEHEKQE-----WLKRQELRRKRHRDAMVARQLEVEEYEANKLKFSD

------SLVRAAYLAKALRQKQYTENIVASETS--DQSILSQIIAIDDTDNTNPEQEQLQ-----WEQRQQARLKRERQKKLDKQLLIEEQEMQRASQLS

------TLDQVQHHN-AVQDKERALKQIATSYS-TDKELLHRIAQLETDGDTDSDSERRE--HELWAQRRHQRMLRLREEERRRQSELEENEAARLTNSA

------TLEHVKYFNDIRDKVESTHGLLTT-YS-TDKELVNQILQLDDDDSDDNDDDGKKEHHRLWLERREKRRNRLRGIELQKQLELEEYELNKQSNQE

------TIKRIQHEHSVLAKSESASRP-GGNYS-TDKELLKQIAQLDDTDNLDPEKERQA-----WLQRQDSRKARVREQLLQKQLELEEYEGNKLANEA

------AATRIQQEKSRLARDQQLPRA-SALHG-TDRELTQAILELDDDDTKDPSQEHEA-----WQRRQEARALRTRQALEQKQKELEEREAARLASSL

------TAARIQHDQARISEAQKLAKA-TAGYG-IDRDLVRSILELDDDDAKDPQKEHEA-----WIQRQEARAQRLRHALEEKQLALEEYEAAKLENSI
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         *        20         *        40         *        60         *        80         *       100

----------------MQQRSNRRSCSYI--PLG---VHNNAEKSLCTEVAPARKNKRSITTSPIVNINVVERRLFNLELEKQQLRAKNLSEN-------

----------------MQQRTTKRSCSSLVTPFM---GPNSTEKSIHPEVASIRRNKRSTTTSAIVNINVVERELFDLELEKQNLRVQYLSKN-------

----------------MQHRSNRRSCTTVVTPLR---EYTGAEKPPYTETGPSRRNRRSTTTSSVVNINVVERKLFNLELEKQHIHAKGL----------

---------------MMQQRLSKRSCTAVVPTSA---EYAGSGKNPYADEAPARRNRRSTTISSKVNISVVERKLFNLELERQHHRVRDLA---------

----------------------MRSATAI------------TSDHVGITEAGTRKRAHTFHPNSI---SLLKNQLTTLDLSREESTVDNETTFADVMLEH

---------------------MRRSRT------------------MAVTVPVRRYSRRAVTSVPV-ELEKINFKLGSLDLLDLASAAGENSAPYQTQYGG

---------------------MKRSQTLIVVK-----GGEAENEDSHSNAVLRVTRRRSASSKPSYAVYSLQEKIKELELSGIKESTPEVYCPQSDEAVP

MRRSQTQAPLDSNTSSTSTGSRRRSYTSFIDLPKPVSCLDWITEEEEEEKLKRQQHEKEPSVDLDLTLLDPTSKLEDIESREHLPNPDSIGISSILEGAN

-------------------MLTTRSLTSV--------GYTNDYECEDTHVYYGRGFCRASTM----------MELYSIDIEEETERVDVPDTE--KCTDL

---------------------MRRSKTMVGIVGN---GNGDDEGNAGGRFGLQRLNKRATTTSGVISIGSVEVQMTKLELEEPSVSYTLVEEEQEGDHDE

---------------------MRRSVTTY------------------QPAAHTAGLKRASTTSAVSPLSHVEERLGGLELVEAKSDVEEASYE--PAQYF

---------------------MRRSLT----------------TYVTDEEERRPLVRRAATASAICAVGVVEVGLGMIKLEEVGEVSQFSQLEYQTEAHP
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--------TGGGSPNG----GAYLDAKKGVREQDQYQGGPSKELD--------------------RLQPPPSMKKSPPRK--------------------

--------TQAARYNAKSTKSTYLDAKIITREQEQNQ--PSKESL--------------------KKQSQSSMKKSPPRK--------------------

--------VKGKQIECPSAENTDLDTNKVTEEQEAPAEEPVGK------------------------QPPCLMKKSPPRK--------------------

--------KSKQTE--------NIDTDANRIVQEQEQTTPVEEPI--------------------RKQPLPLRKKSPPRK--------------------

S-------DTGSAEGYEEQIVHSTSCQIIEENDQESEFTPMLQYQ-----EDPADESIQSLTVQFNETREDYLSQANADELIDLQLMNDESVPCRNIEEQ

GESDVHGSVDTTISECDEEVSKEIDSSNGIGATAADAESPCVTGR---ESPYLSQEEDSPQTSSPDTSGTAYVTTALPRE--------------------

CNQESRSNEEEEEEEEEEEEEKELILPVILKEINFMEKATKEQNKINNHIENCASFSSKEDVQLEHETQRKFKTESASGN----TSLTPDKRKVANSIEI

S-------YNDTFISNELTTNSNYTSPDSTSSIGGFQNMPNSQSS-EKAPKKDEEEDGITNFIDKENLPIPSLPTSNRNN----KTY-------------

--------KNSNEIEPEQEPNISPDAANIILKSERNPSFVDETTLNSQDESYCQDTLGESTFTEPENMKICKLGKTPPIE--------------------

NAISGESYFPISEEGSKEE---SLEPQECIELSDYTESPPNPEPG-------QERACSSSPFYSSPSSSIPDETEEQNKT--------------MHSEDQ

--------SNREDEEFAGIKYTALPGSSGTEQEEANNSSSQNTEV---QANCESSFHSNNSTLGDPPSSSSEYEGDLEDG----SYTDTLSTSVNDSLPP

--------ETRPNPQRESSPEVEVVPDTSVEEIHDHQSGGEESIW-------------------VPETPETSLDEVSLPE--------------------
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         *       220         *       240         *       260  

-------KKSLKDLIYETNKTFYQVDSNKVKYKVGLSKKQ--LLPSKTVDN-----------

-------KKSLKDLIYETNKAFYQVDSNKVKYKVGLSKKQ--LLSSKTEGD-----------

-------KKSLKDLIYETNKTLYQVDSNKVKYKVGLSKKQL-LSPKTEDS------------

-------NKSLKDLIYETNKTLYQVDSNKVKYKVGLSKKQL-SSPKAENSQA----------

EAPMQAIHIPLKDLIYRTNKEFYNIDSNKVKFKAGLTKRNKQLLPSLHPKLAPGKQSK----

------VHKSLKELIYKTNRELYDVDSNKVQYKAGLSRESGHHIPSLHTKRVEVKQEQSSRG

DQLTRKVHKPLRDLINHTNKTMYNVDVDTVKFRVGLSRNQCMRLPSLHSKKCIAENETN---

-----PVHKPLKDLILQTNKLIYDVDSTKITFKVGLSKKQGRNLPSLHKR------------

-----IIHRPLKDLINKTNKMIYDVDSNHVQYKAGLSKRCR-KIPSLHRTQGKDAVSR----

HEDYTQVHKSLKELIDKTNRSLYNVDSRIVTYKAGLSKKCS-LLPSLHPNRRQILGKREL--

E----NVHKPLKDLIFKANKEAYDVDSNKVRIKVGLSKK----VPSLHPRRKINGASSLQ--

-----GVHKSLKDLIYKTNKNLYDVDSNKVKYKAGLSRKGL-AVPSLHRRKGHDSSPA----
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--ITTLKDLNVPE-------------------------TKKL-SSVLHGRKASTYLRIFRDD-ECLADNNNG--VDSNNGGSVTCADKITRSEATPKSVP

--VTTLKDLNVPE-------------------------TKKL-SPVLHGRKASTYLRIFRDD-ECLADNNNG--SDSNNGGSLTCADKITRSESTSKSIS

--ITTLKDLNVPE-------------------------TKKL-SSVLHGRKASTYLRIFRDD-ECLADNNNS--GNSNNSGSLSCAGKKPRTKSTSKSIS

--ITTLKDLNVPE-------------------------TKKL-SSVLHGRKASTYLRIFRDD-ECLADNNNNTDNNNVKSSSYADKKPRSKSSSKTIPEV

--VKNLKDLNISN-------------------------KQKL-SPVMHGRKASTYLRIFQDDDEPVINNEKAGRHRGSRHHHKRLSGTLDESDGNIPNIY

--TMALQDLNASD-------------------------SGST-DHVLHGRKASTYLRIFRDD-DSISSNNPEFTSIRNNSNEDLTSVKEMDFEEELDADE

--LASLKDLNVED-------------------------TKRL-SPVLHGRKASTYLGIFRDN-DPLQESGTTPAGDDDDDGAVVANGQVPGRGNVTRNSL

--IMSLKDLNISD-------------------------KKKL-STVLHGRKASTYLRIFRDD-ESLTETNDSTRQRTTSKGKDRDAELIPPHEIDSNNQR

--ITNLKDLNVAD-------------------------KKKL-PKVLHGRKASTYLRIFRDD-ENLTDTTTENPNSIPQQDETENINILDKKQSRPGVSS

PSTPNFRSNSVSK-----------------------DIRKNNSSNFLKGRKASTYLRIFTED-----QNSNQDETISDNQGDIYNNSDCSNNSNISVTGN

--ITHLSDPFSES-----------------------KVMLNPSSTILRGRKASAYLRIFRDDVNQQSRDSSLNNSETDDSEPYLDDGDIIRKNSDLQPID

EPVTSLKDLNISD-------------------------KKKLSSNVIRGRKASTYLRIFRDD-EGLTDNNIHRQIIKQQELNARQEPQPV----------

--VASLKDLNVSD-------------------------RKRL-SNVIHGRKASTYLRIFRDD-DSITEPETVERPTEPKRRKSLSLYDT-----------

LVAAHLQDLSMDDSCNKQRHPSPQISGQNQQLQQQQSSRNRK-SSVIHGRKAANYLRVFDDK-DS----------------DVSIPDQSLR---------

--AGPCREPVAPG-------------------------LTGA-AHVIHGRKASTYLGIFDSP-PPPDGS--GKSGKAGKTGKKVLTGASGDE--------

--ATHLKDLNVSE-------------------------KMKL-APLLHGRKASTYLRIFTDD--DQGTNENNKTEIQKRHLVVDVDPHNPESKVFSNKTH

--STHLRDLNVFD-------------------------KQKL-PPVIHGRKASTYLRIFQDD---EHTHNREPQGAVTKPEDARAEPVSWKMPFHQTKTL

--STHLRDLNVFD-------------------------KQKL-PPVIHGRKASTYLRLFQDD-----ENSHRSEQAGSEGSDQKTEPTAWKSPFQLTKNF
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-------------------EGLQVSEKKNNPDTLSSSLSSFILSNHEEPAIKPNKHVAHRNNI---TETGQGSGEDIAKQQSHQ--PQVLHH------QT

-------------------EALQSSGKKKNSEASSSSLSSFISSQHEETVLKGNKHVAHSNNINKRRQ-----KTDEDVAKQQSYQPHVTHQ------QT

----------------------EVFDEKPSPETSPFPPSTPILLNHEEPAIKPNKHVAHSININASDERGQCCDEGNDKQQSSQ--PQAIHR------QT

-------------------LRPSNKKAYSDALSSSLSLSSSILPHHEKPAIQPNEHVAHGININKIDEGGQVSDEDVGKQQSHQ--PQVIHQ------QT

RNIEGKQRRNSKNYGGHSPMGRRNSAYNQQRKPTKESLQNLALSNRTSPQSPPSNRNKIALDNGKGTRYSYRRSSSSSKERPHEIPKHASRDWSNFNVNI

-------------------------------------------NDNINAPSIDFGKYPENELRRNEKSYTKQDQDIFAQMASQAHETDLHRD------PI

---------------------------QQRRRNSYKNSRYRPMASSHSKAGKIVNPLTHRIDISRGYAPLGGTTAGLVSPPRPQ---RRYSK------GN

-------------------HDLYRRRSISIATHPRYREQKLPIMQRYNASVFPSSTPTSQINMERNGQNHQQAYNTGREAHVPSEPQHPHSV------DN

----------------------------SSSYLNQRHSRIDPSPSNITTGSPPKKNIRDHKVNDRSNKINEKARNAVKIIIKEENGNRKIDD------TQ

----------------------------------ILRLANRKSVTNIGTNSDNNKPFSLPKTIEFSNMDKSFDSVTESLSHIDKLRITTKSN------DI

EKVRLSNNA----------TVSTSSTTTTGAKKTTCNSTINATVERSGDKIIDSRKSQDSLNNINLPKSVQYLNIDSSLALDKSNLSEFKKN------GN

------------------------------------------------PQKPQQEVVVHPQQDKKTKKPTSFYDTNYKFSIKPEGKSSRSQN------PL

---------------------------------------------HYNSSTLPRRKFSRSKDNLSQVRPKK-----------------------------

---------------------------------------------KYSGGGLGSKSNSNSNETEIAHGPKSFMKVSVDQRPVLK--NTKSTD------LT

---------------------------------------------GVTAAEDPWKKKKKKKREERESEWGGAKLAALASEAQHD--LELYTQ------RS

QESHCHNPLDAFR------VFKSSSSAQHHHVPRRNSASICDTLSRYRTSARPSNNEPPNTLGRKPKKSHTPAKPILKSSLSEELQLYREGV------SS

LHGHVHEPRLSLGRR----HSFSSSDVHHKSRRGSLKERNTQPFHGYRPPRLPKKAQVGSGSQRYPLHSAEGLQLHHESDTIPEGACPQLAQ-----AQQ

VHGHKHEHRMPLSRRH---SFSASESYQKSSRRSSFREKNPLPIHSHKSPRFAKKAVHGPNARRCVQQPTEGLPLQHQNDSIPEGIAYPEQQ------PA
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SLKPIQNVDEGCISPKSTYQESLHG-------ISEDLTLKPVSSATYYPHKSKADSGYE------EKDKMENDID------------TIQPATINCASGI

PPESIQNIDEACISPKSTYQNTLHG-------ISDDLTLKPVSSATYYPHKSKADPTYE------EKDKMENDTD------------TIQPTTISFESNV

SLNPSQNIDEECISPKSTHQDTLHG-------ISEDLKLKPVSSATYYPHKSKAGCGYE------EKDKMENDID------------TIQPSAINFASSI

FPKTSQDIDEGSISPKSTYQNTLHG-------ISEDLTLKPVSSATYYPHKSKAGSGYE------ERDKMETDID------------TIQPSTIGFAPSI

ATTRVGNIHNYAQMDSSPGSKMLSSGNDQDLPLTDDLMLKPVSSATYYPHKSKEKKKLS----DEFTSNKHNRTD------------RQSDEFGNKGNEK

--------------------------------DNDDLSLEPVSSATYYPHKSKST--TK----ISSNDIELNDVP------------SDSDTAFLKKIDL

GTAATSTATTNN--------------------QVDDLSLKPVSSATYYPHRSKSSSGTT----AAAAAAAVEAIN------------DQLDEQQQQQQHM

NNNNDSSDKHLDL-------------------EHEPLSLKPISSATYYPHKSKSTSNSKINLDDDDSNLIVNDIDQSDLTIGVEPLEKISSNASSTLSSL

DGRILQEQDRKSSTPSRLSGHLKIKTSDNSKNPSDDLALEPVSSATYYPHKSKSKSKKK----VDKIEDKDEKPSNIKESSSLSVL-LSNQEQENLDFSI

GSHKIKPVDSNGLDDSCNTIFDSNRN------TAAKIPLTPISSATYYPHKLQDGEEEE----DEDFIGNINEEQHI----------VAVDKNSILNKDK

HDRDTIRITQEGIGSDYDGLKQ----------TSEGLSLTPISSATYYPHKSVDH----------ENDISIDDTDFID---------NQAGIIDSKTHDN

ASKPYAVAKYLESAISEPNKQQQQQM------QQTDLGLKPVSSATYYPHKSRGSTR------------------------------SISDEEPGEGTAI

--------------------------------QDDSPNLKPVSSATYYPHKAKEN----------------NDDD------------VLDEEIVPKLSPS

DLHELEDVD-----------------------ATEGVALEPKTSASAIYLTDEDRHILS----SYKDISIIDEKDKTSVN-------LFGPDVVVPPIHI

SAIVS---------------------------SHESLG-KPISSATYFPHKYKE---------------------------------DASGGVAGQGRKV

KSVAVKNPKLTFEQRKETGRQSTDN-------QNQALSLKPISSATYYPHKSKR---------------------------------QDEPDLTSASTPL

RPHALAENSETGEVDSQGN-------------KAKTLALKPISSATYYPHQTHNEL-------------------------------ADGTAPVTLAHSA

LESTGDKLVVPNINKD----------------IPDKLVLKPISSATYYPHQSKDNA-------------------------------LEVTAPTILARSA
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YDR283C (GCN2) 

  

             

             

YDR283C    : 
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KLLA0C1080 : 
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MSLSHLTLDQYYEIQCNELEAIRSIYMDDFTDLTKRKSSWDKQPQIIFEITLRSVDKEPVESSITLHFAMTPMYPYTAPEIEFKNVQNVMDSQLQMLKSE

MSLSHLTLNQYYEIQCNELEAIRSIYMDDFIDLTKRKSSWDKQPQIIFEVTLRSVAKEPVESSITLHFAMTPMYPYTAPEIEFENVQNVMDSQLQMLRNE

MSLSYLTLDQYYEIQCNELEAIRSIYMDDFSDLTKRKSSWDKQPQIIFEVTLRSVDKEPVESSITLHFAMTPMYPYTAPEIDFRNVQNVMDSQLQMLENE

MSLSHLTLDQYYEIQCNELEAIRSIYMDDFSDLTKKRSSWDKQPQIIFEVSLRSADKEPVESSLTLHFAMTPMYPFTAPEIEFKNIENVMDSHLQMLKTE

MSRSYLSLDEYYEIQCNELEAIKSIYMDDFEDRTRKKSKWDKQPQIQFDISLRSMDKDPEELSLVVHFAMTPMYPHTAPEISFGERSNVTDTQIKVLENR

MSRSHLTLDQYYEIQNTELEAIESIYMDDFINLTKKKSSWDKQPQIIFEISLRSSEKDPAESSLTLHIALTPMYPHTAPEITFENIANVTDRQLQQLKDE

MSLSHLTLDQYYEIQSNELEAIRSIYMDDFVDLTRKKSGWDKQPQIIFEISLRSGEKDPVESSLTLHIALTPMYPHTTPEITFKNVENVLDSQLQSLVDE

-MVKCLTLNEYYEIQTNELEAIRSIYMDDFVDFTKKKSSWDKQPQIIFEISLRSTDNNPVQSSLTLHIALTPMYPHTAPEITFVNVENVMDTQLKTLEND

-MPKCLTLNEYYDIQSNELEAMRSIYMDDFVDLTKKKSKWDKQPQIIFEVNVCSTDKEPVESSLTLHFAMTPMYPHTMPEIKFLNVKNVLDYQLKQLSES

MSYKLLTLQEYYEIQNNELEAIRSIYMDDFEDLTRKKSKWDKQPQIIFEISLRSTEKEPEESTLTLHIALTPMYPHTAPEITFENVNNVLDSQLRLLTEE

-MSSRLTLSEYYDIQKDEREALRSIYMDDFMDLTRQKSSWDKQPQIIFEISLRSVEKVPLESKITIHVAMTPMYPYTAAEVSFNNVENVMDSRLDLIKKK

MALKHLSLNEYYEIQSNECEALKSIYMEDFTDLTRKKSSWDKQPQIIFEISLRSVNNDPVESSLTLHVAMTPMYPHTAAEVTFKNVEAVMSRQLEEMQER

MSRAHLSLNEYYEIQQNELEAIQSIYMDDFVNLTRQKSTWDKKPQIIFEITLRSTEKEPLESSLTLQVALTPLYPHTAPEITFKNVHNVMDSQLRFLTQE

MSRSHLTLDQYYEIQKNELEAIESIYVGDFVSLTKRRSAWDKQPQLIFEITLRSTDKEPVESSLTLHITLPPLYPHTAPEITFKNVNNVMDRQLKSLREG

MSLSNLTLSQYYEIQKLETEALQSIYMDDFTDLTKRHSSWDKHPQIIFEIGLRSQESDPAECSLNLHVVLPSTYPHAAPQITFKNVINVPDGQLNKLRQE

MSMGNLTLDEYYEIQQNELEAMESIYAGDFVDLTQRKASWDKKPQRVFEISLRSIEKEPAESSLTLHFVLVSTYPHAAPQITFKKVQNVLDSQLALLRDD

MSLSNLTLDEYYEIQKNELKAMSSIYMDDFTNKTVQKSGWDKFPQIVFEVSLRSVDKDPAESSLTLHIALAPTYPNAPPQITFKNVKNVLDSQIELLRRE

MAPGSFTLDQNYELQKNELEAIKCIYMDDFTDKTVQKSSWDKHPLIQFEISLRSTDQEPAESSLTLDVTLPAKYPQEPPVISFKNIQNVLGSYLASIKAE

MTPNTLTLDQDYELQQNELEAIKCIYMDDFVDKTVRKSSWDKHPLIQFEISLRSTDQVPAQSSLTLDVTLPANYPQKEPIIAFKNVQNVLGSYLAALQQG
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FKKIHNTSRG-QEIIFEITSFTQEKLDEFQNVVNTQSLEDDRLQRIKETKEQLEKEEREKQQETIKKRSDEQRRIDEIVQRELEKRQ-DDDDD-LLFNRT

FKKIHSTSRG-QEIIFEVTSFTQEKLDEFQNDVNTQSLEDDRLQRIKETKEKLEKEEREKQRETIKKRSDEQRRIDEIVQRELEKRQ-DDDDDELLFNKS

FKKIHDTSRG-QEIIFEVTSYTQEKLDEFQNVVNTQSLEDDRLQRIKETKEKLEKEEREKQQETIKRRSDEQRRIDEIVQRELEKRQ-DDDDDELLLNRS

FKNIHNTSRG-QEIIFEITSFTQEKLDEFQNVVNTHSLEDDRLQRIKETKEKLEKEEREKQRETIKRRSDEQRRIDEIVQKELEKRQ-DDDDDELLLNRS

LKEIFKELKG-QEMVFEITSYIQEKLDEFQNNVTTSSLEDERLQRIKEEEEKMIREEEERKRRIEEKKINEQKRIDEIVQKELAKRQ-DDEDDEKIFQHK

FRMIHKDSRG-QEFIFDIAVKTQELLDQFQNLANTQSLEDDRLQRLKETKEKLEREERERQKQIERRQITEQQRIDEIVQKELEKRK-DYDD--SVFNPT

YKKIHRGARG-QEFIFDIATSTQEKLDEFQRGANPQSLEDDRLQRIKETTEKLEREEMESQRQIEKLKISEQQRIDEIVQKELEKRQ-DDDD--MFFNSG

FKSIHKNAGG-QEFIFEITSVVQEKLDEFQNMANSHSLEDDRLMRIKEAKEQLEREEMERQKKVEQEKISEQKIIDEIVQKELEKRK-DDDD--VFFNPG

FKQIHESAKG-QEYIFEVISLVRERLDEFQNEANGHSLEEDRLQRIREAEAKLEKEEKERKQKIEQEKVSEQKLIDEIVKKEMEKRK-DDDD--MLFNPT

FKKIHKNANG-QEYIFEITSLVQEKLDEFQNMANPQSLEEERFQRLKEEEERLKKEDVERSQMLELKRASEQRHIDEIVRKEIEKRQ-DDDDE-TFFNHS

FKEIHKYAKG-QEHIFEIASAVQEQLDDSQNIANPQSLEEERLQRIQEEKEQLEKEEKEKALEKERNRLNEQKRIDEIIQKELEKRQ-DTEDE-ALFNRD

FVEIQKEAEG-QEHIYDITLLVQERLDEIQNNANSQSLEEERLQRLQEENDKLEKEEKIREKEIEARRVNEQRMIDEMVQRELEKRQVDDDD--IMFNPT

FVRIQEESKD-QETIFEITSLVQEKLDEFQHGTNSHSLEEDRLQRIRESKERQEREEAERERQMQEMKISEQKIIDEIVQKELEKRQ-DDDD--DVSTRN

FQQIHRESKG-QEMIFDVTSLVQEKMDESQHLANTQSLTDERLQRIKEIKEKVQREEEEEEQQIQEKKVYDQLMIDEIVKKELEKRQIDDDN--ALFNPG

IKEIHQRSKG-QEIIYEIIIATQDVLEDSQKHVVTDSLEDQRLQRIRDEEARMKLEEEQRQKMIEKQKMQEQKLIDEVFQKELAKRM-DDEV--LEFSND

IRRIHKSARG-QEILFEITTRVQEVLDESQANANTQSLEAERLQRLEDEKVKLKLAEQENKEKIELERAKEQELIDELVQKELEKRQ-DDD---SLFGMD

IKGIYQRSKG-QEIIFEITSLVRDKLDEFQTLATTQSLEDERLQRLREEKQKLEIEEKERRKKFEAERIKEQEFIDEIVQKELEKRQ-DDD---LMFNHE

INEIHKRSKGREEIIFEITSLVQEKLDEAQSSANTQSLEDERLQRIEDEKKKLEEEESKRKEDVKVERLKEQKLIDEIVRKEMEKRQ-DDD---LSFKPD

IKNIHKRSKGREEIIFEITSLVQEKLDEAQSSANTQSLEDDRMQRLEHEKKRLEEEENRRQEDVEVRRLKEQERIDEIVRKEMEKRE-DDD---LSFKHD
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TQLDLQPPSEWVASGEAIVFSKTIKAKLPNNSMFKFKAVVNPKPIKLTSDIFSFSKQFLVKPYIPPESPLADFLMSSEMMENFYYLLSEIELDNSYFNTS

TQLDLHPPSEWIASGEAIVFSKTIKAKLPNNSMFKFKAVVNPKPIKLTSDLFSFSKQFLVKPYIPPESPLADFLMSSEMMENFYYLLSEIELDNSYFNTS

TQLDLHPPSEWIASGEAIIFSKTIKAKLPNNSMFKFKAVVNPKPIKLMSDLFSFSKQFLVKPYIPPESPLADFLMSSEMMENFYYLLSEIELDNSYFNTS

TQLDLHPPSEWIASGEAIIFSKTIKAKLPNNSMFKFKAVVNPKPIRLTSDLFSFSKQFLVKPYIPPESPLADFLMSSEMMENFYYLLSEIELDNSYFNTS

SQVNLMPPQDWISSGEAILFPKVMKAKLPNNTQFKFCAVVAPKQIFLQNDILSFANQYLVKPYVPSDSPLADVLMSSEMMQNFYFLLTEIHLKNPYFNTS

NQMELVPPSEWVASGEAIVFPKIIKAKLPNNSLLKFKAVVNPKPVKLGSDLLSFADQFLVKPYISPDSPLADSLMSSEMMESFYFLLTEIKLDNSYFNTS

NQINFLPPNEWISSGEAIVFPKIIKAKLPNNSLLKFKAVVNPKEVKISSDLLCFAKQYLVKPYISPDSPLAESLMSSEVMENFYFLMTEVELDNSYFNTS

SQMNLLPPSDWVTSGEAVVFSKTIKAKLPNNSMYKFKAVVNPTPIKLDSDLFYFSKQYLVKPYISPDSPLADALMSSEMMENFYYLLTEIELDNSYFNTS

SQIELMPPSEWITSGEAIVFSKPIKAKLPNNLLFKFKAVVNPTPIKLNSDLFNFGKQFLVKPFIHPESPLADALMSSELMGNFYYLLTEIELTNSYFNTS

APIDLLPPQGWVSSGEAIVFSKPIRAKLPNNSSYKFRAVVNPRPIMLQNGILSLASNYLVKPYIPPDSPLTDLLMTSELMENFYYLLTEIDLDHPHFNTS

TSINLVPPSEWISSGEAIVFPKDIRAQLPNNSLYKFRAVVNPTPIKVPHDLMSFGTQYLVKPYVPPESPLADILMTSEVMQDFCYLLTEIELDNSYFNTS

APVSLLPPPEWVSSGEAIVFPKDIKAKLPNNSIYKFRAVVNPTPVKLSNDILSFGRQFLVKPYIPPESPLADKLMSSGVMENFCYLLTEIEFDNSYFNTS

APIDLLPPQEWVNSGEAVVFNKTIRAKLPNNSFYRFRAVVNPKPIKLHADLFCFADQYLVKPYIPPDSPLAEALMSSEMMENFHYLLTEIQMDNSYFNTS

TSIDLLPPQEWTNTGQAIVFNENIKAKLPNNSMYKFRAVVNPKSVTLRTDLFCFAEQYLVKPYIPPESPLAEGLIASEMMENFCYLLTEIKFDNAYFNTS

KEIDLLPPAELTSSGQAFVFPQLITAKLPNNSQYKFRAVIQPQSINLCDDPLSFASQMLVKPFIPAESPLYNVLKSSDQLDSIQYLLTEVILDNPYFNTS

KAVNLLPPAEWISTGEAYVFPKAIRAKLPNNSYYWFRAVVNKEPVKIGNDVLSFGKQYTVKPFIPSDSPLIGILANADFMDNFHYLLTEIELQNSYFNTS

KPIDLVPPSNWLSTGQAFLFPKPIRAKLPNNSFYKFRAVVNPSLIRMSNDLLSFATQSLVKPYIPPESPLANTLASSDMMDNFYYMLTEVELDNSYFNTS

STIDFNPPIDWITSGEAYVFPKMIRAKLPNNSFYKFKAVVNPQQIKLSNDLLGFSKQFLVKPYIPPESPLANTLASSDIMDNFFYLLTIVTLDNPYFNTN

NVIDLNPPSEWILSGEAFVFPTTVKAKLPNNSFYKFKAVVNPKEIKLSNDLLGFSKQYLGKPYIPPESPLANALTSSDMMDNFFYLLSVVTLDNPYFNTS
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-MEQLCK--RYVHT-------PAAFIQNIVANTK---RTTLATQLSVEK-AKKKVPKTALKKKLNSRPKERLP--NWLKLNDVFNIHYEKPSNSDINKVN

-MRIMYK--RQVHN-------STAFIQSLVANTN---TTRLATQSSVER-TRKKASKASLKKKPGKWPKEKIP--DWLELNDTFNKHYRKPTNFDLNKVN

-MKQVYR--RYIHN-------STAFIQSIVTNTK---TARIVTQIPVGK-AKKKRQKLFLERKVNSWLKGNLP--NWHELNDTFNIHYGKPADSDLNKVN

-MQQVHK--KYVHH-------STAFIQRIVANTR---TRTVGTQEVLER-SKIKHSKAVPRKKVDSWLKKEVP--HWAELNDNLNTYYGKPSDSDLNTTN

---------------MSSGKISGRNAINIVKNVK---VKPTSDSLISGS-NKVNVKRSGLLSKPHKKHASSDKSHSWINLNKYMNNSYAYPSASQLNAIN

MRHRTSN----HIHSLVSVKVSSLKVKNIIENCA-EKIAKPTAIPSVKRSKKLSKNENVRSLGLDSVE-------FWSSLNVSSNLEYGQPTKKKINHVN

MRRVILSGNRALSYSAACHGYDLFKLKEVVLNSSAPAVKTSSVENEVNLGELANPSKSGGSKKKDVTRSSLRP--KWASLNYSMNEGYVKPTALQLASSN

---------MRGFPTSIQVRNSVSLAKSIILQTK---NSFPTDAKMI---IPKKTQKPTKILKPHRFKSTQEP--EWAKFNDQYNEHYSAPTISQLNPIN

--MNVIC--GRLFASSSSRLDNVSLAKRIISQTK---VKDTKNAGESDN-ILNETKKVIASKRTTKVVTKNNFL-EWVSFNSSYNSHYHYPGEKEMNPIN

-MKTLTS-----------------ITKNIVLTTK---KRVGPAIPSVKT-KKKDVVKNKTIQSTNKKSISIY---KWNDLNKSINKVYRYPTDGEINEAN

----MYC--RRVYSTLNTKY-DISTIKNIISTVK---GKTSLTESTKEN-SQKPSIKVPRIKTPKVIKTKTIP--LSINLFEKYNGELY--SVSDINKCN

--MKVSP--VCLYRPSNYVKYNLSLIKDIVSTKT---IRNTDDIKVVEPTLKINSLKKQSKKGLEKEKKSNGKP-EWTSILGKYNNLRSFATQGNISFSN

-MMSLWT--KRWFSTTSSLTNRAADIGKIVLNTK---VQQPFK-------SDGGRKQRQVAKTKKPARDSNPP--AWYTLNQKYSSLFSEPSATEINSVN

MRHMLW---RRCFHQSSRLFAPTIDIKNIVFKTK---VDHPSISK-----AKAKSPKPLQSKHPKTVPTP-----DFSRLYKKYNKGHIEPTASDVNSVN

-------------MKQCTRLFSQLDVKSLVMNTK---VTSKEQIVNHDR-QNTEIRKNRHAKRRDPDKVKT----IINDLYQKLNKEYAPLKASDLSQVN

---MAAT--RRSANCLQQLRSYGIDVKQLVLNTK---VNVPSKEATVKP-SKVPVTLSKPIPKATTS--------ISMQLFEEYNPGIVLPKAADMSLIS

---MCAT--KTQLLTSKVLRSSPSNLKDIILRTE---VKHRPPLEPEIHTKCIKQISSISKKTPKLT--------LSADLFEQYNKEFARVSPNELSKVN

-MLKIC---KRPFHHGLSHKYALKDIGSLVLNTK---VSSNTVKTIISKGTKTKVERGNEAERRKVRNP------VTLQLQKTYNLEYTDPTPTQLNSVN

-MLKVHR------VSQLLRGYRIKAGTRNTANTQ---WRNKNLENNDTDSNPNKSSLDGGEQQISRDIKDRGA--FITALHEKYNSDYKRPSKSDLSSVN

MKIQGIV--RKVQIQRCSRVYSTAKSSKYIVTSE------PSIEKSVYGELTGKTADPKRRLQSQSANGNGEN--LAETLYETYNSGYAKVPKSTLGSIN
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RFFNKAKVEFEWCAASFDDIPENP--------------------------------------FLNKKSHKDILKDHGECG--------------TTLIDT

RFFNNAKVKFEWCVSKFDDIPGQKRKDS----------------------------------SLHQESDNDISRKYERENIKH-----------TTSINS

RFFNRAKVKFDWSAATFDDIPDQKQRNSSI--------------------------------SKEIDYDRSSKHDSENSNGT-------------TRVNY

HFFNKAKVKFEWSAASFDDIPSQKLKNL----------------------------------AMSRELDCNTPRKHGRETSIP-----------PAWLNT

HFFNRAECKYEWSVADFGNIPSEQMKSVYG--------------------------------HNSGMNHEGGKLYNGKTR-YP-----------FQLLNP

HFFNSAAVTYEWSESHL---------------------------------------------SDEAFLTSAISSSKGKV---------------------

RFFNTVNAKYEWSVNQFTDIPSEKARMKVAEREEI---------------------------GIALPESSKNKMYKGRTG-VP-----------FELING

HYFNIADVTYEWSVASFADIPSEWLKDK----------------------------------YRGQESDKVTKRFPGKTY-VP-----------FELVNE

HFFNTASVKYEWGVSAFGDIPNEHLNKLY---------------------------------GNTISNAGNSKQFPGRTY-VP-----------YDIVKS

YFFNSSKVDFAWANSD----------------------------------------------PDKLFSLIDRIKHPK-----------------------

KFFNGANVTFERSAVNSIEFENPM--------------------------------------NTLLDDPIDGIDQPKLRNTI----------------KI

RFFYTANIKYEWSAFKENEFIND---------------------------------------DADIETNENLVEKNASESVVK-----------EKLRNV

HFFNSSDVRYEWSAAHFIDVPGERL-------------------------------------KEKVSNESNGKKFQGKTY-VP-----------FELVNG

HFFNIADIKYEWSAGQFIDVPGEKLREKYDE-------------------------------ELKVRSADSTKKFPGKTY-VP-----------FELVNG

FFFNKAKVKFEWSAPTFNDVPGEKVRRLMEKRQQAIQTIMDEENEFIASTTFKKGSMTLPVASEDVPQINSNKMYQGKTGGIP-----------FELINQ

RFFNSSKVKFEWCAREYLEIPGERYKIEQAQLQQQELLDEKSFNE-----------------SLDIREPTEAYRVSADIKNRPIPNTEQLTRGSFLLHDE

SFFNSSMVKFEWACSSFLAIPGENLKRDIKLRQKEEEKLIADTANFIDSIKVPGSSPVFC--DDDHLPKKPRKRYPGKTDGIP-----------FELLNG

HFFNTAQVKFEWSASNFLNIPGEKLKKELEDKTLEKNEMLQQDEEFSRMVSANNGSSVGVTKSENLKSCTSNKKYPGKTQGIP-----------FELLNG

HFFNSARVRYEWSASTFLDIPGERLKQEAEKNVLTQASHEVEIGPT----------------SDDTKGDKRIKKRFGKTDGIP-----------FELLNG

SFFNKAKVTYEWSASTFMEIPGEQLKQQLAKNVADGEFDDSNRVS-----------------SLNSDQHRPTRKYPGKTSGIP-----------FELLNG
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LPEVIFLGGTNVGKSSILNNITTSHVSRDLGSLARVSKTTGFTKTLNCYNVGNRLRMIDSPGYGFNSSKEQGKVTLQYLLERKQLVRCFLLLAGDKEINN

SPEVIFLGGTNVGKSSILNNITTSRVSRDLGSLARVSKTTGFTKTLNCYNVGNRLKMIDSPGYGFGSSKGQGNVTLQYLLEREELVRCFLLLAGDKDINA

LPEVIFLGGTNVGKSSILNNITTSIVSKDIGSLARVSKTTGFTKTLNCYNVGNKFRMIDSPGYGFNSSKEQGGITLRYLLEREELVRCFLLLAGDKDIND

LPEVIFIGGTNVGKSSILNNITTSILSKEVGSLARVSKTTGFTKTLNSYNVGNKLRMIDSPGYGFNSSKGQGKATLQYLLEREELVRCFLLLAGDKDIND

LPEIAFLGKTNVGKSTILNNLITSFKQKDLDVHARMSNRAGFTKTLNCYNVGNKFRIIDTPGYGFHSAIEQGNVTLDYLSNRKELKRCFLLISAKKEISE

LPEIAFLGRSNAGKSTLLNSLITSFKKNDLNVAARMSNKPGFTEALNFYNIGDKFRLVDTPGYGYKSTDNQGHFTMHYLTRRQELVRCYLLIPANHGILP

LPEVVFLGRSNAGKSTILNSLTTQLKQRRLVEAAKTSKKAGFTKTLNCFNIGKKFRLIDTPGYGHNSTDLQGTMTMDYLENRKELVRCYLLISGNQGFAQ

LPEVIFLGRTNAGKSTLLNNITTVFQHATLEKSAKMSSKAGFTKTLNCFNIGNRFRLIDSPGYGFNSSAKQGDVTMEYLRERKELKRSYLLIPGDKGFSD

LPEVIFISRTNAGKSTLLNNLTTSFNQNRLDVSAKMSKSAGFTKTLNCFNIGNRFRLVDSPGYGFGSDIKQGIITMDYLKNRKELMRSYLLVPGHKGFNE

-PEVLFLGRSNSGKSTLLNNIVTNLHSNSLDRVAKVSKKTGFTKTLNCFTIGNKLNIIDTPGYGQNSSVDQGDLVMKYLKQQKALCRVFLLISAEKSINK

LPEIAFLGSSNAGKSSLLNALLTKYNKASTESIARTSHKAGYTKYLNFFNISNKFRLVDTPGYGYNSTNVQGELTRQYLLNRKELLRSYILIPAKKLPNH

LPEIAFLGSSNVGKSSLLNSLLTNYQKSTLDKIAWASKRPGFTKSLNFFNIGNRFRLVDTPGYGYNSTSRQGNLTLHYLKNRKELIKCFLLISAEKGLNG

LPEVAFLGKSNAGKSTLLNSLTTDLKQTSLGEYARASKRAGFTKTLNSFNIGNKFRIVDTPGYGYNSSAEQGNLTMEYVSQRQQLARCFLLISGEQGFND

LPEVAFLGKSNAGKSTLLNNLTTDLKRTSLDGFARASRWAGFTKTLNSFNVGNRFRIIDTPGYGFNSSNTQGILTMEYLKNRKELSRCFLLISAEQGFGE

LPEIAFLGRCNSGKSTLLNSVTTEVTRNSLNEYANASKKAGFTKTINCFNVGGKFRIIDTPGYGTKGTVEQGKVTMDYLHKRRELRRSFLLISANNGFSE

LPEIIFLGRSNAGKSTLLNNLTTNFKQVQLNRHATTSKKAGHTRALYCYNVGNRLRLVDSPGYGVMSTQQQGECTMQYIRERKQLRRCFMLISAKDGFTK

LPEVAFLGRCNSGKSTLLNNLTTGFQRVKLNAYARASRRPGFTKTINCFNVGNKLRLIDTPGYGVKGTKEQGTLTMDYLRERKELRRTFVLISADLGFTP

LPEIAFLGRCNAGKSTLLNNLTTRFSHSKLNEYAKSSRKAGFTKTINCYNIANRFRIIDTPGYGVNSTPEQGEVTMQYLRQRRELRRCFVLISAEQGFSQ

LPEVAFLGRCNAGKSTLLNNITTQFSHVKLNEYAKASKKAGFTKTVNCFNIGGRFRIIDTPGYGGKSTQEQGDVTMRYLRERQELKRCFLLVSAEQGFAT

LPEVAFLGRCNAGKSTLLNNLTTEFSNNKLTEYAKASKKAGFTKTINCFNIGKRLRIVDTPGYGVKSTPEQGELTMKYLRERKELKRSFLLISAEQGFTS

lPE6 F6g  N GKS36LN 6 T          A  S   G T  6n 5n6g 4  66D3PGYG  s   QG  t  Y6  r  L 4 56L6        
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YER033C (ZRG8) 

  

             

             

YER033C    : 

Smik_5.156 : 

Skud_5.142 : 

Suva_5.131 : 

CAGL0C0240 : 

KAFR0I0243 : 

KNAG0E0147 : 
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NDAI0B0606 : 
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TDEL0D0591 : 
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KLTH0G0171 : 
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MRSFIKAHKKSTSFD-----------------ESPKRHSNFSGNTNNSS------QRSSDDSL----------DFL---PSTPSQ-------MNYDSIPP

MRSFIKAHKKSTSFD-----------------ESPKRHSNFSTNTNNSS------QRSSNDSL----------DFL---PSTPSQ-------MNYDNIPT

MRSFIKAHKKSTSFD-----------------ESPKRHSNFSTNTNNSS------QRSSNDSL----------DFL---PSTPSQ-------MNYDNIPT

MRSFMKAHKKSTSFD-----------------DSPKRHSNFSTNTNNSP------QRSSNDSM----------EFR---PSTPSQ-------MNHDNIPT

MRSFIKSHRKSNSLES----------------DSDIDFKQLKRKNASTSQLSP--PRYNTDYY----------DPVTSSPKTPTH-------SHTTSDSL

MRSFIKSHRKADFQDAANNHFENANVKL----NKSISSSADSLLNTSWFESPHSQRRNSENSI----------SFNQ--PTTPPR----------LTNSS

MRSFINAHRKSDSADLTNSGS-----------GSRGAHTSNTAGGSTTPPSSLPPQRRSIDNGIDPFS---NITAQELLETTPPP-------SIHRKSIS

MRSFIKSHRRSESLERSSTNTNNNNNTHASNASSTIASTSSASNTHSHSTTSL--PRTSYDSF----------EFTA--PITPSQ-------SHHHLYDS

MRSFIKSHRKSESLERNNGNGITD--------SVINTSQQKQNQIAFTSISTNTSQRSSYELCRPLSS---NNNGDQHTPTTPSQYVQNDCSNNNNTKGH

MFSFIKSHKKSHSLD-----------------LNPNKSNSNASTPSAVTPTTPTRSRASGDHV----------------QRTPPP----------STSNM

MRSFIKSHRSSNSLD-----------------GGTGRFNDSNNQFSP--------KRHNNDLI--------DVSTNTADGSQDSTHWNQYFTSNVKDGEQ

MRSFIKSHKNSNSLD-----------------GSQSRWNNSEVPNV---------QRSSADSFNYSGSTVISSNSNTVTSMSIPN-------NLPNSKNY

MRSFIRSHKKANSLD-----------------ENPTGFAPPHSNNEGLTAP----DMPKNDTV----------SFI---QSTPPQ---------SGSNFQ

MRSFIKSHRKANSLD-----------------ESPSSAHLSPGRNGDNIAF----QRPLDEPF----------TFD---PPTPSQ---------LGQNTS

MRSFIKTHKRASSLD-----------------NSPRKSSNESPEN----------RRNSQGSF----------GTELSYPSGYPP-------------NN

MRTFIKSHRRSSSLE-----------------ACPPKTTP---------------KRNSTG------------SPTELQPPVFPP--------------S

MRSLMRSHRRSSSLD-----------------SSPGKSPNKNKDL----------QRSSNEYG----------ASFQSAPPVPPP-------------LN

MRSFIKSHKKSNSLD-----------------SSPSRSQSDKES-----------GRSSYEYA--------------VQPQAPLS--------KRPVLDK

MRSFIKSHRKSNSLD-----------------SSPSKAQSDKSS-----------QRSSYDHG------------------SPPR----MSFSKNTALDK

Mr3f6  H4 s s d                                         r s                       p                 
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PAKHSPGFESF-HRLA-NK---TSKLFKKTSNSNLNSHLASTPTTSTNQTTSNSFVLQNPPTKNTGPPPPLPPPLFPSSST-SSFSRHDNESEYTAYKKT

TAKHSPGFESF-HRLA-NK---TSKLFKKTSNSNLNSHLTSNSTAGSNQATSNSFVLQNPPVKYAGSSASLRPPLLPTSST-PSLSHHDSSLETAVPKKT

TAKHSPGFESF-HRLA-NK---TSKLFKKTSNSNLNSHLTATSTVNSNPATSSTFILQNPPVKNVAPPLPVPPPLLPTSST-SSFSQHDNDVESAIPKKT

TAKHSPGFESF-HRLA-NK---TSKLFKKTSNSNLNSYLASNPTTNSNPAASNSFIAQNTPVKKTAPPPPLPLPLLPASSTVSSSSQYDNDAESVALKNS

PQKHSPGFESL-HRL------FNNKLFKKASNSSLNSYLANTDSQSR-------------------RSSKDQDPLAPSFH--------VLKTSSNPASQD

STKSSPIHESPLHRLA-NKANFASKLFKKTSNSNLNSV----------------------------FAADNILMNSRVVY--------EPDISPIKKKAS

PSKHSPTFESF-QRLA-NKTILTAKLFKRTSNSNLNGSYTASANANHGSPPASSGVGYKKA-----ITHSPPSSHGPVAN--------ANDGNTLLPALN

PKHSSPTFESF-HRLA-NKKMFTSKLFKKTSNSNLNSH----------------------------LSKDHHASSSDSTN--------IDHPYLHNQHHD

LHSPSTSFESLHHRLT-NKKMFTSKLFKKTSNSNLSSHILLNNNNNN-------------------ISNNNDTYTYTIEK--------NINNISNTHSKD

GSPRTPSTDSP-Y----KRHKFPGNLFRNSVSDYSTFD----------------------------LPMSNVTPSLPPNN--------------------

SLRHAPSFDSF-HRLT-TNKMFSGILFKRNNTSGVTVNNNSQTNIHYDKSPTVNVNSIPFQF----KNDDIHSPTLGRAN----NNNTMNGINHGGTSIS

SPKHTPSFESF-HRLA-NK--IPSKLFKKSSNNALNATYNNSLHLGE-------------------SLSSPPTPRTINTS--------TDAIQKVRSTES

GFKHSPGFESF-HKL--NKKMFPGKLFKKNSSSNSPLLQPGPFGPKE-------------------YSSAPGTPQANKYE--------MPGDVGMGRNSH

GSKYSPGFESF-HKLA-NKKMFTSKLFKKSSSSNTIT-----------------------------QSTTSHVSQKEITS--------APGTPQSRNSGS

VLKQSSSFEPL-HKLT-SNKIFSSKLFKKSSNGK--------------------------------TSSSNTSPLLSRSD--------AETFAPLLSNTN

APRQSSSFESL-QKLT-SGKLFSTKLFKKSGAQK--------------------------------LPATPDLPAFPR------------GYDSRSPSCE

SPRHSPSFDSL-QKFAKQNKIFSSKLFKKNSNSSVSTRTGT-------------------------TPVTPSQPEFQTVS--------SPEHNSNGPEKL

GPPQSLSFESF-HKLTNKNKIFSTKIFKKPGSHTSKTGEPCT------------------------TPVSPHVPTFRNLS--------SPE----TPQSS

GPSSSVSYESL-HKTSSKSKIFSSKIFKKPGSHTSKIGESNT------------------------APNTPVIPTFKNLS--------SPG----TPQSP
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SPAKDFNRTTDSLPAIKGTITHSWG-DS------------------KVE---SHVIILN--------------DPASPA---------SNTSEATSSKQF

SPIKDINGATDSLPAIKGTITHSWG-DS------------------KVE---SHVIILN--------------DPASPA---------SNSSEATSSKQL

SPTRDLNKATDPLPAIKGTITHSWG-DA------------------KVE---PHVIILN--------------DPASPA---------SNTSDATSSKQF

SPTNGLNKATDSLPAIKGTITHSWG-ASS-----------------KIE---PHVIILN--------------DPASPA---------SNTSDVTSTKQF

SEL----------PVIKGVITHTWGNHSK-----------------HND---PHVIVLN--------------DPKTSF------ETLRSSDLEPPPRLT

KNL----LNDEKFLPIKGTITHSWG-TTPSS---------------TLG---PQLIKLN--------------ASNYER---------------------

SDG------FEEMPAIKGTITHSWG-STDLM---------------NDH---TQVIKLN--------------EGLSQP------------VRQPKSKEQ

PLHLDLDLDSESPPAIQGTITHSW--DNN-----------------KND-------LLD--------------RNLSSS---------TSAPSLTNEKDH

SLN---DLISNKPPSIKGTMTHSWGIDPDEHIYSPSLTRKSSIPNLDYK---ENLITLN--------------EKINNMHLNDDNNNNNNNNNNINSNTH

---------VSKSPAIRGTITHSWGTATSSH---------------KESVVPQSVIVLNTSTETVNITSPKKYRNNSNNSAISDGSTRSTSTSKEKKNLN

SGVKGHAASKSEDLAIKGTITHSWG-TKS-----------------DVG---HSVIKLN--------------EPIIEH------------------EKS

EIE---------IPSIKGTITHSWGTRSD-----------------TGG---HSIIVLN--------------EPRSSLSGASNSDYSDLEPAARISGLK

DDN--------RFLAVKGTVTHSWG-DNG-----------------DKE---QQVIVLN--------------NNNNNNNDNDSNDNNNNNGSNHSGKFQ

DFSLSH-EEVRKFPAIKGTITHNWG-DQS-----------------RSQ---QPVIKLN--------------SQAGSN----NGSLQDLEPAVRIASLR

NI-----------PAIKGTRKHEWG-DND-----------------DTS---ESVILLN--------------RTSMSSMSDTNQDTPDTEIVRIHPNSQ

WRALGTEVALEDIPAIKGTRTHEWG-ENS-----------------DVS---NSVIVLN--------------RNSISS----DGSYVETRDEQSPWRLA

AYRQAPVSSLEEFPAIKGTRTHEWG-DNS-----------------EVS---NSVIILN--------------NPSPES-SDFSSDIGEPSFSSNIQRLQ

HFSRHFQEESKEFTTIKGTRTHEWG-ASK-----------------DKS---SSVIVLN--------------RSSTSS---DASSEMTESGFGSQVKLQ

FFSRRTQGDLMSAPTIKGTRTHEWGSSSK-----------------DKS---HSVIILN--------------RSSTSS---DTSSDLNESGLGSHVKLQ
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YER038W-A (FMP49) 

 

N/A  
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YFL024C (EPL1) 

  

             

             

YFL024C    : 

Smik_6.54  : 

Skud_6.46  : 

Suva_6.34  : 
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KNAG0E0331 : 
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ZYRO0F0334 : 
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MPTPSNAIEINDGSHKSGRSTRRSGSRSAHDDGLDSFSKGDSGAGASAGSSNSRFRHRKISVKQHLKIYLPNDLKHLDKDEL-------QQREVVE-IET

MPTPSNAIEINDGSHKAGRNTRRSGSRSTHDDSLEPLSNGDSGAGASAGSSNSRFRHRKISVKQHLKIFLPNDLKHLDKDEL-------QQREVVE-IET

MPTPSNAIEINDGSHKSGRSTRRSGSRSAHDDGLDSLGKGDSGAGASAGSSNSRFRHRKISVKQHLKIYLPNDLKHLDKDEL-------QQREVVE-VET

MPTPSNAIEINDGLHKSGRSTRRSGSRSAPEDGLDSLAKGDSGAGASAGSSNSRFRHRKISVKQHLKVYLPNDLKHLDQDEL-------QQREVVE-IET

MSSNG-------------GSNTNERSVGPDSGSLRSNSNLSSVNGDGSDSGSTRFRHRKISVKQRLRIHLPSDLKNLDKNEI-------QKRELLD-VET

MPNPT---------------------------------------VRNDKDLNTRFRHRKISVKQRLRIYQPNDLKNLDKDEL-------QQREVVD-IET

MPTPK-----------------------------GSAGLGENGVVNGSTSVNTRSRHRKISVKQRLRIYKPADLKHLDQEEL-------KQREVVDVIET

MPSAS------------------------------------KKEDNSASSSSSRFRHRKISVKQQLRIFKYNDLKNLDADEL-------QQREVID-VET

MPSKP--------------------PQANKTKAAKNNVNNNKNNSKSNVAGAARFRHRKISVKQQLRIYKHTDIRNLDEDEL-------QQREVAD-VET

MSTSA-------------------------AANATAQGPAGHTKNLNTAAANTRFRHRKISVKQQLHIYKPSDLKNLDAEEL-------QQRDVID-VET

MSTRS----------------------------------ARSNSNTADGSGSSRFRHRKISIKQRLRIYKPSDLKNLDKQEL-------QQRDVVE-IET

MGTRT--------------------------------QHKDEETHARSDTSSSRFRHRKISVKQHLRIYKPNDLKHLDEQEL-------QQRDVAE-IET

MPTPT------NSSSNGTKNRIKDHSPGSPATTPNVAAAGSAGSSAEIAANASRFRHRKISVKQRLKIYRPNDLKSLNQNEL-------QEREMME-IET

MPTPT---------------TNGRHIKSRTKSQESNDDGLGSAGSASLESSNSRFRHRKISVKQRLRIYKPNDLKNLDQDEL-------QQRDVAD-IET

MPAPA--------------------------------------------VDSSRFRHRKISVKQRLRIYKSHEIKDLEQEDVSAISSQHQQRELME-IET

MPTPS--------------------------AQLDQGIISSNGGTSGVSASSTRFRHRKISVKQKLRVYKASDLKDLDQDEL-------QQRELQE-IET

MPIPS---------------------------AQVDQGVSSNGSNSAASASLTRFRHRKISVKQKLRIYKACDLKDLDHDEL-------QQRELLE-IET

MPTPS-----------------------------------------ASESASTRFRQRKISVKQRLHIYKVTDLKDVDKEEL-------QQRELVE-IET

MAAPS-----------------------------------------SQEAANTRFRHRKISVKQRLQVYKASDLRKLDKDEL-------QQRELVE-IET

MPTPS-----------------------------------------GSETANTRFRHRKISVKQRLQVFKASDLRKLDKDEL-------QQRELVE-IET

M                                                    RfRhRKIS6KQ L 6    d64 6   e6       q Re6   6ET
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Smik_6.54  : 
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GVEKNEEKEVHLHRILQMGSGH---T---KHKDYIPTPDASMTWNEYDKFYTGSFQETTSYIKFSATVEDCCGTNYNMDERDETFLNEQVNK-------G

GVEKNEEKEVHLHRILQMGGGH---T---KQKNYIPTPDASMTWNEYDKFYTGNFQETTSYIKFSATVEDCCGTNYNMDERDEKFLNEQVNKK------D

GVEKNEEKEVHLHRILQMGSGH---T---KQKDYIPTPDASMTWSEFDKFYSGTFQETTSYIKFSATVEDCCGSNYNMDERDEVFLNEQVNK-------D

GVEKNEEKEVHLHRILQMGTSH---T---KQKDYIPTPDASMTWSDFDKFYTGTFQETTSYIKFSATVEDCCGSNYNMDERDEIFLNEKVNK-------D

GVEKNEEKEVHLHRILQKASVLEHLN---SKKDYIPTPDASKTWSDYDKFYSGKFVETQAYVKFSVTVEDCCGVPYTLDEIDDDFLENSLNK-------N

GVEKNEEKEVHLLKILQKGSNQQIND---KKKEYIPTPSASTTWNEYDDFYYGKFQSPVGYIKFSATVEDCCGAAYNMDETDEIFLKDEINDREE----F

GVEKSEEKEVHLHRILTAASNHVITADKKQQKNYIPTPSASAKWSEFHKFYQGKFVEPTTYIKFSATVEDCVGARYNIDENDKTYLDTVVNA-------D

GVEKNEEKEVHLHRILQLGSSQIN-S---EKKKYIPTPDASSTWKEFDHFYKGKFQEPKSYIMFSATVEDCCGASYNMDERDEAFLDSEINK-------D

GVEKSEEKEVHLHHILQLGSSQIN-S---VKKKYIPTPDASLKWKDYAQFYVGKFSEPKSYIEFSATVEDCCGASYNMDEKDENFLNDVVNNK------E

GVEKNEEKEVHLHKILQKKQVT---T---AKKDYIPTPDASHIWKGFEQFYQGKYNFPKTYIKFSATVEDCFGANYFMDEIDEKFLNEKVNLNINDD--D

GVEKHEEKEVHLHRILLKNNAGIINS---QKKEYIPTPDASHKWDEFNKFYTGKFNYPKSYIQFSATVEDCCSNSYLMDEIDDAFLNDSINKNISDSSSD

GVEKHEEKEVHLSRILKKSNVGLVND---KKKEYIPTPGANVNWNEFENFYTGKFIEPKSYIKFSATVEDCCGLSYCMDEIDDEFLIN-FNKKI-----D

GMEKNEEKEVHLNRILQKGANLSDES---RKREYIPTPKATATWTDFDKFYQGRFKEPSSYIKFSATLEECCGAPYSMDEKDEEFLEGKINAGKE----K

GVEKNEEKEVHLHRILQKGSSHLN-N---QKKDYIPTPDASTKWKDFDQFYQGEFNEPSTYIKFSATVEDCCGAPYCMDEKDEEFMQELAKRY------K

GVEKNEEKEEHLYKILQ--SNQLREN---KKDLFIPTPDASKTWDEFDRFYQGEFKCPTSYIQFSAQLEDCCGTLYNMDEEDEIFLAD-LNKSLA----D

GVEKNEEREVHLHKILQKNQLQ-------LQDLYIPTPDASRVWKEFDEMYQGRFTTPASYIQFSVQLEDCCGPAYNMDERDEAYLAE-LNG-------G

GVEKNEEREEHLHKILQNSQLK-------TKDLYIPTPDASRVWKEFDRFYYGKFQEPKNYIQFSAQLEDCCGPCYNLDERDEAFLNNVLNFE------N

GVEKNEEKEVHLHKILQGNQLN-------PKNLYIPTPDASRTWPEFDRFYQGKFIEPTSYIRFSATVEDCCGASYNMDERDEDFLKNVVNKGV-----K

GVEKNEEKEEHLHKILQKNQLT-------RKELYIPTPDASQTWGEYENFYRGKFEEPVSYIRFSATVEDCCGSCYNMDERDERFLESKVNNKL-----K

GVEKNEEREEHLHKILQKNQLT-------RKELYIPTPDASRTWSEYSKFYQDKFVEPSSYIRFSATVEDCCGSSYNMDERDEQFLSSKVNAKL-----K

G6EKnEE4EvHLh ILq                5IPTPdA   W  5  fY g 5     Y6 FSat6EdCcg  Y 6DE De 56    n         
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Smik_6.54  : 
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SSDILTEDEFEILCSSFEHAIHERQPFLSMDPESILSFEELKPTLIKSDMADFNLRNQLNHEINSHKTH------------FITQFDP-VS-QMNTRPLI

SPDILTEDEFETLCSSFEHAIHERQPFLSMDPESILSFEELKPTLMKSDMADSNLRNQLNHEINSHKIH------------FITQFDP-IS-QMNTRPLI

SPDILTEDEFEILCSSFEHAIHERQPFLSMDPESILSFEELKPTLIKSDMADFNLRNQLNHETNSHKTH------------FITQFDP-IS-QMNTRPLI

SSDILTEDEFEILCSSFENAIHERQPFLSMDPESILSFEELKPTLIKSDMANSNLRNQLNYEINSHETH------------FITQFDP-LS-QMDTRPLI

SDLKLNEDEFESLCSAFETAIKERQPFLQMDPETILTFDEVKPTLLKVDFNNMHLRSQLAQEVAAIHNPQTANSSSDGNGPFTTVFDS-ST-TANVRPIP

KDNQLSEDEFEILCTTFENAIRERQPFLGMDPETILSFEEIKPTLLKVDYDDNGIRSALTSELNFNNEKR-----------FLTKFDS-PS-QAYLRALP

GEVKLTEDEFELLCTAFENAIHERQPFLSMDPSSILTFEEIRPTLNKINVDDSGLRTALAEEVGFEKGQR-----------FVTQFDP-AN-TDEIKPLL

NPSALTEDEFEILCTSFENAIHERQPFLSMDPESIHPFEELKPTLMKVDFGDTGLRKELAKQIGYPSGED-----------FITQFDP-KS-QSKPRSLN

NAEKLSEDEFEILCTCFENAIHERQPFLSMDPESILDFNELKPTLLKADFGDSGLRAQLATELGYSSNEK-----------FITQFDS-KS-QSNTRSLP

KDKFLTEDEFELLCSNFENIIHERQPFLSMDPETILAFNEIKPSLLKADYNDISLKKELAKDIGINDSDKNTDP-----TVIRTQFEP-IN-EKTVRPLP

KKSKLTEDEFEILCTSFELAIHERQPFLSVDPENILSFEELKPTLMKTDIGDINIKNGLSKEINLNKNEK-----------FVTEFD--IHYENEPRPIE

QSKTLHDDEFELLCTSFESAIHERQPFLSVDPESILTFDEIKPTLLKSDFGNQQLKNKLAGEIGFPQDLT-----------YVTQFDQNQE-TDSIRPLS

EDEKLSEDEFEILCSSFESAIHERQPFLSMDPETILSFEELKPTLLKADLLNQQLKQQLGKEIGYKEDQI-----------FTTQLES-IDCQSGIRPLS

GENEITEDEFEILCSAFESAIHERQPFLSTDPHSVLSFEELKPTLLKSDYAHINLKTDLAKEIGLESERE-----------FLTQFDA-ES-QIKTRPLA

SVEPLTEDEFELIMANFESSIKDRQPFLSMDPESILSFADLKPTMLKNDVGDSGVKKELAKEIGMPEDEP-----------FLTMFDNKRPLGKREKNME

ESEALTEDEFELLMTNFESAIRERQPFLAMDPESLLMYEDLKPTMLKNDIGDAGLKTELAAELQLGDQP------------FVTKFDS-PA-TLRTRNMV

EGDRLSEYEFEMLMTNFESAIKERQPFLTMDPESILPYEDLKPTMLKNDIGDVGIKTELAAELQMEAGQP-----------FLTKFDS-RT-GSNSRYMG

SSEILTEDEFEILCSNFEAAIKERQPFLSMDPESILSFDEIKPTILKSDHGDSGMKSMLANELGLKDVP------------FTTQLDP-VS-SDKIRSIS

DGEKLSETEFELMCSSLEAAIHERQPFLSIDPENILSLEEIKPTILKRDLGDAGIKDKLAEEIGVQPQH------------FITQFDS-AV-QQDSRPIT

ASEKLSEAEFELMCSSLEATIQERQPFLSIDPENILGLDEIMPTLLKSELGDAGLKN-------------------------------------------
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YGR015C 

  

             

             

YGR015C    : 

Smik_7.303 : 

Skud_7.300 : 

Suva_7.297 : 

CAGL0F0885 : 

KAFR0F0348 : 

KNAG0D0360 : 

NCAS0A0524 : 

NDAI0K0257 : 

TPHA0K0138 : 

Kpol_1062. : 

ZYRO0G1126 : 

TDEL0D0300 : 

KLLA0C1796 : 

SAKL0H2321 : 

KLTH0E0886 : 

Kwal_47.17 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-------MSRLAHN---KALPYKIIVDLSFHRTR---------LPSDVSSLIKFEQRPAIINIHGLLGSHVMFHSLNKLLSRKL-DADIFSVDVRNHGIS

-------MSKLVPN---KGLPYKKIVQLSFHRTR---------LPSDVLSPKTFKQRPAIVNIHGLLGSHVMFHSFNKFLSRKI-DADIFSVDVRNHGIS

-------MSRQVHK---KVLPYKKIVDLSFHRTR---------LPSDASSLVRFEQKPAIVNIHGLLGSHVMFHSLNKFLSRKI-DADIFSVDVRNHGIS

-------MSGLLHN---KVLPYKRIVELSFHRTR---------LPSNVSTLVKFEQRPAIVNIHGLLGSHVMFHSLNKFLSKKI-DADIFSVDVRNHGIS

-------MHKSLHK---KGLELRDVVPLAFHHTK---------PRIRRATPAPWKEKPAIINLHGLFGSHIMFHSLNRPLMKTF-ETDIYNVDLRNHGNS

-------MQKM--------LPTKPLVKLSYLY-----------LKPSIPSST----NHIILNLHGFLGSKSNFHSINRRLSKAI-NAHIFTFDLRNHGES

-------MKPVLRR-----LPTKPVVPLSFHHI--------------KCRESVLKKQPIQINLHGFLGSKTMFHSLNKIVSREM-ATDIYTLDLRNHGDS

-------MNQLLPR---RIIPSKAVVNLYYKHI----------KPRTITNGIL---PPVLINIHGLFGSSMMFRSLGRRLARES-NYEVYNVDLRNHGQS

MNPLFRPKSTNLRS---GLIPKIPIVDLYFRHIKPKHVSRPQSPKSSKLISEDVFNNPIILNLHGLFGNTKMFHPLNKVLERQFPNADIFTLDLRNHGNS

--MLIARRSFTIFHSLKQKLPVKDIVKLSFAKV----------SPTSNVNSSNNETTQAFVNIHGLLGNRLIFNSISKTLANTF-NADVYSIDLRNHGQS

--MIRNGFKRFMHS---KILPISNTVDLSFSKI----------SPGNLVIPNEYTSKPAIVNIHGILGSKMMFCSLSRELANVL-QTDVYSLDLRNHGTS

-------MKRFLHH---GKIPLKSIVDLAFHH-----------QPPPNPVSHVVNSRPAIINIHGIFGSRRLFRPFSKPLANAL-NTDVYSVDLRNHGDS

------MIRRYIST---KTIPTKPVVDLAFHHV----------MPSASAVKGHLGPRPVLINLHGIFGSSAMFRSISKPLANEL-GVEVYSVDLRNHGDS

------MMSRRLHS-----LAKKDIVDLAYSHI------------GGKFAGNHL--HPAIITLHGVFGAKAHFKPLAKRLASDL-KTDIYSVDLRNHGDS

-----MILKRLLHH----KLPYKPIVDLTFTH-----------AKPPKPTGSSATKPPVILTLHGLFGSKNNFSLVNKYLAKDF-STDVYAVDLRNHGTS

-----MPIKRLVHE----KLPYKPVVDLAYTH-----------FKSPDFNTQ----RPPVVTLHGLFGSGKTFGSVGRKLSKDL-GTEVYNLDLRNHGKS

-------MSKLAKQ-----LNYKPIVDLAYHQ-----------FKAPNPCPE----APVVITLHGLFGSGRNFGSFARSLTKDL-GADVYNVDLRNHGKS
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YGR015C    : 

Smik_7.303 : 

Skud_7.300 : 

Suva_7.297 : 

CAGL0F0885 : 

KAFR0F0348 : 

KNAG0D0360 : 

NCAS0A0524 : 

NDAI0K0257 : 

TPHA0K0138 : 

Kpol_1062. : 

ZYRO0G1126 : 

TDEL0D0300 : 

KLLA0C1796 : 

SAKL0H2321 : 

KLTH0E0886 : 

Kwal_47.17 : 
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PKAIPYDYTTLTNDLIYFIETHIG-----LERPIYLLGFSMGGKIALLTT--LYKNI--NIRKCISIDLPPYETPELDPMILQNYDLIMRIIRRD--VKI

PKALPYDYATLTGDLIHFIETHIG-----SERPIYLLGFSMGGKIALLAT--LYKHI--NVRKCISIDLPPYETPELDPMIIQNYDLIMRIIRRD--VKI

PKAIPYDYTTLTNDLIHFIKTHVG-----LERPMYLLGFSMGGKIALLTT--LFKNI--NVQKCISIDLPPYETPKLDPLILQNYDLIMQIIRRD--VQI

PKASPYDYTTLTNDLVNFIKTHIG-----LERPIYLLGFSMGGKIALLTT--LFKAI--NIQKCISIDLPPYETPELDPLILQNYDLIMQIIRRD--VKI

PRAQPYDYLTLSKDIIQMIRDNIYREQ--PGRPIYLIGFSLGGKVALLSS--LSRQI--NVKKCISIDLPPYELDKVDDMFMQNFELLEKIVKRE--IKV

ELAHPLDYETLANDFIHFLGSNEKQF---KNKSIDIIGYSMGGKVALLSSLKLNKSKNFQIRKIISVDMPPYEVAALPAEIYKKVDAIKYINLGA--IKI

PQAHPMTYETLTNDLIYFIKEKLDDKE-VSDRGVDIVGFSMGAKVGLLAAIRLAQER--IIKRIVSIDMPPYKTPVLPMELIQHMELIRNLHSGT--MEL

PQVKPFNYMAMKADLIHFIETHIE-----PEQSIYLLGFSLGGKVGLLTA--LDGSI--NVKKCISIDIPPYETPILDRMITENAEMIRKIHYQE--VKI

PIAKPFDYKTMTNDLNHFIETHITVQPLLKSRQINIIGFSMGGKVALLTTL-LYNNL--NIQKCISIDLPPYRIDKFDEVFLKNYELVKYIHFK---MLI

ERAFPYDNLTLSNDVCSFVEKHIG-----LKKPVNLIGFSAGGKVAMLTA--LNKNLKFNLNKMIIIDISPNYTDELVQILIDNYNLIMQILNKE--ILI

PRAGPFDYLTMTRDIIYFIKKHIG-----NKRPINILGFSAGGKLGLLTT--LSKEI--NVRKCISIDLPPYYTPEMDPILVDNYNLIMEILNED--IKI

PIAQPFNYVSFTKDVIHFIKKHIG-----DKRPVQLIGFSLGAKVALLAT--LCSQI--NASKCIAIDAPPYETVAVDSVLVENYELITKIINQE--IKI

PWAFPYDFMTHAKDVIHFIKTQVG-----AQTPVNLLGFSIGGKIGLLTT--LCDQV--NVTKCVSMDLPPYETPQLDDVVLQNYALIMKIINRE--IKI

PIAKPYDYITLSKDIVHFIKTQVG-----AERPVQMIGFSLGGKVSLIST--LSDEC--NIRGCVSIDIPPYETPVLDPILLENYDTILKIINGEDGYVI

PRAKPYDYLTMARDLIHFINTHID-----PLRSVNIVGFSLGGKIALTMA--LSKKI--NVEKCVSVDIPPYCTPGLDDVLLQNYDKIMQISKRE--IKI

EIAKPYDYLTMARDVAKFLEDKIG-----PQKPVSLVGFSMGGKVGLLTS--LSKAV--NVHKCVSIDMPPYNVDDLGTDVDQNYGKILEFCNKK--IKV

EKAQPYDSMTMTADVIHFLKGRFG-----SDKPLALIGFSLGAKLGLLAS--LSKEV--NIQKCVSIDMPPYTLATLSKNLILNYNKILQICRRE--IRV
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YGR015C    : 

Smik_7.303 : 

Skud_7.300 : 

Suva_7.297 : 

CAGL0F0885 : 

KAFR0F0348 : 

KNAG0D0360 : 

NCAS0A0524 : 

NDAI0K0257 : 

TPHA0K0138 : 

Kpol_1062. : 

ZYRO0G1126 : 
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LRGSPS-WQKKVLELFKSLECNK-RKCGGAVALYFANGFLSVKSNNVHQAQ----LHYEQQQHDPYINYSMPLSSMPN-LLDEVKKWPDLSNQRDFF--Q

LRGSPN-WQKKVLELFKGLDCNK-RKCGGAVALYFANGFLSVKSNNVSQAPSHY-GQQHGRETDPYIKFSIPLSSMPH-LLDEVKKWPDLSNNEDFF--S

LKGSPN-WQKKVLELFKSLDCNK-RKCGGAVALYFANGFLSVKSNNVSQEQSHFEQQLDGKESDPYINFLMPLSNMPH-LLDEVKKWPDSLNQDDFF--S

LRGSPN-WQKKVLELFKTLDCNQ-RKCGGAVALYFANGFLSLKSNNIRQAQLHHMQQQDSRELDPYINFSMPLYSMPH-LLDEVKKWPDLTRRDDFF--P

RRSCPS-WKTDILTMFRELPVNKCNPNGNNVALYFANGFLTYKPN----------NESSSGLENDYLQYAVPLEYMPD-IIAEIKKWPSATSLNPMM--Y

KSNKDGSWKVKLLEMLGP---------------YFTAGFMKVRAN---------------YKGGGLVKYYLPLEEFPS-LFDDLKDWPV----------T

KAGSKS-WREECVGLL-----GW----------YFASGFLKVKGN---------------AEPRSHIKYFLPIEEFPD-ILEVLKDWPATTPS-------

LRGRHN-WGRKVLDMFKALPINN-EKT----ALYFANGFLQHQPN------------NEVSTTNPYVEFYLPFQEFPT-LFDEIKRWPIEESR-------

KKNTRN-WEETILNLFRNLNNGD-EML----SLYFANGFYSNKLN------------YKMDYGNPFIQFYFPLEEFPN-LIENIKDWPINEQD------V

EKNSKN-WKQKVTKLFNDIKSSD-PST----SLYFSSGFTHYAKN------------NEVDHENNYIEYNIPLESMPG-IVQSAKDWPILTQNPN----L

QKGSKN-WKVKVQKLFNKLPVNI-ASNGGP-AFYFSSGFLSLKGNDLELRDSL--PHRKNPDISKYIEYYIPLQSMPD-FIEELKKWPDLNSSRMEMEKL

EKGSKN-WKKKLLKLFQGLPANA-TNNGDP-SLYFANGFYSVKRN----------AEPPTAGQDPYIEYSIPLEEFPN-LIDEIIGWPDLQGKDNLEGLF

KRGTQN-WKRMLLDHFKALPANQ-VNNGDP-SLYFANGFYRVKKNNVSYEE----EKAHRPIGDPYIDYYLPLKQFPD-LLDSVKAWPDLSGKENSGGVF

KKGETN-WKHKVLNIFKANKCNW-NEGL---ARYFAAGFVMNPVN--------------HSVKDEFLEFKQPLKLMPD-LLDELKAWPDKEAFGANG--F

EKGTKK-WKEKLISEFRKVPVNV-DDKL---VLYFANGFFQVRNNNC--------PYIQGKDADPYVNHTMDVLDMPD-LLDQVKAWPDFKKTSPSE--F

EKGSKG-WKDKVIKIFREVPTNK-NAGA---ALYFSQGFTQLPVNNK--------PFDQARDLDPYIDYKAPLLEMTD-LLDQIKSWPDEVVLSREG--Y

KKASPG-WKEEVFGIFRDMPINE-NPDE---AVYFSQGFVQNKENNK--------PFDPAVDVDPYINYDVPITGMDNHLLQSIMEWPDDEKLRKSS--F
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YGR031C-A (NAG1) 

 

N/A  
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YGR140W (CBF2) 

  

             

             

YGR140W    : 

Smik_6.235 : 

Skud_7.450 : 

Suva_7.427 : 

CAGL0I1031 : 

KAFR0C0204 : 

KNAG0B0072 : 

NCAS0E0073 : 

NDAI0I0276 : 

TBLA0D0288 : 

TPHA0D0332 : 

Kpol_YGOB_ : 

ZYRO0G1962 : 

TDEL0D0572 : 

KLLA0E0380 : 

AFR323W    : 

Ecym_1226  : 

SAKL0F0242 : 

KLTH0G0224 : 

Kwal_47.18 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MRSSILFLLKLMKIMDVQQQQEAMSSEDRFQELVDSLKPRTAHQYKTYYTKYIQWCQLNQIIPTP--------EDNSVNSVP------YKDLP-ISAELI

-----------------------MSSEDKFQELVDSLKPRTAHQYKTYYTKYIQWCQLNQIIPTP--------REKSSNSVP------YKDLP-ISAGLI

---------------MYSTIEEPMSSEDKFQELVDSLKPRTAHQYKTYYTKYIQWCQLNQIIPTP--------EKDSVNSVP------YKELP-ISAELI

-----------------------MSPKDKFQELVDSLKPRTAHQYKTYYTKYIQWCQLNQIIPTP--------EDDSRNSVP------YKDLP-ISAELI

----------------------MISKDNEIRKLMESVAPIKVHQYKSYYMKYIEWCEQKELL-----------SFESNSSIP------YENVP-LLPQLV

-------------------MTEEGDLQSQVRKLSDTLSPRILHQYKTYYTQYIHWCQYNKVLV----------TANDNDPLP------YKDVP-VSAQLI

--------------------MDVEEQQQKLKLLEGSVSPRARYLFRNYFLQYVKWCQKHGLLQD---------EDLDSNREV------YSNLP-LYNAVI

---------------------MTAESDARIQSLLSSVSPRTLFQYKTNYSRYISWCESKQLIPSS--------ENINDDQEP-----LFETLP-ISARLF

--------------------MDESDTSSNVQFLLGSISPKIQLQYKYHFAQYINWCRNRNLLDVS--------QQQQQQQQPVTDEDIYRRLP-ISCFLI

------------------------MEVAKEKELFNTLSPRALNQYKSYYTKFIHWSIKKKHFIDQDLNL----QDDSDLVSI------YKHID-VSPYRL

------------------MGSAPNTHNAKAQQLFDALTERTKHQYKSYYGRYIKWCEENKLI-----------SKSLNENEI------FEKLP-LSSMLF

-----------------MTASSNMDVDLQVTNLMGSLSARTANQYKSYYTKYIKWCHSKGFI-----------LDTEDTEFV------YKHLP-VSSNLF

--------------------------MEEIRKLVDTLSPRTAHQYRSYCKRYVEWLVQKGIVEQEL-------REETLDAEQ------YAKLP-ISTQLV

-----------------------MDKESQVRKLVDSVSPRTAHQYKSYGDKYIRWLRDTGIL-----------QNEDAGEVL------YRDLP-LSAQLV

--------------------------MSKLDSLLKELPTRTAHLYRSIWHKYTEW---------------------------------LKTMPDLTGADL

-------------------------MELQLDRAFSRFSSRDVHRYKSYVKQYLEWCRERGL---------------DVESCS------AAELW-GSARRL

-------------------------MESQLDKVYARFSSRDVHRYKSYVRRYLDWCEEHEL---------------DVGNGS------NGEVW-ASAKRV

-----------MSGTESDGQDTMASVEQQVRELVDSLTPRTAHQYRLYHSKYVNWINTRIVAE----------NTAPSPQNP------YCGIP-ITAQLI

---------------MPDVPSRPMDPHLHIKALVDTLAPRTAHQYKLYHTKFIQWCRDNKLL-----------RRDPGADHP------YRDIV-VTATLV

-------------------MSPSPAPNPQIQALVDTLAPRTAHQYKLYHSKYIQWCRDNNLLRPTNAQHPTNAQHPTNAQHP------YHDIV-VSAPLV
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YGR140W    : 

Smik_6.235 : 

Skud_7.450 : 

Suva_7.427 : 

CAGL0I1031 : 

KAFR0C0204 : 

KNAG0B0072 : 

NCAS0E0073 : 

NDAI0I0276 : 

TBLA0D0288 : 

TPHA0D0332 : 

Kpol_YGOB_ : 

ZYRO0G1962 : 

TDEL0D0572 : 

KLLA0E0380 : 

AFR323W    : 

Ecym_1226  : 

SAKL0F0242 : 

KLTH0G0224 : 
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HWFLLDTLITDDKPGEKRE-ETEDLDEE-----EENSFKIA---TLKKIIGSLNFLSKLCKVHENP-----NAN---------ID---TKYLESVTKLHT

HWFLLDTLITDDKSGRNSV-EGEDFDEE-----DENSFKIA---TLKKIIGSLNFLSKLCKVHDNP-----YAN---------ID---TKYLELVTKLHT

HWFLLDTLITDDNSEERKE-EGEDVDEE-----EENSFKIA---TLKKIIGSLNFLSKLCKVHNNP-----SAN---------ID---TKYLELVTKLHT

HWFLLDTLITDDKFEEKKDGEEEDFDDE-----EENSFKIA---TLKKIIGSLNFLSKLCKVHNNP-----NAN---------ID---TKYLELVTKLHT

HLFLLECVIKW----------------------PIVASDVN---ELQIYIESFRFLKKLCDIHSEV-----DPN-------SEFD---D-YITDVLELHR

HRFLLDTLITN----------------------TDEIFSLQ---KLKEMINSLRFLYKLCAIHGNE-----NDS---------LD---DTYLDSVVHLHE

HRFIIDTVVLQNGNDS-----------------GTNEIDTE---AFGMIVQALQFYGKICSLYGNE-----RMD-------LNAS---LPYFVNVNLLHT

HCFIIDAYFGSNTNVSQNKDEADFEQLTISMTESNGATNIK---LLKKTIHSLKFLFKLCQIYNEQ-----LP---------PLD---ESYLHGIIDLHT

HWFIIDTFIINV---------------------PTSNSKLPTSEEIEKIIKSLKFLDKLCHVAKGN-----IEY--------TIDPRVESYLNSIPSIYS

HWFIIDTFYKQGEE-------------------DNAIYDFPATGTIRKIIVALRFFIKLIKIYDNSSAEKYFPDQVRDEESTLVDG--NEYLENLCKLID

HCFLLDLYISKDSNDNNDKITTTNDDKENLIA-ENIGVKLS---TLKKIISSLKFLVRVCTVYNNE-----NVS--------KVD---DKYLENITKLHS

HWFLMDDFITNTDAADSHSTIESSNLDH-----ESVSLKIG---TLKKIVSSLKFLAKICSIHKEG-----TED-------VHID---EKYLESIIRSHT

HWHLID---------------------------TMGTGSLP---SIRKCISSLKFLDKLCSIHREV-----DASTGDTAAVTKLD---EKYLENITRVRE

HWFLIDTLVRNGGNE------------------TEDEFKIP---TLKKVISGLKFLHKLCLIHGNK---------------LVFD---EKYLENVIKLHS

KLFLSQKYIVKYIAS------------------HDDIAKDP-----LPTCDAMIWFSRALDIENND---------------VLVL---QQRLYGLVKLLE

HWFLQSKW-------------------------GSGIESVA---EMKSVVNCIQLLGRELATG------------------AQLD---KAYIDNVVRLHE

HWFLQDIW-------------------------RAGGSGVG---ELKSIVNCLRLVSKEMGGE-------------------SMD---KEYLDNVIRLYQ

HLFALSEYIRQPHA-------------------AGEPFKIS---ALKKIFSSLKFLYKLCRVYDPH-----YAY--------SLD---DKYLENVVRLHS

HCFVLSQYVCV----------------------SDSQFSAS---VLRKMISAFKFLHRVCCAYEPD-----YPY--------ELD---HDYLEAVARLHV

HWFILAQYVCV----------------------ADAQFSVS---VLRKMISAFKFLHRVCRAYEPN-----YPY--------ELD---YDYLEALARLHL
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YGR140W    : 

Smik_6.235 : 

Skud_7.450 : 

Suva_7.427 : 

CAGL0I1031 : 

KAFR0C0204 : 

KNAG0B0072 : 

NCAS0E0073 : 

NDAI0I0276 : 

TBLA0D0288 : 

TPHA0D0332 : 

Kpol_YGOB_ : 

ZYRO0G1962 : 

TDEL0D0572 : 
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---HW--IDS---QKAITTNET----NNTNTQVLCPPLLKVSLNLWNPETNHLSEKFFKTCSEKLRFLVDFQLRSYLNLSFEERSKIRFGSLK---LGKR

---YW--IDS---QKAITTNET----NNTNTQVLCPPLLKVSLNLWNPQTNHLSEKFFKTCSEKLRFLVDFQFRSYLNLSFEERSKIRFGSLK---VGRT

---HW--LDS---QKAITTNET----NNTNTQVLCPPLLKVSLNLWNPQTNHLSEKFFKTCSEKLRFLVDFQFRSYLNLSFEERSEIRFGSLQ---AGRM

---HW--LDS---QKAITANET----NNTNTQVLCPPLLKVSLNLWNPQTNHLSEKFFKTCSEKLRFLVDFQFRSYLNLSFEERSEIRFGSLK---VGRT

---RW-------------DSLL----KDESQSSQLNKMATLSINMWNSNTQELSDKYFKTSMEKLRFLTDYHFYTLLNWPYKERSKLKLSHLKVH-NVEN

---YW-----------------------SQRDTNMNNLAIISLNLWNSNSNGLKETYFKGSLEKSRYLLDFHLVNYLRLSYTDRSKLKLASF----KVNK

NRINW------------------------------KPLVTVSLNMWNPEANSTN---FKSSMERLRFLVDFQFASYTKLTFQERSRLKMSSLQIRGQTLR

---FWNSLLNDGSKFLIEGHDGTFKINQNLTKSPTFQLLKISMNLWNPQTTNLSKIYFNSALKKHSLLLDFYFSNILRLSYSQKSLLTLNKL----KVHF

---QYEHMPK---IFTLSDNDD----NNNNNNNKVYKLLKTAVNLWNPNTTHLKNNEPRI---KLQFLLTLQLSTMYNITYDEQFDLLLSNFQTRPMIES

---HY---NKNQSGLQIYSNSI----ANSNVTANIPSLLKISLNFWNDNIHELNQKIFKSDLEKLRFLADFQINAYLNLSFNDRSAIKLVDI----YSTE

---SW---------YDFIENIN----NTINLTNTYPPLLRVSMNMWNPQTINLNEKVFKTTSEKLKFLIDFHFTNYLNLSYSERAELKLSDL----TTNN

---YW-------------YNELTAFNNTINMTNTHPAILKVSINLWNPQTLNLSDKIFKTGLEKSRFLVDFHFTNYLHLNYSKRSIIKLFQL----NGNK

-----------------------VREQEEEQGQLAQNLHIISANLWNPHS-QLPEKYFRNCFEQLRFLVDFQWRLYTKMSYMQRSRIRIAEL----VGHA

---NWA--------------------TVRSQKQTTLPIVKVSLNLWNSHTESLSEKFFKTSLEKLRFLVDFHFRVYTNLSYEQRSKIKLSELHGEVGVLA

----------------------------FDYSNVIAILQKISINLWNPSTDSLQSKHFKTCQDKLKLLLDFQWKFNTNVSFEDRTTVSLKDLQ---CILD

-------------------CTS----VLHENGALRGQFEKICVNVWNVRTPSLKEKYFKTCLDKVKWLLDYQLNYYTNAALDERKTWVLKDF----EVAE

-------------------QES----VIQNRNVGRLQFEKICVNLWNSETPSLNDKYFKTCQDKLKWLLDFQLNYYTNAGLEERKTWLFEDF----QVVE

---YL-------------DTDG----QNPDPPQLSQPLHKISVNLWNPHTASLNDKFFKTGLEKLRFLVDFHFQHYGRLSFGERSTVSLGSL----STDR

--------------------------SASAENPPFSPLHLVSVNMWTPHSNRLSEKYFKGGLERLRFLVDFHVQQYWHLPFADRARLKLGDL----RFAA

--------------------------SASAENPPLSPLHLISVHMWTPHSARLSEKLFRGGLEKLRFLVDFHVQQYWHLPFADRATLKLGQL----QLSN
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YHR036W (BRL1) 

  

             

             

YHR036W    : 

Smik_8.104 : 

Skud_8.94  : 

Suva_15.22 : 

CAGL0D0396 : 

KAFR0J0035 : 

KNAG0B0477 : 

NCAS0A0138 : 

NDAI0C0218 : 

TBLA0C0330 : 

TBLA0A0287 : 

TPHA0E0136 : 

TPHA0D0183 : 

Kpol_1023. : 

Kpol_1004. : 

ZYRO0G1689 : 

TDEL0E0318 : 

KLLA0C1052 : 

AAL070C    : 

Ecym_3188  : 

SAKL0G1007 : 

KLTH0G0620 : 

Kwal_23.57 : 
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---------------------------MESFENLSIRD------SFTSGMEHVDEEL-GGLSDLSISKQGP---------------TLSP---QLINRFM

---------------------------MESFENLSIGD------SFTSGMEQVDDEL-VGLSDLSISKNGP---------------TLSP---QLINRFM

---------------------------MESFGNLSIGD------SFTGGMEHVDEEL-VGLSNLSISKNGP---------------ALSP---QLINRFM

---------------------------MDSFGNLSIGD------SFTSGVEHGDEEL-VGLSNLSISKNGP---------------TLSP---QLINRFM

---------------------------MDDFVSLSIQD--------EYDKSTKNEDL-IGISNLCISEGS----------------KLPQ---QLICKFM

--------------------------MEVNFSNLSISD-------------NKENEMDLNILGLSIQDG------------------------NPSKKYM

---------------------------METFSNLSLSD---------VTDTSEDVGIDSSLLNLSLNGGSQAND------------AMEM---QLKQRFM

---------------------------MDAFSNLSIDD---NTSPGGGGATTASIDTLQGISNLSISDPSPNPNQSNNNN------NLSR---DVIHKFM

---------------------------MEVFSRLSLDDNDTNRTITNEDNNETTKEL-VGISNLSLNDSHMNMNMNTHQDIHSDINSLPP---SVIKTYL

---------------------------MELFSQMSLND------------NTDQNEL-SGLSSLTISDDYRMTSQRFRS-------HDGNEGYTYSNDQN

--------------------------MLEDHAKDPSPG-------------------------------------------------LSK---DILSKYL

---------------------------MDLFSQLSLQD---------QNVGTNDEAL-LDLSKLSLVEKTE---------------DISA----------

--------------------------------MIIEPG--------------------NGLDLLASKDCSSYYEKDFKN-------QNSH---DIIDKYL

---------------------------MELFGNLSIAD-----------SDPIDEDV-LRISKLSLNE------------------PVPN---DLVD---

--------------------------MSDDMNNYNHNG----------------GEI-ESVSPIRLTSRDNMC-------------SLPP---HLLNKYM

---------------------------MDKFGKLSIDD--------ELDRTIREEDL-VRLSNLSISDEIG---------------RMSP---QVFTKYM

---------------------------MEQFGSLSLED--------EIDQKARDEDL-MSISRLTISDNTF---------------NVSP---QLMSRYM

---------------------------MEEFNALSLTS-------SCQDDTLEESDL-LAMSNLSISERK----------------PMPE---ELINKFL

-------------------------MMEELVSYLSGTD--VTHTGIRRDKTLQDVDL-SAISRLRISEPGVSQCARERS-------TISE---EYRCKLQ

--------------------------MMDEFCQLSIAGQEEENKVGCAEDTLQGLDL-SAISKLTLNDSNGGAVNGDNE-------SMSMMPIGMMTKVM

MMFGEIKQNKKKVALQEFYNQYKKASEMDGFGKLTICD---------ADSTIQEEDL-NAISNLRISETESAANDEK---------NLPP---QIMNKFM

---------------------------MDEFSKLSLAD---------PSTTVQEEDL-QAILSLNICEDDSKPIGNKA--------QLSQ---KIMDKFM

---------------------------MDEFSKLSLAD---------PRPAVQDEDL-EAILKLNISEQNDVQGHEKG--------QLPQ---QIINKFM

                              f      d                                                              
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YHR036W    : 

Smik_8.104 : 

Skud_8.94  : 

Suva_15.22 : 

CAGL0D0396 : 

KAFR0J0035 : 

KNAG0B0477 : 

NCAS0A0138 : 

NDAI0C0218 : 

TBLA0C0330 : 

TBLA0A0287 : 

TPHA0E0136 : 

TPHA0D0183 : 

Kpol_1023. : 
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ZYRO0G1689 : 

TDEL0E0318 : 
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PHFPSSPSPLRNTL-------------------DFSAAKADEEEDDRMEIDEVDDTSFEEEYNNEP------------------------------IETH

PHFPSSPSPLRNTL-------------------DFDTIKGDEEEDDLMEIDEVDDAGFQDEYNQKP------------------------------IESP

PHFPSSPSPLRNTL---------------------DFSASNDDEDDRMEIDEIDDTSFEEECSSEP------------------------------VKAP

PHFPSSPSPLRNAL-------------------DFTVNKGDEEENDLMEIDEVDDTSFEDDYNKEP------------------------------VEAI

PHVPVSPSPLRNAF-------------------------HVEMLQEDMEIDEEGINVPPEDQVAPLSDNTRGSSPNSVFEEQRGASNGTAVESETEKEIE

NYLPVNPSPLRQNF-------------------------NELASYDEMEIDTEDVVES--------------------------------------NDVD

PFVPVSPSPLRHSV---------------NGARYNDGDALIDLDEDLMEVDEVDEVETVSDAEQPPITP---------------------------LAPL

PHFPNYPSPLRNSM------------------HFLDSGRTTTFDDDVMDLDMNMDEQPPQDDI---------------------------------VVNE

PHFPNYPSPLRNTF---------------QFYDSMGDSYEMDIDDDIEENDAQETEQESRRINGTPVATTSSSSGVQFNGNNFKVPIKKKKASVHFVEPK

QYISSNLNPLKQGYVNTSFNVDNNTGLNENFIDIKPMDLGNLDLDSDMDIDVDDDLNLMNRTGVAIDSDLMESKSVGEID----------------PPIK

QYTPNNASPLRNEY--------------------------------------------------------------------------------------

-----------------------------------------------MDID---------------------------------------------AMSV

KYTPNNPSPLRKAL-------------------EIYSDVGYDGESSGYNFSDDEIGYFDDEHNHIETGGNKKRKRRYRYSS---------------DEER

----------------------------------------DEILSDSMDVDQL-------------------------------------------SLQQ

PHFPTNPSPLRQLL--------------------ELTEYAEDIDDEDLENDGGEDGGDRGISDISDDFEFKKLSPTSFLKW---------------NNDK

PHSPVCPSPLRHAM-------------------------QLDPLGDKMDVDELIDEEANAEGEGEGVDTRIVQRSQDILEEGDMQRDVQEASPTPSPTKQ

PHFPALPSPLRNSF--------------------------SFVEGDQMEIDECEDGLSIRNENNDTNPSTDDR-----------------------QEPR

PYTPPCPSPLRATV-----------------------SIPKSDHDDLMEIDEIYDIA---------------------------------------GNED

PYFSTTPSPLRQTI--------------------------VAESDDEMDIDPAESVE-------------------------------------------

SHFPNSPSPLRQTI------------------------ALVDNTSDEMDIDPEEP---------------------------------------------

PHFPTCPSPLRQTL-------------------------VIVDESDRMDVDSREELE-------------------------------------------

PHVPSSPSPLRQAV-------------------------LVDEIHDEMDIDAKEESD-------------------------------------------

AHVPSSPSPLRQAV-------------------------FAEDNNDEMDIDLEEEII-------------------------------------------

   p  pspl                                        d                                                 
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TEATENAVVEEIEATPEERQKQEKNES----QDQSVEEVENIVSPHRSTVIKALLSPTDLGVAAATKVEGVVPLPPSANQDDNESSNNNAEG------ED

VNAIEKAIVEEIEATPEDPPKQEKIES----QAQDVKAVENIVSPHHSTVIKALLSPTDLGVAAATKVEGVVTLSPSATQGSNKVSKSNSEG------GD

VEVKKESMVEEIEATPEDRKEQENSER----QDRNLRENENIVSPHHSTVIKALLSPTDLGVAAATKVESVVPIQSAKLGSNKISESNTGGE-------N

VEVDQRSIVEEVEATPEDKQKQENSES----QNEHQQGDRNIVSPHHATVIKALLSPTDLGVAAATK-VESIVPLPQAILDSNQVSKSNLET---GNENE

QGINAIGKISLGSTKDDDDLLDDSEVTEKGDESGDWSDINEEQSIDKKSVIKALLSPTTLGIAAATKHDPTLRPSLINAEMEKRTKVTEEPE--------

VLFKDNLNIVHEETEELDELEVEINEN-------EEIYDEKELSLPKKNVIKALLSPTQLGAAAAATAYKG-----------------------------

QEMRESIYAADFKADTREQLSSDDEDE--KHAKHVPDSTQSATTPTSTSIVRKLFSPTQLGAETAGVLNADCNHTPHKAKHDAVEGHMNAA---------

NQIRRVKFAEPIERTLHSVPEEEEEAQQPDKKQSTSNANANANANANPNMLKALLSPTKLGIAAATK-IDGIPVVPESVPPDTNEIEEEIPK--------

RNFARRNNETPHTDKENNDEEANDDDELSGAEEEEGEDEEKNNKLSNTTMLKALLSPTKLGVAAATK-IDGITHLPIEEEKKRAEGDPNVSE--------

NNTTITKEIHDKDELSCDDLELEEEPLHDLGPLENSKDEKEIINFVGKVLFTLYFHQLSSGIAAATRHNSVSINKPKLEPGDNQTQLQEKPL--LDTNIN

------------RPSPRNSLIITTSNL-----------NSSITTTTDESGSKQLQSPVSENSHQDTHENQDLTLVNDGEESDKETTED------------

NDIESTNTLKSVSSIPVDEILSVKSFN--GGENMVVSDEENQNNNDNTNFIKSLLSPTSLGIAAATSMSTGGEYVNNENPEQIYTIEEPVDE--------

LKLLTKHIDYQDQPVKKRDIIKDVIFKINKRIRKIKKCIYCIDFFVIMGAMKVILSPSRLGILISSI-LYGIKLRPNGEESKYDIYYNSTSKVRVFDNGQ

NNIEQLGNDVESIQEPDEEIEETDEKE-------------------NQIILKNLLSPTSLGVSIAQN---------------------------------

WGIISKKKSTGRGNNTKFKKYIENSDR-DGPSLIKKLKPELFNLHVLTALCKGCISPTAIGILIAIK-IYNISLEHNGYTLDSRIEKNSYDN--------

VSKEKSSQDNNTAKNHDDVMKEEVSEL------DESDSKEDEESVHRGAVIRALLSPTSLGVAAAAK-IDGIPIESPAQASKPAPKEVLNTD--------

VTFVMPDVRHGREKKSSAVREEVEEVEEDDRIDPKEHNEQREDGTSSTAVIKALLSPTSLGVAAATK-IDGIPLEPPREIGHLNDSVEYTSG--------

KKIQGTQNGKMKDGVGEDLLVEDTEDT------------YLDSKGEQTGLIKTLLSPTSLGIALATRDLENKPEPSNDESANAATEIPVEPI--------

--------AERTDAEQLEDVLQDEEPE---------EDARASSSGHRGSVIKALLSPTTLGVAAATKELEDLAAPAAPPPVPAAAAAAPLRS--------

--------ASQSLKCEDEDLLDDLQETTDYQEQVGSQLKQEEEGGSTGSVIKALFSPTTLGVAAATRELEGIAS-PRVVSPTAGSNDLSCNR--------

------EEQSNGKTFQDNELLDDEPEV------QAEDTDLITNAANSKAVIKALLSPTSLGVAAATK-LDDVPISLAPEPSHTIEEELEQPA--------

-----TERSEINSAFIENDLLHESEAE--------EEEPAQTASPNSKAVIKALLSPTKLGVAAATK-LDDYSSESSVPAATPATDGQASHL--------

-----SQEVSNPSKAEENELLADSEGD----DGISESEGSHLESPSSRAVIKALLSPTKLGIAAATK-LDDLPHIPGNSLDENVTVPGPMPE--------
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YHR091C (MSR1) 

  

             

             

YHR091C    : 

Smik_8.169 : 

Skud_8.152 : 

Suva_15.28 : 

CAGL0A0176 : 

KNAG0B0438 : 

TBLA0A0338 : 

YDR341C    : 

Smik_4.604 : 

Skud_4.610 : 

Suva_2.511 : 

CAGL0A0218 : 

KAFR0A0554 : 

KAFR0D0489 : 

KNAG0C0526 : 

NCAS0H0187 : 

NDAI0C0176 : 

TBLA0H0173 : 

TPHA0E0197 : 

Kpol_1059. : 

ZYRO0A0671 : 

TDEL0E0232 : 

KLLA0A0704 : 

AFL206C    : 

Ecym_1318  : 

SAKL0G0772 : 

KLTH0E0281 : 

Kwal_55.20 : 
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---MFGIVYLK--------NRSLLCKNPFSSYPRYGFMPSFDTQFSNQF--------------------------RKLEINIGRKRYSSKTLNTKYTDQP

---MFRILDPK--------NSSLLRKSIFSFRLRYSLVPLFNTYSRETF--------------------------YSSKIISGQKRYSSKTWCVKHNGND

---MFRILDFK--------NCRLTGRRHFYSHFRYGLGSFFDTRFRER---------------------------FCSKTNMEQKRYSSETSNVKCNEQS

---MFRILHFK--------NHSLPCKGHFSSHLRYNPIPLLNTQFRHTF-----------------------------CTSRNDIGQNSHTSRPKLSEKS

---------------------------------------------------------------------------MLPSRCLSSTRILVFSRSYSVAKVS

----MLYSRWK------------AFTKGFSYLRHTPEECRLKGQSFR----------------------------SYRPVYLFCRFQHTTTQSLSKEPST

---MIIFTKNA-GFRYLQLTRIYKSYNRLILKTLTTYSLRRCLYTNKNRYNNSVL--------------------TTKKYELCCLHNKKNYSQNSKIKDN

---------------------------------------------------------------------------MASTANMISQLKKLSIAEPAVAKDS

---------------------------------------------------------------------------MASTENMISQLKKLSIAEPAVAKDS

---------------------------------------------------------------------------MTSTESMISQLKKLSIAEPAVTKDS

---------------------------------------------------------------------------MASTENMISQLKKLSITEPAVAEGS

------------------------------------------------------------------------------MTSLTAQLKNLSIEEPKALEGS

-----------------------------------------------------------------------------MSTSIASLLQNLSISEPSSLEGS

---MIELFERSFYNTALTRNRSALSTIHSCSYKVHAIISIVHKKCGLST--------------------------SPLKRNLTFRLQQEGIEIPKNVDGS

----------------------------------------------------------------------------MSSANIASQLEKLSISKVPALEGS

MNHREGWTYYEKTSQVLYILCTFLYLMFKGRIQSLNFTTSRFSSVIFRGYSSYRKIQFRYKTTSLELVRLQHTR-KMSTENITSQLQKLSVKEPKVMEGS

---MLFSMFFRPLSLSLSISSRLSTFLTRCQHFNKYHLLHRRTILSIRQQGR-----------------------TMSTKNITAQLQKLAIKEPKAIEGS

----------------------------------------------------------------------------MSTSLLQTKLNELSIEEPKVLEGS

---MIKSCSSTLLHNINSFTSVCKNKRLSNFLANRFNYNFDLNYLHIDKNPTSIRFYSNKKLHKPEIKREASEKYKMSTEHISQQLTKLSLALPAVVEGS

---MLKRVSYTLIN-----YCRCFNIYKKPSSLAVAGSRLFSSSRNQFNH-------------------------TMSANSIMDQLSKLSIKEPMVMEDS

---MWKRI-----------TSSLFQRFTLPLYHRKFPIKKLSIKRELSTLQP-----------------------IKMSNTFAQHLQKLSINDPPVFEGS

---MFKRVSSTLVSLQNCLFSQFRGQLPKNARISLHISRATSTLMS-----------------------------APATNTISAQLQKLSIQEPTKVEGS

---MLRRLSSPVL--S---SIIRTTKHIIFSERTYTAALSSYRSPHINN--------------------------TRMSSSIVSQLKKLSIEEPTKVAES

---MLSGISAA-----YSISSLISSRRIFPAALRFTVTRVHSFRQHINI--------------------------KMPGDTISQQLAKLSIQAPTKMAGS

---MFQRLSRAFLSVRHLNSRKYLLLDAYSAYRQ--PVNLFQRTFSSN---------------------------MSAVENVCSMLARLSIQEPKRIEGS

---MLRRVSHSFLSTHSLSNLLYSGLKLQRFPSLRFFQTTTNNNIKM----------------------------TTVTENIANQLKKLSINEPTVVEGS

---MLRRAVNFVAISRSFQVRLKQHRIWRLQGLRYFSHQPE----------------------------------IMSATSITSQLQKLSIQEPPALEGS

---MLRRAVELAVISRSFRVCFWQQRQILSGSVRNLHCQAR----------------------------------KMSATSITSQLQKLSIQEPPAQEGS
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----EGPIYPLDVLRLDISKALHDISGIDHSLILNALESTNSMDRGDLLLPLPKI---KVADPVAVANRWAIELSTHGCIGKVCAKGPFLQFFLDQRYLI

----ESSIYALDVLRQDVSKELNNISGIDCSLIFNALESTNNMDSGDLILPLPKI---KVTNPVTTANRWATELVTHGSIGKVCAKGPFLQFFLDQRYLM

----ERAIYPLDALRQDISKVLSNISGIDHSLILNALESTNNMNKGDLILPLPKI---DVADPVAVAKRWATELIACGSLGEVCARGPFLQFSFDQKYLL

----EQVVYPLDTLREDISIVLNSISGIGRSLIVNALESTNSMDRGDLILPLPKI---KVADPVAIAKRWATELSPYGSLGKVCAKGPFLQFSFDEKYLL

----FPEHNVLDIIKENLSNKLSSLSGVDNNKVFNSIDVTSGLEKGDLIIPLPKI-VAHKEDLVSLARTWGEKLSDQPYMAKVVANGPFLQFFIEPHYLT

----FPS-NVLVETRTEIAKKLHELSGIDKHFIYESIDRPNKLDSGDLLLPVPRL-KYKCNSYKELAKQWAAGLSQLPCCEKVVASGPFIQFFLNHLLLT

TSYARDEKDVFEKPKLFITNHIATQLGIDTSLVHDAIDIPKKTTLGDLILPLPKL-RLIGTNYTELGKKLVNTIPSSKYIKTIVAHNAFIQIFLNPLYIY

----HPDVNIVDLMRNYISQELSKISGVDSSLIFPALEWTNTMERGDLLIPIPRL-RIKGANPKDLAVQWAEKFPCGDFLEKVEANGPFIQFFFNPQFLA

----HPDVNIVDLMRNYISQELSKISGVDTSLIFPALEWTNTMDRGDLLIPVPRL-RIKGANPKDLAVEWAEKFPCGDFLEKVEANGPFIQFFFNPQFLA

----HPDVNVVDLMRNYISQELNKISGVDPSLIFPALEWTNTMDRGDLLIPVPRL-RIKGANPKNLAVEWAERFPCGDFLEKVESNGPFIQFFFNSQFLA

----HPDVNVVDLMRNYISQELSKISGVETSLIFPALEWTNTMDRGDLLIPVPRL-RIKGANPKALAVEWSEKFPCGDFLEKVEANGPFIQFFFNSQFLA

----FPEVNVVDLMRNYIAQELSKISGVDAAQIFPALEWTNTMDRGDLLIPVPRLVRTKGSNPREIATEWAEKFPCGDFLEKVEANGAFVQFFFKPEFLY

----FPDVNVVDLMRNYISEELSKISGVDRTLIYPALEWTNTLDRGDLLIPIPRL-RIKGANPKDLAAEWAEKFPCGEYLSKVEANGPFLQFFFKPELLF

----RQGENIIDLLRNYISQELSKISHLHPNNIFSAIERSKNVKNGDLLIPIPKL-CSKGDNARELAIQWSKNFPRNQILHEVKSNGHFLQFFISPSLLS

----FPDYNVVDVMRNYIATELSKISGVDSSLIFPALEWTNTMDRGDLLIPIPRL-RIKGANPKELAVEWAEKFPLGEFLSKVEANGPFLQFFFNPQLLM

----HPDVNVVDLMRNYISEELSKISGVDEALIFPALEWTNTLERGDLLIPVPRL-RIKGANPKELAFKWAEDFPCGDFLDRVEANGPFLQFFFKPQFLF

----HPDVNVVDLMRNYISQELSKISGVDEALIFPALEWTNTLERGDLLIPVPRL-RVKGAKPNDLAAEWAEKFPCGEFLDRVEANKAFLQFFFKPQFLF

----FPEVNTVDLMRNYITQELSKISGVDESLIFPALEWTNTQDRGDLLIPVPRL-RIKGANPKDLAKEWAEKFPCGKYLSKVEANGPFVQFFFDPTFLF

----NPDVNVVDLMRNYISQELSKISGVDTKLIFEALEWTNTPERGDLLIPVPRL-RIKGSNPKDLATEWAEKFPVGDYIDKVEANGPFLQFFFKPSALF

----FPNVNVVDLMRNYITQELSKISGVDEKLIFPALEWTNTMERGDLLIPIPRL-RIKGANPKDLAEEWSSKFPCGDFLEKVEANGPFIQFFFKPDFLF

----HPEANVVDLMRNYVAEELSKVSGVDAKQIYPALEWTNTLERGDLLIPVPRLVRQKGINPREIAQEWAEKFPQGELISNVEANGPFVQFFFNPQFLF

----HPDVNVVDLMRNYITQELSKISGVDPSLIFPALEWTNTMDRGDLLIPVPRL-RIKGSNPKDLAADWASKFPCGEFLEKVENNGPFVQFFFNPEFMF

----HPDVNVVDLMRNYITQELAKISDVPAEQIYPALEWTNTLERGDLLIPVPRLVRKKGINPKEIAEEWATKFPCGDYLEKVEANGPFVQFFFKPEFLF

----HPEANVVDLIRNYITDELSRISGVAGPLIYEALEWTNTLERGDLLIPVPRL-RIKGSNPKDLAAEWAVAFPCGEYLDRVEANGSFIQFFFKPQFLF

----HPDVNVIDLMRNYISQELSTISGVCSSLIYEALEWTNTLDRGDLLIPVPRL-RIKGSNPNDLASEWASNFPCGEFLDKVEASGSFIKFFFKPEFLF

----HPDYNVVDLMRNFITQELSKISGVDASLIFPALEWTNTLERGDLLIPVPRL-RIKGANPKDLAAEWAKSFPCGEFLDKVEANGPFIQFFFRPQFLF

----FPNVNVVDLMRNFISVELSKISGVDTQLIYPALEWTNTLERGDLLIPVPRL-RIKGSNPKDLATEWAEKFPLGNFLTKVEANGPFVQFFFKPDFLF

----FPDVNVVDLMRNYISSELSKISGVDSQLIYPALEWTNTLERGDLLIPVPRL-RIKGSNPKDLATEWAEKFPLGDFLSKVEANGPFVQFFFKTEFLS
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QSTVPNILLQKGKYGQKKSRHQKKVVVEFSSPNIAKPFHAGHLRSTIIGGFLSNLYEAMGWSVTRMNYLGDWGRQFGLLAVGFKRYGDEKTLQKQPIQHL

QSTVPTILLQKGKYGEKKSHHQKKVVVEFSSPNIAKPFHAGHLRSTIIGGFLSNLYEAMGWSVTRMNYLGDWGRQFGLLAVGFERYGNEKALEKQPIQHL

QSTVPSILLQKRKYGQERPRYQKKVVVEFSSPNIAKPFHAGHLRSTIIGGFLSNLYEAMGWSVTRINYLGDWGRQFGLLAVGFERYGNEKQLQKQPIQHL

QSTVPSILLQKEKYGQVKSRQQKKVVVEFSSPNIAKPFHAGHLRSTIIGGFISNLYEAMGWSVIRMNYLGDWGRQFGLLAVGFEKYGSEKALEKQPIQHL

GKLLPKILEERERYGQIPLVKDKKVLIEFSSPNIAKPFHAGHLRSTIIGGFLSNLFQNFGWNVTKMNYLGDWGKQFGVLAVGFERYGDEKMLETDAINHL

TSSIPCILQQSDNYGRSDLLLGKRTLIEYSSPNIAKPFHAGHLRSTIIGGFLSNLHETLGSDVIRMNYLGDWGRQFGILAVGFEMFGDETKLEQDPIYHL

QTLLPKVLTEKENFGRYNEGKGKKVIIEFSSPNIAKPFHAGHLRSTIIGGFLSNLYDTMGWSVTKLNYLGDWGKQFGLLAVGFEKYGVKEDFLKDPINHL

KLVIPDILTRKEDYGSCKLVENKKVIIEFSSPNIAKPFHAGHLRSTIIGGFLANLYEKLGWEVIRMNYLGDWGKQFGLLAVGFERYGNEEALVKDPIHHL

KLVIPDILIRKEEYGSCKLVENKKVIIEFSSPNIAKPFHAGHLRSTIIGGFLANLYEKLGWEVMRMNYLGDWGKQFGLLAVGFERYGNEEALVKDPIHHL

KLVIPDILNRKEDYGSCKLVENKKVIIEFSSPNIAKPFHAGHLRSTIIGGFLANLYEKLGWEVIRMNYLGDWGKQFGLLAVGFERYGSEEALVKDPIHHL

KLVIPDILTRKEEYGSCKLVENKKVIIEFSSPNIAKPFHAGHLRSTIIGGFLANLYEKLGWEVIRMNYLGDWGKQFGLLAVGFEKYGNEEALIKDPIHHL

KTVIPDVITRGEEYGACKMVDNKKIIIEFSSPNIAKPFHAGHLRSTIIGGFLSNLYEKLGWDVTRMNYLGDWGKQFGVLAVGFERYGDEEKLAKDPIHHL

KIVLPDILTRKEKYGYSNLGQNKRVIVEFSSPNIAKPFHAGHLRSTIIGGFIANLYESLGWEVIRMNYLGDWGKQFGLLAVGFERYGNEEALVKDPIHHL

NVLLPYILQSRDKYGSQFLEDRKTILIEFSSPNIAKPFHAGHLRSTIIGGFLSNLYEKRGWNVVRMNYLGDWGIQFGLLAVAYRKYGNEQLLKENPINHL

SVVIPDVLTREEQYGACPLVENKKVIVEFSSPNIAKPFHAGHLRSTIIGGFLSNLYEKLGWEVTRMNYLGDWGKQFGLLAVGFERYGNEEALVKDPIHHL

KVVVPDVLARKDDFGSCKLVDNKRVIVEFSSPNIAKPFHAGHLRSTIIGGFLSNLYEKLGWEVIRMNYLGDWGKQFGLLAVGFERYGSEEALAKDPIHHL

NVVIPDVLNRKDEYGSCNLGDNKKVIIEFSSPNIAKPFHAGHLRSTIIGGFLANLYEKLGWDVIRMNYLGDWGKQFGLLAIGFERYGSEEALAKDPIHHL

NIVLPDILTRKEDYGSCKLVDNKKIIIEFSSPNIAKPFHAGHLRSTIIGGFLSNLYEKLGWNVTRMNYLGDWGKQFGVLAVGFEKYGSEEELAKDPVHHL

NIVIPDILERGDDYGSYKMEQKKTVVFDFSSPNIAKPFHAGHLRSTIIGGFISNLYEKLGWNVVRLNYLGDWGKQFGLLAVGFEKYGNEESLSKDPIHHL

RVVVPDILTRKEEYGSCKLVENKRVILEFSSPNIAKPFHAGHLRSTIIGGFIANLYEKLGWEVIRMNYLGDWGKQFGLLAVGFERYGSEDALAKDPIHHL

HTVVPDILTRTEDYGACKYVENKKVLIEFSSPNIAKPFHAGHLRSTIIGGFLSNLYEKCGWEVIRMNYLGDWGKQFGILAVGYERYGDEKKLAEDPIDHL

KTVLPDILTRKEEYGSCKLVEDKKVIVEFSSPNIAKPFHAGHLRSTIIGGFLANLYEKCGWEVIRMNYLGDWGKQFGLLAIGFDRYGDEEKLVKDPIHHL

KIVLPDILTRKEKYGSSPLGGNKKILIEFSSPNIAKPFHAGHLRSTIIGGFLSNLYEQLGWDVTRINYLGDWGKQFGVLAVGFERYGDEEALRNDPINHL

NVVVPDVLTRKEDYGSCKLVENKKVIIEFSSPNIAKPFHAGHLRSTIIGGFLSNLYEKMGWEVIRMNYLGDWGKQFGLLAVGFEKYGSEEALEKDPINHL

KFVIPDVLNRGEDYGACKLVENKRVIIEFSSPNIAKPFHAGHLRSTIIGGFLSNLYEKLGWDVIRMNYLGDWGKQFGLLAVGFERYGDEEALQNDPIRHL

KVVIPDILIRKDQYGAAPLVKDKKVVIEFSSPNIAKPFHAGHLRSTIIGGFLSNLYEKLGWDVIRLNYLGDWGKQFGVLAVGFERYGSEEALAKDPINHL

KVVLPDILTRKEEYGSAPLVQNKKVVIEFSSPNIAKPFHAGHLRSTIIGGFLSNLYEKMGWDVVRLNYLGDWGKQFGVLAVGFERYGDEEALSKDPIKHL

KVVIPDILTRQEQYGAAPLVKNKKVVIEFSSPNIAKPFHAGHLRSTIIGGFLANLYEKLGWDVVRLNYLGDWGKQFGVLAVGFERYGDEEALRKDPIKHL
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YIL139C (REV7) 

  

             

             

YIL139C    : 

Smik_9.30  : 

Skud_9.28  : 

Suva_9.49  : 
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         *        20         *        40         *        60         *        80         *       100

MNRWVEKWLRVYLKCYINLILFYRNVYPPQSFDYTTYQSFNLPQFVPINRHPALIDYIEELILDVLSKLTHVYRFSICIINKKNDLC-------I-EKYV

MNKWVEKWLKIYLKSYINLVLFYRNVYPPQSFDFTTYQSFNLPQYIPVNRHPALIDYIEELILDVLSKLTHIYRFSICIINKQNDLC-------I-EKYV

MNRWVEKWLKVYLKCYINLILFYRNVYPPQSFNFTTYQSFNLPQYVPINRHPALIDYIEELIIDVLSKLTHIYRFSICIINKQNDLC-------I-EKYV

MNKWVEKWLKVYLKCYINLILFYRNVYPPQSFDFTTFQSFNLPQYVPINRHPALIDYIEELILDTLSKLTHIYRFSVCIINKQNDLC-------I-EKYV

MNYFIEKWIRVYLKCFINLILCHRNVYPKSSFTYTTYQGFNLPQYLPITRHHGLNSYIEEFISDLLGKLDHVYHLSLFVISKHNGWA-------I-ERYV

MNKWIAKWFKIYLKSYINLILYHRNVYPANTFTSTTFQAFNLPQFVPINRNPSLQSYIEELIDDLLSKLSHIYRINICINDAVTNLC-------L-EKYV

MNQWVAKWLRIYLKSYISLILYHRNVYPAVSFELTTYQSFNLPQFIPVSRHEGLISYIEELVTDLLSKLIHTYRVSVCILDSQDESR-------VLERYV

MNKWVTKWIKIYLKCFINLILFHRNVYPSVSFDFTTYQAFNLPQFIPINRHPDLQEYIEELILDVISKLTHIYRFCICIIDKENGLR-------I-EKYV

MNKWITKWLKIYLKSYINLILYYRNVYPSTTFDFTTYQTFNLPQFTPINRHPQLQSYIEELILDLLSKLNHIYHISLCIINKSNEIC-------V-EKYV

MHPFVKKWVTVYLKCGINLILYYRNVYPAASFDLTTFQGFNLPQFMPMNRHPAVLEYIDEFIEDVLFKLQRTHKITLCIITPKDYRC-------I-ETYT

MNELIEKWIKVYLKSYINLVLYHRNVYPSITFELTTYQAFTLPKFIPINRHQGLQQYIEELINDVLSKLIHIFKVSIGIIDKENNVC-------I-EKYV

MNKWVNKWIRVYLKCYINLILYHRNVYPEVSFDITTYQGFNLPQSIPINRHVGLQNYIEELIEDLLSKILKIYRFSICITSFEDNIC-------V-EKYV

MNIWIEKWIKIYLKCFINLILYQRNVYPAASFDLTTYQAFNLPQYIPVNRHPQLQQYIEELILDLLGKLLHIYGVSLCIIAKDTGIC-------I-ERYV

MNYWIEKWLKVYLKCFINSILFHRNVYPAESFDITTYQAFDLPQFTPVNRHPGLQEYIEELILDLLSKLIHIYGLCLCVVTKEDNVC-------V-ERYV

-MKFIEKWLPVYLKAWIQLIWYHRDIYPRETFSWTDYHAFNLPSHIPVNVNPELQKYLDELCDDILSKLKQLHYLNLYICECDDEDY-------VIERYC

MALSIEQWLLLYLKCFINAVLYYRNVYPPESFSWNKYQAFNLPRHMPITRHQGLQDYIEELCLDITSKLVHLRSFSLHIVGAGVAGA----AGQLWERYI

MNKGVEKWLKLYLKCFINIVLYYRNVYPPESFNWSRYQAFNLPRHLPVTRHQGLEQYIEELSNDLLTKLEHIRCFNLNIVTSDDSKSYGIPSGQVWERYV

MNGFIEKWLKIYLKCFVNVVLYYRNVYPSESFDWTTYQAFNLPRYIPINRHPGLQKYIEELVVDVLGKLPHVHRFNLLIVTQED-VC-------V-ERYV

MFKVVEKWLQIYFKCIINVVLYYRNVYPKESFDWTTYQAFNLPRHIPLNRHPQLQEYVETLVTDVISKLGYIKNFNLRIVNQEDGAC-------I-ERYV

MNRLVEKWLRVYFKSFINVILYYRNVYPEESFDWTSYQAFNLPRHVPVNRHPGLQEYIETLVTDVLTKLESICNFNLRIVNLDDGAC-------I-ERFA
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LDFSELQHV-------------DKDDQIITETEVFDEFRSSLNSLIMHLEKLPKVNDDTITFEAVINAIELELGHKLD---RNRRVDSLEEKAEIERDSN

LDFGELQHV-------------DKDDQIITESEVFDEFRSSLNSLILHLEKLPKINDDTVTFEAVINAIELELGHKLN---RTRKIDSLEEKLEVDRDSN

LDFGELQHV-------------DKDDQGTTETEVFDEFRSSLNSLIFHLEKLPKINDDSVTFEIAINAVELELGHKLD---RTRKIDNLEEKLEVERDSN

LDFGELQHV-------------NKNDQVITETEVFDEFRSSLNSLILHLEKMPKINDNSVTFEVAINAVELELGHKLD---TRKNVDNSEEKLQIERDSN

LDFGQFQHG-----------QPVDKDIVLKEGEVYDEFRSSLNSLITYLEKQTPIRDDTVTFEFVIDTIEMALGRKFGI--DMDPKTSKSQVVDFERDTN

LDFSEFKHV-------------ENDS-MPAEGEVFDEFRSSLNSLISKLEKLRQIKDGSVVFEIVINAIELELGHS-----TTSFTTDKKEMMAFDRENN

LDFSEFKHT-------------ENQG-VVTETEVFDEFRTSLNSLITRLEKLPSVRNGAVSFEIAIGTVQLELGHAIE---TGWDLRSQEQLDAFERDVN

LDFGEFQHQ----------QSNEQDDDVINETEVFDEFRSSLNSLISHLEKLNAIKDDAVSFEVVINAIDLELGHR-----GMENIKNLDAKLGYDRDIN

LDFGEFKHITTTTNNARDDGDDDEDNQILSESEVFDEFRSSLNSLISHLEKLPKIKDNMVTFQIVINAVELQLGHHPHYSLNHESINNENELLQFDRDVN

FDFRNFNHL------------GVEDPQKLREADVYDRFRASLNNLIQRLEKLTPIKDDSVSFELVATLIGVELGHTFD---KINHFNNNFQKLFYERDMN

LDFGEFQHL-------------DDIS-SLTEMDVYNEFRSSLNCLITQLEDMPQVKDDTVAFQVFINTVEYNPLATIE---SIERVSNEDIKNTFDRAAN

LDFGEFKHI-------------ENIG-TLQESEVFDEFRSSLNSLISILEKMPPISDDTVTFEATINVIDMQLGENSQ---DISTITNEEQKLEYERDTN

LRFDEFEHV-------------DDVG-ILSETEVFDEFRSSLNSLTAHLEKQPPIRDDTVTFEIIINTLEMQLGHKPR---EMESIRTQDDQLTFDRDVN

LSFDEFRHV-------------DEVG-TLSESEVFEEFRSSLNSLTAHLEKLDPIKDDTVAFEIIINTMEMQLGHRPQ---GNERLKNQEAKKAFERETN

LDFGDINHL------------DKTEANTDQENLVFDEFRSSIYSLIAHLEKLPQLEPGKYTFDIVIETVEMSLGHMS----NENLPRSKENVTNLERDWN

LDFAEWNHG----------------GGEVHESEAFDSLRACLNDLLCKLEQLPAVAPGRVAIEPIVETFQLELGR------AVGRVKTDSEKLALDRNVN

LDFGDWIHH------------SDEDESKITEGLVFDELRACFNDLLKKLQKLPRVAPRLVTFEAIIEVFDLSLGR------DVHNVVTEEERLDLDRSLN

LDFGEFIH--------------DTASIEVHETQVFDEFRSCLNSLISKLEKLPSIGPNKVTFSATLDTVSIGLGH------SVHAVKTVQGRQMLEQSVN

LDFSEFRH--------------EEVG-NTTELEIFDEMRSSLNSLIAQLEKLPKIRPGSVTFEIVIDSEGLDLGH------RMNRVHTLKERLEQEQDTN

LDFSEFRH--------------EELK-DTTEDQVFDQFRSSLNSLIAQLEKLPKVKPGSVTFEIVLDAIGLSLGH------KMSRVQTLKEKVEQDQDTN
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WVKCQEDENLPD----------NNGFQPPKIKLTSLVGSDVGPLIIHQFSEKLIS-------GDDKILNGVYSQYE----EGESI---FGSLF-------

WVKCQEDANLPE----------ENAFQPPKIKLSSLVGCDVGPLIIHQFSEKLIS------GGNDNILNGVYSQYQ----EEESI---FGSLL-------

WVKCQEDANLPE----------ENAFQSPKIKVSSLVGCDAGPLVIHQFSEKLIS------GGNDEILNGVYSQYE----EGESI---FGSLS-------

WVKCQEDANLPD--------EDTSAFQHPKIKLFSLVGCDVGPLIIHQFSEKLIS------SGDDKILDGVYSQYE----EGESI---FGSMS-------

WIRYHEDQNVPD-------GKEHSGAYKPKLKVTALIGCDWGPICIQQYNERLIV--------PNKGLSQVYYDDD----QTNNFELTLGSLQ-------

WTKCQEDENLPK-------EDYEAGNFQPKIKMTSLVGCDIGPFIVHNFYETLIS--------GNAILSSIYMDND----E-------------------

WVKCDEDEGLGEL-----PAQLQSQQPTPRIKMMALVGCDAGPLVIHSFIEMVMF-------TNQGNSGTVYSQYD----EDYSF---QF----------

WTKAHEDENLPE-------ETEHVGLYKPKINMTSLVGCDVGPLIIHQFCERLTL--------SDGTLESIYSNMD----ESSIM----ESLP-------

WVKCKEDENLPKYDYTTTRNNNNHELNQPRIKMSSLVGCDVGPMIIHQFSERLILRASLNGDDNEDEDEDVYLNND---VNNKDGFSSLDSFP-------

WVKCQPEDPYFN-------ESMDSEKVSSRIRTHAIIGANIGPISIDILFERLLV--------WDGSLDTVYEYEDDYYEQEQKRPYMSPSNYDSDDNKF

WTKCEEHEYIEN---------LHENNGQPKVKLISLIGCDIGPFVIYNYIEQLMI----------KDMNHVYSTLN----SNKDGTSSMGSI--------

WTKSEEDDNNGI------HLSKSDSLYLPKTKMTSIVGCDVGPLIIYAYCEQLLT--------ADERVNKIYPTSD----TPELISSI------------

WTKCEEDEGLPD-------PEKSKGIYRPKIKMTSLVGCDVGPLVIRHHSERLIV--------TDDTLDKIYTSTQ----ES-SL---QSLPL-------

WTKCEEDEGLPE----------NLGVYKPKIKMTSLAGCDVGPLIIHNHCEKLLV--------SDGSLNGVYVTSQ----DSSIL----GSL--------

WVKYKDPSNDFP----------SAGQSQERVKMYSLVGCDLNSLVFHQFAERLVP-----------QDNNISTSIE------------------------

WVRCAEAQWTQR--------RSGQGPMAHRVQMTPVAGFHAGPLAINQHFERTIV--------GPTTEDNIYAERA----TRARR---------------

WVKYSKDDYARA-------DTTLALDDVPEVQLTAVVGCDVGSMVINQYFERVAP---------RNLKRTIYENSN----QLKE----------------

WTKCKADTFANT--------FETSQEYKPKIKVTSMVGCDIGPMVIYQFMERLLPPDSALIHQSQSEAFKIYE---------------------------

WVKCSEGSFTAE------PRPKRSQAQDPRIKMIALAGCDSGPLVIYQFMERLLA-------PTGESLSQVYESSQ----TSESS----VLFS-------

WVKCAEEGFNPD------RVSAQSYTSHPRIKMVSLTGCDVGPLVMYQFMQTLLE-------PNRETAFQIYESTS----SAEKS----ILFS-------
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-------------MVTVVAETLTKESFEEYGTIISPDEEISRMQNLEK-GANQGTAIKL-LQVSQVENKST----SKVPNWNLFRCFPQPHLNRVFT---

-------------MVTVIAETLTIESFKEYGTIISPDEEISRLHSLEK-GANQGTAIKL-LQVSRVENGST----KEAPNWNLFRCFPQPHLNRAFA---

-------------MMTLIAEPLTIETFREYGSIISPDEEISRLHSLRK-DANQGTAIKL-LQVSSVENGSS----SKVPNWNLFRCFPQSHLKRAFL---

-------------MVRLIAEPLTIDSFKEYGSIISPEEEVSRLGSLEK-SANQGTAIKL-LQVSRVENGSS----SKVPNWNLFRCFPQPHLNRAFT---

------------MGYPIVCTGLTIHGFKPYGSIISPDEEVSKISGDGK-NANQGTAIKI-LQVSDIQKIGTTG--PSVPNWNMFRCFPQPHMQH------

------------MPVEVKAIPLSVQEFRSYGSIISPDEEIGSSGTHQEVSANQGTAIKF-LQVSKIENSSV----NQLPNWNLFRCFPAPHLKKHFA---

------------MLYRVNAIPLTIEGFKPYGSIISPGEEVTKLGSNYI-NANQGTAIKL-GQVSQIETTSE----NKVPNWNLFRCFVQPHLKTQFP---

-------------MTSMIAEALTIESFAPYGSIISPDEEISKLDESAK-NANQGTAIKL-LKRSKVENPLT----QQVPNWNLFRCFSQPHLKISLH---

-------------MVSIKAEPLTIPTFANYGSIISPDESISNLDDSMK-TANQGTAIKL-LGVSEIEKKYPF---TDTPKWNLFRCFPQPHLKRSFC---

-------------MQCIPVVPLSITAFEEFGSIVSPDEEVRRLDSSQK-NANQGTAIKL-LQVSHIENQFPQSLKVKNPSCNLFRCFPKGALQKRFA---

MGPRRRRPCTPGRPPMIVPVPITAAAFEPYGSLMSHSDQLAGCAAR---NANQGTAVKVHAGTTRCLLGSA----VREPAWHLFRSFVPPQLRCALA---

--------------MIIIAEALNIDDFMPYGSIISPDEEISKLDDSGR-NANQGTAVKI-SQVSKVQNLFPTTKNIREPNWNLFRCFPNEALNRQFV---

-------------MIQISAQPLNTSDFNPYGSIVSPEEEVAKASDSAK-NANQGTAIKI-LQVSSVQNTFPRPYSICTPNWNIFRCFPQQNLKREII---

--------------MKIAAQPLTISSFSRFGSIVSPDEAVAGLDERAR-TANQGTAIKL-LKVSTVENGFKE---VREANWNLFRCFPAPHLRRRFLCGA

-------------MITTLAEPLSITAFSKFGSIVSPDEEVAGLDEKAK-SANQGTAIKL-LRVSKNENAFPDSAGVRVANWNLFRCFAQPHLKRSFV---
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------QGSNQAISHSIKVLEKHPCSTQTFVPMGRT-SAEVAYLVVVAKE---IG-N-KPDLSTLRAFTCLGNQAVTYGLGTWHAPMIVLGKEEHLDFSV

------QGSNQGISHSIKVLEKHPCSSQTFVPMGRA-SAEVAYLVVVAKE---FE-N-KPDLSTLRAFTCLGNQAVTYGIGVWHAPMIVLGKQEHLDFAV

------QESPQGVPHKIKVLEKHPCSSQTFVPMGRA-STEVAYLVVVAKE---IA-N-KPDLSTLRAFTCLGGQAVTYGLGIWHAPMIVLGEQEHLDFAV

------PGSIQGVLHKIRVLEKHPCSSQTFVPMGRS-SAEVAYLVVVAKE---LA-N-KPDLSTLRAFTCLGGQAVTYGLGVWHAPMIVLGEQEHLDFAV

------VKTGEQFRHEVHVLEKHPQSSQTFVPMGRP-SDEIAYLVVVALPQIRDGKDVGPDMGTLKAFLCKGNQAVSYGAGVWHAPMIVVGGPAFTDFAV

----VNSKTLNTTQHSILVLENHPQSSQTFIPMGRS-SDELAYLVVVALPDSQDP-R-QPDLTTLRAFKCLGNQAITYGQGIWHAPMIALGEQKHLDFAV

--------PKKTIGHSIIVLEKHPESSQTFIPIGQS-SEKVTYLIVVALPNRHTSEG-SPLLNTLKAFKCKGNQAVTYGRGVWHAPMIAVGTQEYVDFGV

---AKDSTKAATINHSIRVLEKHPYSSQTFLPMGCS-SQEFGYLVVVALEN-PET-K-KPDISTARAFLCKGNQAVTYGAGVWHAPMIVVGAREYIDFGV

---EDQTKGSTLIEHSIKVLEKHPSSSQTFLPMGRP-SNELSYLIVVALED-SKS-G-KPDVSTLKAFTCKGNQAVTYGAGIWHAPMIILGQQEHLDFGV

--LVDSDGSLKKYQHEIKVLEKHPFSTQTFIPMGRDIKSGYAYLVVTALPD--KN-G-EPDLLTLQAFLCKSNQAVTYGAGVWHAPMIVVGEEEYLDFTV

-----TSPTPHVLRHPVPVLEQHPFTSQTFVPIGQ--GSGPVYIVVVARP---SARG-EPDLLTLRAFVCAGTHAVTYAPGVWHAPMIAAAPQDYVDFLS

-----TESTTNTVTFSLKVLENHPYSSQTFVPMGRR-SSELCYLVIVALSD-PSS---EPDLSTLKAFICRGTQAVTYGPGVWHAPMIVLGEPAYLDFTV

------SDSSDHITHNFKVLEKHPYSSQTFLPMGYP-ENKIGYLIIVALPD--ST-G-EPDLATLKAFTCKGTQAVTYGAGIWHAPMIVVGEVDYLDFAV

RSQNGNESNLETVLHSIKVLEKHPFSSQTFLPMGRD-REDVSYLVVVALAD--ES-G-EPDLSTLEAFTCKGTQAVTYGAGVWHSPMIVLGEPEFLDFGV

-----DTPTATTVEHPIKVLEKHPYSTQTFVPMGRD-QRDVAYVVAVALEG--AD-G-GPDLSTLKAFTCKGNQAVTYGAGVWHAPMIVLGEQDFLDFSV
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LIYESLDPDRPEKDCVEEHYSDGDVCIII-----

LIYESLEQEKPEKDCVEVHYNDGDIYITV-----

LIYESLDPERPERDCVEEHYGDSGICITV-----

LIYESLNPEEPERDCVEEHYGDGSIHITV-----

LIYETLDASKPELDLVEQKYTAEDTIIVGTA---

LIFETLDEDKPELDCQEVYYQQGDISVCI-----

LIYETLDPQKPELDCIEVSYVPNEIIINI-----

LIYELLDPNAPEKDCMECFYGASDLLVTMYTS--

IIYEFLDKQAPEKDCQECHYDESAIKVQLVST--

IINELHDHNQLQYDLEERFY-DSQLSLNLYY---

LTHVLDDPQQPEADCVEHSYTPDPLQLAVYAHAQ

LIHEALDAASPELDCIERVYPRDLHKVLLYCP--

LIHELLDSDKPEMDCVERLYPENELTVKLCV---

LIHELLDANHPEMDCVEREYKDGDICVVLQA---

LIHELLDPKKPEMDCVERIYKEGDVTISLHSK--

6i e l    p2 Dc E  Y      6       

      

      

 : 195

 : 195

 : 195

 : 195

 : 202

 : 202

 : 198

 : 203

 : 204

 : 206

 : 213

 : 203

 : 202

 : 207

 : 204
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YJL013C (MAD3) 

  

             

             

YJL013C    : 

Smik_10.25 : 

Skud_10.20 : 

Suva_7.481 : 

CAGL0G0693 : 

KAFR0J0055 : 

CAGL0I0889 : 

KAFR0K0088 : 

KNAG0B0497 : 

KNAG0E0374 : 

NCAS0A0708 : 

NCAS0D0192 : 

NDAI0C0306 : 

NDAI0D0214 : 

TBLA0B0662 : 

TPHA0J0318 : 

Kpol_538.2 : 

YGR188C    : 

Smik_6.306 : 

Skud_7.518 : 

Suva_12.64 : 

ZYRO0G1223 : 

TDEL0E0468 : 

KLLA0F2260 : 

AGR315C    : 

Ecym_8210  : 

SAKL0G1388 : 

KLTH0B0217 : 

Kwal_33.15 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-------------------MKAYAKKRISYMPSSPSQNVINFEEIETQKENILPLKEGRSAAALSKAIHQPLVE-----INQVKSSFEQRLIDELPALSD

MQNSKQNQCEDLTKEINPIHKKTSKETYFYMASPPSQNVVNFEEIESQKENILPLREGRSASALSTAIRQPLTE-----ISQVKSCFEQRLINELPTLSD

------------------------------MVSSPSQNFIKFEEIEVQKENIFPLKHGRSASALSKAIHQPLTK-----INQIKSSFEQRLIDELPTLSD

------------------------------MNFDLGST-VRGNDSD-KAASSQPKSVTSSQKEQYSQ------------LNQTKIAYEERLLNELEDMDD

---------------------------------MPAQKVTRFEDIEVEKENIAPLRHGRSAHRLVSALSQNDDE-----IKRIRASFESSLLVKIEDHDD

------------------------------MDNMVEKGVVDFSDIEVEKENVLPLRKGRSAKRLVNVLKQRDSE-----LEVTRASFERRLETELSTLDD

---------------------------------------MVFDSWAVAKPQATPN------------------------LEDVRKHYENLLYEDLENLDD

------------------------MLSTPLFLKRVNAHLEKFDNNNTKLDNSHPPTHKLSPPPVRAPPMEPS-------NNDIRLIFEKRLLTDLEDMDD

------------------------------------MKRSAFEPLEGEKENAVALVGGRSLARVVALRAAAPRE-----LGAMREQFESRL-ASLDFEGD

----------------------------------MASHAAPYNG-----EVYSRMGRGRALSRFDSGL-----------HNERKLQFEQKLLDELEEMDD

---------------------------MKPSFEPFQQKSSNTYGSNNNNDNDASNKENMTP---STGMAQQHA------INEIKLFFEEKLLNVLEDLDD

-----MKISRGYNKRGRNQWLQSRIYNMYDNKSKRSLTPIDFESIENEKENVLPLRAGRSARGLTEALQQSATT-----KCQIRANFERRLIDDLGNMAD

---------------------------MPSTIKNKKREIIDFTKIELEKENILPLRQGRSAEQLTKALEADEKE-----KKRIKKYYERRLIDELDTFDD

----------------------------------MNHTLIPSNQLDTNGNQRDPSTDKNGDYFKMNSIAFQQE------LNDVKLHFERKLLNELEDMDD

------------------------------------MENTNFEVIESNKENILPLKDGRSAHVLATVLDQDSST-----INSTRIKFEKRILEEVEDSDD

----------------------------------MTEYSTTFNDIESEKENILPLKQGRSALHLSQMLRQDMSQ-----LNSTKIIFEKRLMEELEEMDD

----------------------------------MNGSVTRFEEIESEKENILPLKYGRSAAQLSHSLQQDVSE-----LSSVKISFERRLIDDLEEMDD

---------------------------------MNLDLGSTVRGYESDKDT-FPQSKG-----VSSSQKEQHSQ-----LNQTKIAYEQRLLNDLEDMDD

---------------------------------MDLDLGSTVRGYESDKDTFLQSKS------VTSSQKEKHNQ-----LNQTKIAYEERLLNELEDMDD

---------------------------------MDLDLSSTLRGYESDKDTLSQSKVA------TSSQKEQDSQ-----LNQTKIAYEERLLNDLEDMDD

------------------------------MTSPPSQNVVNFEHIEVQKENILPLKHGRSASALLKAIHQPLTE-----ISHVNSSFKQRLIEELPKLDD

----------------------------MRSGSDILNGPIEFEAIEPEKENIIPLKEGRSARGLAQALTLGSSE-----LHDTRVQYERRLLEELEDMDD

----------------------------MPHDGLKESSSTNFEEIEVEKENILPLKEGRSALGLTQALREDVSQ-----LNSTRIAFERRLLEELEDMDD

------------------------------------MGPIHFDELEAQKENIISLPQGRSATRVTSAMNKSLSS-----IYDTRLAFERDIHDTLDELDD

---------------------------------MFSMKVSHFNELEAHKENIVPHREGRSAHRLTAALQQSLSD-----IADVRLSYERRIMDELEELDD

-------------------------------MSEGSLKLSHFDDLESHKENIVPLRDGRSAKRLSESLQQSIKD-----LAEIRLSYEKRLMEELEEIDD

-------------------------------MATDDRLITNFNVIESEKENILPLRDGRSAHALSQTLQQKNEDPSGNKFSETRLAFEQQIMDELEEMDD

-------------------------------MSIGKAPVTNFDVIEVEKENIVPLRSGRSAAALSRSLKVRSDAGAGTKVSEIRLEFEKRILHELDELDD

-------------------------------MSTGKSPVTSFDVIEGEKENIVPLRNGRSAAALSKSLRDKADTGSSSKIAETRLQFEKRILQDLEELDD

                                             e  k    p                                5e  6   6   dD

       

       

 :   76

 :   95

 :   65

 :   56

 :   62

 :   65

 :   37

 :   69

 :   58

 :   50

 :   64

 :   90

 :   68

 :   60

 :   59

 :   61

 :   61

 :   56

 :   56

 :   56

 :   65

 :   67

 :   67

 :   59

 :   62

 :   64

 :   69

 :   69

 :   69

       

             

             

YJL013C    : 

Smik_10.25 : 

Skud_10.20 : 

Suva_7.481 : 

CAGL0G0693 : 

KAFR0J0055 : 

CAGL0I0889 : 

KAFR0K0088 : 

KNAG0B0497 : 

KNAG0E0374 : 

NCAS0A0708 : 

NCAS0D0192 : 

NDAI0C0306 : 

NDAI0D0214 : 

TBLA0B0662 : 

TPHA0J0318 : 

Kpol_538.2 : 

YGR188C    : 

Smik_6.306 : 

Skud_7.518 : 

Suva_12.64 : 

ZYRO0G1223 : 

TDEL0E0468 : 

KLLA0F2260 : 

AGR315C    : 

Ecym_8210  : 

SAKL0G1388 : 

KLTH0B0217 : 

Kwal_33.15 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

PITLYLEYIKWLNNAYPQGG-NSKQSGMLTLLERCLSHLKDLERYRNDVRFLKIWFWYIELFTR----NSFMESRDIFMYMLRNGIGSELASFYEEFTNL

PITLYLEYINWLNNAYPQGG-NSKQSGMLTLLERCLSHLKGLVRYKNDVRFLKIWFWYIELFTT----NSFMESRDIFVYMLRNGIGSKLALFYEEFTNL

PITLYLEYINWINNAYPQGG-NSKQSGMLTLMEKCLSHLKDFERYHNDVRFLRIWFWYMELFTT----NSFMEGRDIFMYMLRNGIGTKLTLFYEEFTTL

PLDLFLDYMIWINTSFIEVDSTSGQEVLRYTMERCLVYIQDLETYKNDPRFLKVWIWYVNLFLS----SNFRESENTFTYMFKKGIGIKLTLFYEEFSKL

PLVLYLDYIDWINHAFPQGG-SSRSSGMLDVIERCITYFKDSERYRDDERYVKIWLWYMELFSD----KYKSDCKDLFIFMLRNRIGSKVPLMYEELSSL

PLCLFLEYMDWLHIAYPQGG-NSKGSNMLHVMERCLMHCKALECYTNDPRYLTLWLNYIELFYR----DSYYESKDIFVFLYRNKIGGQLSMFYEEFSNL

PLQLYLEYIKHLKHCQNEGQGISCSQVLQDVMERCLLYFLDLEIFKNDPRLLRVWISYMNMVYK----EFIDEKINILCYLYHKKIAVRLALFYEQLAEC

PLELFLDYISWIHEA------NENFDFLIDIMERCLSYIKSFETYHNDPRFLKIWLLYMDFIKS----ENLNDYLTIFNFMYSNNIGSKLSLFYEEYSKL

PLAVFLEYIAWIKDAVVQGG-MSRASGLLEVTERCLMYCQGEERYGNDERYVRLWLEYAWTFCG-----DDADRRDVYVFMFRNGIGSQVAAYYDQFSKW

PLELFIDYINWLLSLNSGEG---GNDQLQSLLERCLLYIMNIDTYYNDPRFLKVWLHYINAYVVQ---HDLEECERHFVFMWRRHIGSKLALFYEEFAQL

PLELFMEYIASIVELVPEND-----PFLMNMIERCLLYIIEVDTYLNDPRYLSVWLRYIQLLEGRGLMKTEPEVLAIFQYMFNMKIGSRLALFYEAFSQR

PLELYLEYIDWISLAYPQSG-TTKKNGLLDIVERCLIHFKDNEQYKNDARYLKIWLWYNELFFA----NERREQRDIFIFLLRMSIGFKLTKFYQAFSDL

PLALHLEYINAINNLYPQGA-SSKQSGMLEIIERCLMQFQNSEKYRNDIRYLEMWLWYIEIFFP----DEPQEEQYIFVFMLRNKIGSGLALFYDSFSSL

PLELFLDYLGALSQLIPENN-----QFLIELIERSLLYLRDIDTYQNDPRYLQLWHKYIDFLDRQQSVDNLEEIFNVLKYMFSLHIGYKLALFYEYFSTY

PLNIFIEYITWINHVYTQGG-TLKQSGMLEVMERCLVYFKDMDPYKNDPRYLKIWLEYIELFAS----DSFSESRDIYIYMIRKKIAIKLTLFYEDFSQL

PLELYLEYIQWINDAFPQGG-TSKQSGMLDLMERCLMYLKDVDIYKNDPRYLKIWLWYIDLFAR----GSLVDMKDIFVYMYRKRIGVKLTLFYEEFVNI

PLELFLKYIDWINNAYPQGG-NSKQSGMLDIMERCLLYFKDVETYRNDPRYLKIWLWYIELFSS----DSIIETKDILVYMYRNRIAQKLALFYEQFSII

PLDLFLDYMIWISTSYIEVDSESGQEVLRSTMERCLIYIQDMETYRNDPRFLKIWIWYINLFLS----NNFHESENTFKYMFNKGIGTKLSLFYEEFSKL

PLDLFLDYMIWISTNYIDLDSTSGQEILRSTMERCLVYIQDLETYRNDPRFLKVWIWYINLFLS----NNLHECDNTFTYMFRKGIGIKLSLFYEEFSKL

PLDLFLEYMIWISTSYVEVNSTSGQEVLRNTMERCLVYIQDLETYRNDPRFLKVWIWYINLFLS----NDSRECENTFTYMFKKGIGIRLSLFYEEFSKL

PITLYLEYINWLNNAYPQGG-NTKQSGMLTLMEKCLSHLKDLKRYQNDIRFLKIWFWYMELFTA----NSFMESRDIFMYMLRNGIGSKLSLFYEEFANL

PLELFLEYISWINNAFPQGG-TSKKSGMLDVIERCIMYFKDMETYKNDPRYLKVWLWYVELYSS----DVLQESKDIFVYMFRKRIGAKLTLFYEEFATL

PFELFMDYITWINHAYPQGG-SSKQSGMLDVLERCLMYLRDMETYRNDPRLLKLWLWYIELFAA----DSAQQAKEIYTYMLRKRIGSKLSLFYESFATL

PLQLFLEYINWIHDNYPSP--TTRQSGLPEIMERCIEYCKNIETYKNDVRYLKLWLQYIDLFAV-----KLDEKREMFVYMMRLEIGDRLALYYESFSQL

PLELYLEYLSWLNDAYPQGA-TTRQSGIIDVMERCLKYFQELDIYRNDPRYLKVWLWYTEVFVT-----SLQEKKDVFVHLLRRQVGAKLALFYEEFASI

PLELYLDYISWINDAYPQGA-TNKQSGMVDIMERCLNYFKDVDIYKNDPRYLKIWIWYIELFVH-----GLQEKKDIFVHLLRRKIGEKLALYYEEFANL

PLELYLEYLAWINNAYPQGG-QSKQSGMLEVMERCLMYFKDIDTYKNDPRYLKIWLWYIEIFTP-----TTAERRDLFVYLMRKEIGTKLALYYEEFAGV

PLELYLDYINWINNAYPQGG-QSKQSGMLEVLERCLMYFKDFDTYKNDPRYLKLWLWYLELFAG-----SESEKQSLFVFMMRKQIGSKLSLFYEELAAF

PLELYTEYINWINNAYPQGG-QSKQSGMLSTLERCLMYFQDFETYKNDPRYLKLWLWYLQLFTG-----SANERQSLYVYMMRKQIGSCLTLFYESLASF

P  6   Y6 w6               6    E4c6        5 1D R 6 6W  Y                      6    6g  6   Y      

       

       

 :  171

 :  190

 :  160

 :  152

 :  157

 :  160

 :  133

 :  159

 :  152

 :  144

 :  159

 :  185

 :  163

 :  155

 :  154

 :  156

 :  156

 :  152

 :  152

 :  152

 :  160

 :  162

 :  162

 :  152

 :  156

 :  158

 :  163

 :  163

 :  163

       

             

             

YJL013C    : 

Smik_10.25 : 

Skud_10.20 : 

Suva_7.481 : 

CAGL0G0693 : 

KAFR0J0055 : 

CAGL0I0889 : 

KAFR0K0088 : 

KNAG0B0497 : 

KNAG0E0374 : 

NCAS0A0708 : 

NCAS0D0192 : 

NDAI0C0306 : 

NDAI0D0214 : 

TBLA0B0662 : 

TPHA0J0318 : 

Kpol_538.2 : 

YGR188C    : 

Smik_6.306 : 

Skud_7.518 : 

Suva_12.64 : 

ZYRO0G1223 : 

TDEL0E0468 : 

KLLA0F2260 : 

AGR315C    : 

Ecym_8210  : 

SAKL0G1388 : 

KLTH0B0217 : 

Kwal_33.15 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

LIQKEKFQYAVKILQLGIKNKARPNKVLEDRLNHLLRELGENNIQL---GNEISMDSLEST----------------VLGKTRSEFVNRLEL---ANQNG

LLQKQKFQYAMYILKLGIKNNAKPNLVLEDQLSHLLRKLEEKNIQL---ENEMLMDPLESI----------------VLGKTRSEFVKRLEF---ANQND

LLQKQMFQQAMDILHLGVRNKAKPDQALKKQLYHLRRKLEEQNIQL---ENRVSVDLLDST----------------VLGKTRSEFVNRLEL---ANPNE

LLNARFFLEAKIMLELGTENNCRPYSRLLRSLSQYEDRLREMNIFENEHSISDSRKRLIER----------------IDYAPVPFFMRNFST----SSLM

LYELKEYKYAISVINLGLKECKYGNKSLVDKRQLLLEKLGDDAKVID--DSVEMLDGAERV----------------ILGKKQSELREKAKS------NK

LCEMNRYNEACYILNDGIQRGAAPTDRLRSKFNETKLQLDESTISLPNNHLNIFEDSGQPT----------------ILNRNRNDILNASNM------KI

LASINKGEESVAILRLGKDNNAFPTQRIIASYEQYALKYGTTN------DNNNMYIQFMNT-------------------YRIPTFIINYDS--------

LWKANLNLESLYILNVGINQNSRPYNRLIKKFNDIETKLRELDLFQDNWQQLVNFNIFQSN--------------------DDPPFIKLKIL------ND

LYAMGKTEECLQLLRTAQARRVQPENLIVRRLGQLAQSTSSDV------DGTAMAQYFSES------------NPPTILSRRRDLLQQEHRE---RQLQS

LFQLGKVDECYLILRVGLERNARPSKRLKKNTEKLKEKLQNAAPQLKELEPLATVQHLFNH-------------------TMEPKFLKNGSC--------

LARMNRFIEAHYIMELGIQRNARPYTRIIETLHNFEDRLRNSGIDLNN-EPAVDLKFIQQN-----------VIPSFIESHSGTNFFHELEQ------HD

LVDMKRYDEAYQVLKRGIENQATPVNEMLDSLQNFEDQILEKRINID--DNFSIEEQFSEA------------TAPLILGRQRSEIITPDQQ-PTENDND

LIEMKRYDEAAQLLRLGIREHSKPAYLLINRLQSLECELLDKNIPLN--DNLPLEAYFTNV------------NDPLILGRHKTDIITSNSANRDDSPRD

LFQVDRFIEAHYILEVGIKRRARPLNRLLITLHELESKLRNLNPNFNI-ELPIQLEFLERF--------------------REPSFVTRRST--------

LFDNRYYYDSYQILQMGLRENSLPQKRLKNRIKLLEQEFTNRKIDID--SVSNALLDMNNVE-----------LPSIVLGKEKNDILLQDSE----ATYN

LMNMKRFKEAMFILENGLEENARPLKRLQKKYDEFSERVRELNIDLTFDKLNCKHMELPDLL-------KNFEPPKMVLGKERDEFIETFQE------SN

MFNMHKYKESHYILSLGVKENARPHTRITRKLQDLENKLVEMNIDINNRDLEYNYNENEPNSRGVPLFLQSFNPPRMVLGREVSNIPHVSVR-HDQVEND

LENAQFFLEAKVLLELGAENNCRPYNRLLRSLSNYEDRLREMNIVENQNSVPDSRERLKGR----------------LIYRTAPFFIRKFLT------SS

LENAQYFLEAKILLELGAENNCRPYNRLLKSLNNCEERLRGMDIKENQENLSDSRERLKER----------------INCGQVPFFIRRFLT------SS

LENAQFFLEAKILLELGTENSCRPYNRILRSLSNYEGRLREMNVLENQQSISASRDRLKER----------------INHGLAPFFIRRLLT------SS

LIQKQKFQHAVNILQLGIKNNAEAALILENQLYHLQEQLDEQNI-----LEGGIGDSLETT----------------VLGKTRSEFVNRLEL---ANLDD

LFQMEKFNEAHNILKLGVEENSRPQNRLLRKLNEFEVKLRELNVNFSQ-ENAADTRFLSSD------------PNSFILGRRRASFTNNENN---VNPQP

LFEMGKYKEAVYIMRMGINENARPQNRLLKRMDDFQARLRNMNIDLEN-GPQVSPQFFEPS-------------SSAVLGRERSSVIHNTQD--RISDSR

LINMDASGDALDLIDRGIEKKARPLRRLEQFKLSVQQAIQTRGLTEQ--ELPRSFSTFEIH-------------GDLVLGRYRSEINDTRNNSISRNNDN

LCERKEYGNAVSMLKRGIDCNARPLQRLRKTLSDLEQKLLDGGFVIE--ELQRVEHLPEPQ-------------SELILGRGRAEIEQQRMV------TE

LCQRREFGNALHILKRGIEHNSRPLQRLRKTLTEVEQKLHEDGYGVD--DLRSTEDLSELNS-----------DL--ILGRGRSEIYQGHPI------VR

FFSKQDYGSTRQVLLRGIENNARPVSRLRKTLGEFEQKLYSMEIDPH--TLGAEEDVFDQSL-----------EPVNILGRSKPQIRSQLGT--------

LEKQQDLPQAKDVLARGIENNARPLGRLRRTSQRFDERMRDMSVDVP--SVPHGGSILDGE------------LPSIVLGRARGQIEEASLK-------S

LQDRNEHAQARVVLLKGIENGARPLARLRRTLAQFDEHIQSMDLKIP--TLKSGESILDQE------------GPDIILGRGRDQIEETNSN-------K

            66  g      p   6                                                                        

       

       

 :  249

 :  268

 :  238

 :  232

 :  233

 :  238

 :  200

 :  233

 :  231

 :  217

 :  241

 :  270

 :  249

 :  226

 :  237

 :  243

 :  255

 :  230

 :  230

 :  230

 :  236

 :  246

 :  246

 :  237

 :  235

 :  237

 :  242

 :  242

 :  242
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YJL058C (BIT61)  

  

             

             

YJL058C    : 

Smik_10.18 : 

Skud_10.15 : 

Suva_6.134 : 

CAGL0I0941 : 

KAFR0C0423 : 

YBR270C    : 

Smik_2.413 : 

Skud_2.402 : 

Suva_4.531 : 

KNAG0C0179 : 

NCAS0A0918 : 

NCAS0B0742 : 

NDAI0B0475 : 

NDAI0G0578 : 

TBLA0D0522 : 

TPHA0I0267 : 

Kpol_1066. : 

ZYRO0G2059 : 

TDEL0D0192 : 

KLLA0F0152 : 

AEL172W    : 

Ecym_6293  : 

SAKL0D0684 : 

KLTH0H1060 : 

Kwal_14.25 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

--------------------------------MTAEDILL---------RERTSTTTQR---PVNSEQYLNVQLATA-----------------------

--------------------------------MTAEGVLS---------RETTSNTIQH---PINTEQYLNVQSAIA-----------------------

-------------------------------------------------MQR----------PVQNEQYLNVQSAGV-----------------------

--------------------------------MIGEGVIS---------RENTPNMMLLP--GVQGEQYLNVQPAM------------------------

----------MQDTQSDQKSNETKHLGSGRFSRYGIGGLS-STASFQSVRNRATSS------VSRDSQLSEPHSN-------------------------

------------------------------MSENNDTALTLSVPRIKDVKRRHTLLTPISSPSNTDIPLNSKTSNMVATRPN------------------

----------------------------------MATDLN---------RKRSATSGSL---SVTNPNIKATNRK-------------------------

----------------------------------MEINLN---------RKRSATSGAL---GITDPNIKPTNRK-------------------------

----------------------------------MATDLN---------RKRSATSGAL---GVSNPNIKPINRR-------------------------

----------------------------------MATGLN---------RKKSATAGAL---DVTNPNIKPIDRK-------------------------

--------------MGGHNEKENETSAGIKHDGKQGPSSN---------RRQSTTLQPLTPLTVPHRGIDDDSTNDR-----------------------

-----------------------------MVGHKLSSTIS---------RD-----------AHSQPEYMDQTASSG-----------------------

----------------------------------MMDSLN---------RKRSRTLQPLTPIIHDQENKGTRLQPR------------------------

-----------------------------------MSVSN---------RKRSTTVLPLTP-ITPNTDFKSQNDHPKVTQQRNERGLG------------

-------------------------------MNIASIPPS---------SNSQRN-------SISAASYENKSI--------------------------

------------------------------MMNQNENPLS---------KNKSNPNIITAPRIAEINTHIENSNKIDENLENDIPNGLSRESTDPNDPYT

----------------------------------MSHHLN---------RQRSATTLLP---NTNSNELNANTN--------------------------

---------------------------------MSPSLIR---------RRRSAT-------VVTESTHNNNNSNGGIS------------HNAA-----

----------------------------------MTSHLH---------HKKSTQSM-----QRSENNGNNEGT--------------------------

----------------------------------MSEPTS---------RKRSATTNL----TINEPNADPTSPTKG-----------------------

----------------------------------------------------------------------------------------------------

--------MLPPSLFPVPEQAQCDQRACVSFYQRITRCLSIQGLMGKSEQKLEVHSRMDYRRKVSAPEAVTYGASTE-----------------------

------------------------------------MELS---------RKRS---------ITEVPIFSSKGN--------------------------

MGTCFNRLLWLSPTNCTHVQRQKIVKLAPHLMNISSSDPA---------RKRSSSALPV---VQSVDNIIEPRE--------------------------

---------------------------MNTSKKVMDNNVK---------RKRSFSALPI---VHKLPGKNADSG--------------------------

----------------------------------MSGNVK---------RKRSFSALPT---IQRLPAKEAESG--------------------------

                                                                                                    

      

      

 :  33
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 :  29

 :  29

 :  29

 :  54
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 :  33

 :  43
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 :  61

 :  28

 :  34

 :  26

 :  30

 :   -

 :  69

 :  20

 :  62

 :  35

 :  28

      

             

             

YJL058C    : 

Smik_10.18 : 

Skud_10.15 : 

Suva_6.134 : 

CAGL0I0941 : 

KAFR0C0423 : 

YBR270C    : 

Smik_2.413 : 

Skud_2.402 : 

Suva_4.531 : 

KNAG0C0179 : 

NCAS0A0918 : 

NCAS0B0742 : 

NDAI0B0475 : 

NDAI0G0578 : 

TBLA0D0522 : 

TPHA0I0267 : 

Kpol_1066. : 

ZYRO0G2059 : 

TDEL0D0192 : 

KLLA0F0152 : 

AEL172W    : 

Ecym_6293  : 

SAKL0D0684 : 

KLTH0H1060 : 

Kwal_14.25 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

PVKNFQTTSEI-SRQTLVDTSNDDVY-SIKNLKGS---RNPI------SPSVSNVGFQSIFHTVD----HPRSKVSVASNHSLRSNDN------------

PTKSFHTTSGI-IRQTLVDTSNDDIY-SIKNLKGS---KNPV------SPSVSNVGFQSIFQTVD----HPRSKLSVASNHSFKSNDG------------

PTKNFHTSSEI-IRQTLVDTTNDDIN-SIKNLKGP---RNPV------SPSVSNVGFQSIFQTVD----HPRSKSNVASNHSLNSNDE------------

PTKNFHTSSEI-IRQTLVDTTSDDVY-SVKNLKGS---RNPV------SPSISNIGFQSIFQTVD----HPRSKLSVTSNHSLKSNDE------------

VSRVYNVSSDI-VPQAL--THPDEES-NAKGKLSG---NTEI----GSAPRWSQVGFQSIFQGNSNSIKRRDSNDSFS---------E------------

MTRVYSVSSEV-VPQIL--THPDPEDSILNKKTKS---QLDS------SARWSHVGFQSIFQNPNGTG-QRRSIDSF-----------------------

PARVYSVSSDI-VPQAL--THPDED--VHLKTSKS---PHDA------APRWSQVGFQSIFHDGSN---ARRSTDSIEE---------------------

PARVYSISSDI-VPQAL--THPDED--VHLRISKS---PQDT------APRWSQVGFQSIFHEGSN---SRRSTDSIEE---------------------

PARVYSVSSDI-VPQAL--THPDED--THLKISKS---PSDA------APRWSQVGFQSIFHDGSN---SRRSTDSIKE---------------------

PARVYSVSSDI-VPQVL--THPDEE--VRPKMSMS---PPDT------APRWSQVGFQSIFQDGSN---SRRSTDSIEE---------------------

AGRIYSVTSGI-VPQTLTMTHPDEEALSVRGSRSPTVMSAENVGSSSGMPKWSQVGFQSIFQNSG----QRRSTNNLRSRESLERSAS------------

------------ITQIL--SQHSGKS-NQSKLKRD-------------GSKLSHIGFQPVSHQLS----SRSSNPNMNVSTSYL----------------

ASRGYTTSSDI-IPQTL--PDISNENASTFMRSKA---PVEL------QPKWSQVGFQSIFEGDPT---QRRSYNSLVTSLSPDEREE------------

MSRVYSIPAAI-VPQTL--THPDDDDINSKNLPKS---PNET------IPKWTQVGFQSIFQG------TERSNPSLKSHHMIVPNAD------------

--RSYSTNNDIIIPQML--VHDDPVL-NDNSQQIT---VSSP------TPLLSHVGFQSIFHGVA----NKGSISKTNNTNPNTLSSN------------

RSRFYSISSDI-IPQTL--THPIDDKKLTSKFSKS---PLNR------VPSWSHVGFQSILPQSNNNTNNGKGANSSNQVINNPMNSTVKIERRTVSATN

RARFHSVSSDI-VPQKL--YIPEDDS-PMLKSVRS---PTNN------VPNISNVGFQSIFEGGG----QRRSKQSLLSF-------D------------

RGRFHSVSSDI-IPQTL--EEQLEDA-GSRTVRSS---LSR-------PPSLSHVGFQSIFQSGD----HRRSKQSLLSN-------E------------

RNRFYSISSDI-IPQTL--THPDDDEGGTTKSLKS---PNTM----QPPPTWTNVGFQSIFNDGG----HRRSKQSLLSV--------------------

RTRFYSISSDI-IPQTL--THPDDEE-TLKSPKNT---VI--------PPTWSHVGFQSIFQGGGGG--QRRSKNSSKST-------A------------

----------------------------------------------------------------------------------------------------

SIREFSTSSDL-LPQNG--PVTQGLSTSAEKAKPE---RTPSSNYSSVLPSLSRVGFQSIFQNNE----TRRSRQSVLS--------E------------

RKRDLSTCSEI-IPRSS--ATSSQET-TESKIKLE---LTPP--DT--PLTLSKIGFQSVLENTD----LKRSRNSILS--------Q------------

RSRFYSISSEI-VPQTL--THPDEVQESHARRSRS---PSTV------LPNLSNVGFQSIFQNPT----VRRSRQSLSSTGSSKHQ--------------

RARFYSVSSQI-VPQTIQVTDDLGRK-AAATEPKS---SSPA------LADLSKVGFQSIYRDPT----VKKSQRSINTPEPSAKLHA------------

RARFYSVSSQI-VPQTIQVKGNEDKQ-SSSSEPPI---SPPA------LASLSKVGFQSIYRNPS----VKRSQRSVNSTEPSSKLRP------------

        s     q                                        gfqs             s  s                        

      

      

 : 106

 : 106

 :  91

 : 106

 : 126

 : 116

 :  91

 :  91

 :  91

 :  91

 : 137

 :  80

 : 106

 : 113

 :  97

 : 149

 :  92

 :  97

 :  92

 :  94

 :   -

 : 139

 :  85

 : 132

 : 108

 : 101

      

             

             

YJL058C    : 

Smik_10.18 : 

Skud_10.15 : 

Suva_6.134 : 

CAGL0I0941 : 

KAFR0C0423 : 

YBR270C    : 

Smik_2.413 : 

Skud_2.402 : 

Suva_4.531 : 

KNAG0C0179 : 

NCAS0A0918 : 

NCAS0B0742 : 

NDAI0B0475 : 

NDAI0G0578 : 

TBLA0D0522 : 

TPHA0I0267 : 

Kpol_1066. : 

ZYRO0G2059 : 

TDEL0D0192 : 

KLLA0F0152 : 

AEL172W    : 

Ecym_6293  : 

SAKL0D0684 : 

KLTH0H1060 : 

Kwal_14.25 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

---------------------------------------ASAATSKSGSSQIGESHSVDTVECSNNLSKKLSSDAISITQKSLHSTPSGRYM-------K

---------------------------------------ASAVTCRSKSSQIGEAQSVNTIECSNNLSKKLSSDAISITQKSLHSTPSGRYI-------K

---------------------------------------ASAIISRSKSSRIGDIQSIHTIEYPNDLSKKLSSDAISITQKSLHSTPSGSYI-------K

---------------------------------------ISAISARSKSPQIGDIKSADTMEYSSNLAKQLSTDAISVSQKSLHSTSSSSYI-------K

---------------------------------------EIKFQKLRNAASVDT-------FDYRNDDSKITEEEPY--QDSLFSGHSGKSKE------K

---------------------------------------SSRESSNASSNNPNSSFRQKSVDSFDRKSHLKVANTFS--NESLYTLFSNSRDRLNKRR-E

---------------------------------------EYSQGTENNDGHSEI-----GSSSSNRMEGNTTS------NDSLFSSNSRGN--------K

---------------------------------------EYSQGTDNNNSHSER-----GSPSSNRVDGTNTS------NDSLFSSTSRGN--------K

---------------------------------------EYNQDAENDDGHFEE-----GLSSGNRIDEITTS------NDSLPSSTSGGN--------K

---------------------------------------ESIQDTENHDGHSEI-----GSSNGGQQQANTMS------NDSLHSSTSRGN--------K

---------------------------------------GNNLVQEIRSKRTGVPRRSTDSFDRSGHSSGGNNDVSS--ASSITNAPSAASVGSDPAGVI

---------------------------------------GTSRRNSVISSSSSSLSSKTTITSNRRKNSTSSRSLTS--TLSLSLPLSRKKS-------A

---------------------------------------YDTKRHFSDSKIGDFGEGLGIRNRNDSKISELGTSDNN--NSSIFTSNSSFKEK------K

---------------------------------------SDISRQRSPFASSSSHSNERLSRYNTRISESDEERLST--NDSIFTFDSSVKE-------T

---------------------------------------NSSSTTLSTSPSTSSKNGFKSLSPIEKSQSSTSSSSSS--ISFLGHNLTR----------K

PTSHFHNTAANLHNLNESLGNLSIPFSHDGAYLHSSHDFPLDQDDDDDDNDDDDDNDLDGLDLDDDDEDDVLGDRNS--FQSLHNSLNSGSASSKRLT-K

---------------------------------------ENDNHLKHTASLRSNP----SSLSFDNDDIMKFGDATS--MKSVFTSSSSLKN-------R

---------------------------------------SDTDRPLRTSESSDI-----GFDHSLSEARRSIDN-NS--SNSIHTSVSSLKG-------G

---------------------------------------ESKESTPVSGRRSDES----GFGLSKDDSRISEEEDVS--NESMHTNTSSTKE-------K

---------------------------------------SPEDSSLTTEKSGES-----LSSLAQRAEYHRSEEDLS--NESVHTSGSSTKD-------K

----------------------------------------------------------------------------------------------------

---------------------------------------SFNGAQISQNDDRLA-----GSYNYNQLLEQSERGTGS--YGKCSSSLSL-----------

---------------------------------------GFGTDTGVYGQDKAM-----ASYSR-DHQLVESSRENI--SNSYPINPST-----------

---------------------------------------SNSVRSLRMSSSPDS-----GSFGTDGDSLTETSKD----LKKLV---------------R

---------------------------------------TSSSSSIKSSTITSN-----RSYRS-GSNTSGLSHKRS--ALSLSNKLSG----------K

---------------------------------------ASSNSSVRSNTLPSN-----QSYRSGSNLSVLSNK-RS--VNSLSAKVNS----------K

                                                                                 s                  

      

      

 : 160

 : 160

 : 145

 : 160

 : 172

 : 174

 : 133

 : 133

 : 133

 : 133

 : 196

 : 132

 : 159

 : 165

 : 146

 : 246

 : 140

 : 143

 : 140

 : 141

 :   -

 : 182

 : 127

 : 169

 : 151

 : 144
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YJL088W (ARG3) 

  

             

             

YJL088W    : 

Smik_10.15 : 

Skud_10.12 : 

Suva_6.160 : 

CAGL0I1079 : 

KAFR0A0149 : 

KNAG0B0185 : 

NCAS0A0940 : 

NDAI0G0554 : 

TBLA0D0541 : 

TPHA0I0281 : 

Kpol_1016. : 

ZYRO0G1509 : 

TDEL0D0147 : 

KLLA0F1436 : 

AFR098W    : 

Ecym_6338  : 

SAKL0D0569 : 

KLTH0H0952 : 

Kwal_14.23 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-------------------MSTTASTPSSLRHLISIKDLSDEEFRILVQRAQHFKNVFKANKTNDFQSNHLKLLGRTIALIFTKRSTRTRISTEGAATFF

-------------------------MSSSLRHLVSIKDLSDEEFRILVQRAQHFKNVFKANKTNDFQSNHLKLLGKTIALIFTKRSTRTRISTEGAATFF

-------------------MSTTASTSSPLRHLVSIKDLSDEEFKVLVQRAQHFKDIFKENKTNDFQSNHLKLLGKTVALIFTKRSTRTRISTEGAATFF

--------------------MSTTTSTSSLRHFVSIKDLSDEEFKILVQRAQHFKNIFKANKTNDFQSNHLKLLGKTVALIFTKRSTRTRISTEGAAAFF

-----------------------MNSNSKIRHLVSIKDLSDEEFEILVNRAEHFKKIFKSGNTEEFQEQHLKLLGRTIAMIFTKRSTRTRISTEGASTFF

------------------------MTQMPIRHLISIKDLTSQELEALVNKAQYYKTIFKNGDPNDFQANHIKLLGKTVALIFSKRSTRTRVSTEGAASFF

-----------------------------MRHLVSIKDLTDEEFTVLVNRAEHFKKVFKNNDSTDFQKNHLKLLGRTVALIFSKRSTRTRISSEGAAAFF

---------------------MTSATAATIRHLVSIKDLSDDEFQILVNRAEHYKKIFKNNDVTDAQKNHLKLLGKTIALIFTKRSTRTRISSEGAAAFF

--------------------MTTDYNNNNIRHLISIKDLSDEEFKILVDRAQHYKQIFKSNDTTEFQKNHLKLLGRTIALIFTKRSTRTRISTEGAATFF

-------------------------MTTTTRHLTSIKDLTDKEFQTLVERAQYFKKIFKNKNSNEFQKYHNQLLGQTVALIFSKRSTRTRISTEGAATFF

--------------------------MSQIRHLISIKDLSDQEFSILVNRAEYYKNVFKSNDLAEFQKNHLKLIGRTIALLFSKRSTRTRISTEGAAAFF

-----------------------------MRHLVSIKDLSDQEFKILVDRAEYFKKMFKNGNIEEFQQQHLKLLGRTVALIFTKRSTRTRISTEGAAAFF

-----------------------------MRHLVSIKDLSDRELEVLVDKAEEYKRIFKRQDINEVQKNHLKLLGRTVALIFSKRSTRTRISTEGAATFF

--------------------------MSGIRHLVSIKDLTDKEFSILVDRAEYFKSIFKSNETNEFQKNHLKLLGRTIALIFSKRSTRTRISTEGAATFF

---------------MTIMSAASSSSSGDIRHLISIKDLSDDEFKSLVDRAEYYKKVFKSNDISEFQKQHLKLLGKTIALIFTKRSTRTRISTEGAAAFF

MWFSLEQGSRILKHHTSFQYRRMTATPGSPKHLVSIKDLADHEFAELVSRAEYFKGLFKAQDKAECQKSHQELMGKTIALIFSKRSTRTRISTEGAAAFF

------------------MDTKISSNIRVIRHLISIKDLADDELRSLVRRAAYFKRIFKANDQEEFLENHMKLLGRTVGLLFSKRSTRTRISSEGAAAFF

--------------------------MSTIRHFVSIKDLTDDEFLTLVERAEYYKKVFKANNTDEFQKNHLKLLGRTIALIFSKRSTRTRISTEGAAAFF

-----------------------------MRHLVSIKDLTDKEFQVLVDRAEYYKKTFKCGDLSAAQKNHVKLLGKTAALIFSKRSTRTRVSTEGALSFF

-----------------------------MRHLISIKDLSDQEFQILVDRAEYYKKAFKSGSLSEAQKNHAKLIGKTVALIFSKRSTRTRISTEGAAAYF

                              4Hl SIKDL d Ef  LV 4A  5K  FK       q  H kL6G T a66F3KRSTRTR6S3EGAa 5F

      

      

 :  81

 :  75

 :  81

 :  80

 :  77

 :  76

 :  71

 :  79

 :  80

 :  75

 :  74

 :  71

 :  71

 :  74

 :  85

 : 100

 :  82

 :  74

 :  71

 :  71

      

             

             

YJL088W    : 

Smik_10.15 : 

Skud_10.12 : 

Suva_6.160 : 

CAGL0I1079 : 

KAFR0A0149 : 

KNAG0B0185 : 

NCAS0A0940 : 

NDAI0G0554 : 

TBLA0D0541 : 

TPHA0I0281 : 

Kpol_1016. : 

ZYRO0G1509 : 

TDEL0D0147 : 

KLLA0F1436 : 

AFR098W    : 

Ecym_6338  : 

SAKL0D0569 : 

KLTH0H0952 : 

Kwal_14.23 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

GAQPMFLGKEDIQLGVNESFYDTTKVVSSMVSCIFARVNKHEDILAFCKDSSVPIINSLCDKFHPLQAICDLLTIIENFNISLDEVNKGINSKLKMAWIG

GAQPMFLGKEDIQLGVNESFYDTTKVVSSMVSCIFARVNSHEDIQAFCKDSSVPIINSLCDKFHPLQAICDLLTIVENFDISLDVVNKGTNSKLKIAWIG

GAQPMFLGKEDIQLGINESFHDTTKVVSSMVSCIFARVNKHEDIQALCKDSSVPIINSLCDKFHPLQAICDLLTIVEKFDISLDAINKGTNSKLKIAWIG

GAQPMFLGKEDIQLGVNESFYDTTKVVSSMVSCIFARVNKHEDIQALCKDSSVPIINSLCDKFHPLQAVCDLLTIIEKFDISLDSLNKGDNSKLKVAWIG

GAQPMFLGKEDIQLGVNESFYDTAKVVSSMVSCIFARVNKHEDIQLLCQHSSVPIINSLCDTYHPLQAICDMLTIKEHLD--YT------KNKLKITWIG

GAQPMFLGKDNIQLGVNESLYDTVKVVSSMVSCIFARVNSHEEIQSLAKFSNVPIINSLCDTYHPLQAICDMLTIKEQFT--DD------LTNVKVGWIG

GAQPMFLGKDDIQLGVNESFYDTTKVVSSMVACVFARVNSHSEIQALCKHSSVPIINSLCDRYHPLQAICDMLTIKEQLD--YE------KNKLKVTWIG

GAQPMFLGKEDIQLGVNESFYDTTKVVSSMVSCIFARVNKHEDIQALCKDSAVPIINSLCDMYHPLQAICDMLTIKEHLGVSTS------DKRLKITWIG

GAQPMFLGKEDIQLGVNESFYDTTKVVSSMVSCIFARVNSHDDIKALCKDSSVPIINSLCDTYHPLQAICDMLTIREHLG--DK------KDKLKITWIG

GAQPMFLGKDDIQLGVNESFYDTTKVVSSMVSCIFARVNTNDEINQLCKHSSVPIINSLCDKYHPLQAICDLLTIKEKFS---N------LNDLKLTWVG

GAQSMFLGKDDIQLGTNESFYDTTKVVSSMVSCIFARVNSHDDIQNLCKDSSVPIINSLCDKFHPLQAICDLLTIKEHLD--YT------NNKLKLAWIG

GGQPMFLGKDDIQLGVNESFYDTTKVVSSMVSCIFARVNQHQDILNLCKDSSVPIINSLCDKYHPLQAICDLLTIKEKLN--YN------QNKLKLAWIG

GAQPMFLGKDDIQLGVNESFYDTTRVISSMVSCIFARVNSHDEILKLARDSHVPIINSLCDMYHPLQAICDMLTIKESLN--YK------KNKLKVAWIG

GAQPMFLGKDDIQLGVNESFYDTTKVVSSMVSCIFARVNHHDEILQLCEHSSVPIINSLCDMFHPLQAICDMLTIKEHLD--YS------KNKLKVAWIG

GGQPMFLGKDDIQLGVNESFYDTTKVVSSMVSCIFARVNRHADILNLAKDSSVPIINALCDKFHPLQAICDMLTIKEHLD--YD------NNKLKMAWVG

GAQPMFLGKDDIQLGVNESLYDTIKVISSMVACIFARVGKHSEIQEFVKHSKVPVINSLCDKFHPLQAICDMLTIKEHFN--YQ------EKKLKLAWIG

GAHPMFLGKDDIQLGVNESLYDSVHVISSMVSCIFARVNNHSDIRELAINSSVPIINSLCDRFHPLQAICDMLTIKENFN--CT------QNKIKIAWVG

GAQPMFLGKDDIQLGVNESFHDTTHVVSSMVSCIFARVNKHSEIQNLTKYSKVPIINSLCDKYHPLQAICDLLTIKEHFD--LA------NTKLKLAWIG

GAQPMFLGKDDIQLGVNESFYDTTRVVSSMVSCIFARVNKHSEIQELTKHSSVPIINSLCDMFHPLQAICDILTIKEHLD--YT------KNKLKVAWIG

GAQPMFLGKDDIQLGVNESFYDTTKVVSSMVSCIFARVNKHSEIQELAKHSKVPIINSLCDQFHPLQSIADLLTIKEHLD--YS------KNKLKVAWIG

GaqpMFLGK 1IQLG NESfyD3t V6SSMVsC6FARVn h  I  l   S VP6INsLCD 5HPLQa6cD6LTI E                6K6 W6G

      

      

 : 181

 : 175

 : 181

 : 180

 : 169

 : 168

 : 163

 : 173

 : 172

 : 166

 : 166

 : 163

 : 163

 : 166

 : 177

 : 192

 : 174

 : 166

 : 163

 : 163

      

             

             

YJL088W    : 

Smik_10.15 : 

Skud_10.12 : 

Suva_6.160 : 

CAGL0I1079 : 

KAFR0A0149 : 

KNAG0B0185 : 

NCAS0A0940 : 

NDAI0G0554 : 

TBLA0D0541 : 

TPHA0I0281 : 

Kpol_1016. : 

ZYRO0G1509 : 

TDEL0D0147 : 

KLLA0F1436 : 

AFR098W    : 

Ecym_6338  : 

SAKL0D0569 : 

KLTH0H0952 : 

Kwal_14.23 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

DANNVINDMCIACLKFGISVSISTPPGIEMDSDIVDEAKKVAERNGA---TFELTHDSLKASTNANILVTDTFVSMGEEFAKQAKLKQFKGFQINQELVS

DANNVINDMCIACLKFGMSVSIATPPGIEMDSDIVDEANTIAKRNGA---TFELTHDSLKASINANILVTDTFVSMGEEFAKQAKLKQFKGFQINQELAA

DANNVINDMSIACLKFGISVSIATPPGIEMDSDIVEEANKIAKRTGA---NFELTHDSLKASTNANILVTDTFVSMGEEFAKQAKLKQFQGFQINQELTS

DANNVINDMSIACLKLGMSVSIATPPGIEMDSDIVNEANVIAERNGA---TFELTHDSLKASTGANILVTDTFVSMGEEFAKQAKLKQFEGFQINKELTS

DSNNVINDMAIACLKLGMDVSIATPPGIEMDPEIMNAAKKICAKNGT---QIEVTHDSKHASVGAHVLVTDTFVSMGEEFAKEAKLKQFQGFQVSQEHAS

DSNNVINDMLIACLKLKMNVSVAIPEGIEMNSDIIHAASQVSEENET---SFEVTHDPKITAKDANILVTDTFISMGEEKEKETKLNQFKGFQINSELAY

DANNVINDMAIACLKLGMDVAIATPAGIEMDQEIVDAAAEITKRNGT---KIEYTHDSKAASKGAHILVTDTFVSMGEEFAKVAKLKQFQGFQINQELAD

DANNVINDMAIACLKLNMDVSIATPVGIEMDQTIVDAAKKICAKNGT---SLELTHDSKLASKGAHVLVTDTFVSMGEEFAKEAKLKQFSGFQINNEHAS

DANNVINDMALAAMKLGMDVSIATPNGIEMDQFIVDAASEVSKRNGT---KLELTHDSKAASKGANVLVTDTFVSMGEEYAKEAKLKQFSGFQINQELAD

DSNNVINDLAIACLKFGINVSIATPQGIEMDPSIIDEGEKIIQSSGNKNLKLEITHDSMSAAKDSNILVTDTFVSMGEESEKEAKLKQFKNFQINQDIAS

DANNVINDLSIACLKLGIDVIVATPDGIELDKDIFEEAKKIAKKNNC---QFEITHDSEKGSAGANVLVTDTFISMGEEYAKKIKLKQFKGFQINSQLAA

DANNVINDMSIACLKVGIDVAIATPIGIEMDNEIVDEAKKIAIKNNC---KFTLTHDSKEASKDAHILVTDTFVSMGEEFAKAAKLRQFKGFQINSELCS

DANNVVNDMAIACLKLGMDFTVSTPPGVELSPIIVNAAEEISKNNGS---KLVLTHDSVEAVKGAHVLVTDTFVSMGEEYAKEAKLKQFKGFQINQELAQ

DANNVINDMAIACLKLGMDVAVATPPGIELDQGIVNAGKEISERNNT---KLTTTHNSVEAAKGAHILVTDTFISMGEEYAKVAKLKQFKGFQIDAELAK

DANNVINDMAIAALKLGIDVAVATPPGIELDSDIQQEGQKLAAQNNC---EFVCTHDSMAACTDANILVTDTFVSMGEEFAKEAKLRQFAGFQINSELCS

DANNVINDMAIAALKLGIDVVVATPQGIELDADIVDAAKEVCKRTGT---TIQLTHDSVAAAKDAHVLVTDTFVSMGEEYMYEAKMRQFKGFQINAELCK

DANNVINDMAIAALKLGMDVAVATPESIEMDEEIVAIAKETSARTGA---TVLFTHCPKEAVKDANVVVTDTFVSMGEEYMYQAKLKQFSGFAVDAELCK

DANNVINDMAIACLKLGIDVAIATPPGIEMEQDIVDAALEITKRNGT---KLVLTHDSVEASTNANILVTDTFVSMGEEFAKEAKLKQFRGFQINSELCS

DANNVINDMAIACLKVGIDVSISTPSGIEMDPEIIKAGQEVAKANGS---KLIVTHSSTEAATGANVLVTDTFISMGEEYARVAKLKQFQGFQINSELCS

DANNVINDMAIACLKVGIDVAISTPSGIEMDPEIIKAGQEVATKNGT---KLVVTHDSKEAATGANILVTDTFISMGEEYARVAKLKQFEGFQINSELCS

DaNNV6ND6 6Ac6K g6 v 6atP g6E6   I          n         TH s  a   a 66VTDTF6SMGEE a  aK6 QF gFq6      

      

      

 : 278

 : 272

 : 278

 : 277

 : 266

 : 265

 : 260

 : 270

 : 269

 : 266

 : 263

 : 260

 : 260

 : 263

 : 274

 : 289

 : 271

 : 263

 : 260

 : 260

      



Supplemental Data S2 

155 
 

YJR039W 

  

             

             

YJR039W    : 

Smik_10.31 : 

Skud_10.25 : 

Suva_12.12 : 

CAGL0I0165 : 

KAFR0F0133 : 

KNAG0I0040 : 

NCAS0A0836 : 

NDAI0G0482 : 

TBLA0D0198 : 

TPHA0O0032 : 

Kpol_1073. : 

ZYRO0E0310 : 

TDEL0B0536 : 

AEL069C    : 

Ecym_1373  : 

SAKL0D1128 : 

KLTH0H1438 : 

Kwal_34.16 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MPAGRIRIAMTDNIIVSEVDGPPDVVKCFIREEDGLEGQSRELVVIGLEYIDVFEG-VEQDEARKKLRLRTV----GYTMAAFYFKDHTAPNRRFYILLK

MLERRIRIVMADEIIVSEVEGPLEVVKCFVRKEDGLEGQRRKLVVVGLEYIDVFEG-LELDEARKVLRLRTE----GCTVATFYFKDHYIANRSFYILLK

---------MVDNIIVSEVEGPLDVVRCFVREEDGLQGQKRQLVVVGLEYIDVFEG-VERGETCKVLSLRTD----GCTVAAFYYKDHSIVDRRFYILLK

---------MAGSIIVSEVDGPLDVVRCFVRKEDGLQEHKRQLVVVGLERIDVFAG-VEQNEPRKVLSLRTD----GCTVAAFYYRDHSVADRRFFILLK

----MEQETVTAIVLRERLCQSPDALGYVEL----ED--G-SVVVVRCEWIDHYGI-SESV--VLRSRVRCS----GYIVAFCEYKSG-KSGGRYLLLLN

---------MSDKLILNSLKDASCVVASFNV--------ESILFLVKTESIERFEI-SKGYNLNFLNNVRTL----GYTVAAALYIEP-LSTKEYFILLK

----------MKQLVLYEVCQPRNVIDFFAS----RF--GNKKFTIEAECIKVWG-----ADGTQVKSISTV----GYTTASFVYFNE-ILNNEFLFLVK

---------MEPNFVLSEKKSASGIITSFIT----TY--P-KLIVIEPNQVRICDD-CTQDNFLKRARIIMTT---GTTIGATYLHEH-TSGKYFLFLLK

---------MEQNFILSELSAPKTIINSFQY----GD--K-GMLIVQRESIRVCRD-IQRNEFYGDSDATMTT---GYNVGAYLFHEL-SNSTQYLFLLK

MANSTYASSDSEEEIHTKAQQRLDSYSDVVI----SQ--VNEDYSYTYDGLLHNDIISLNDGTVIRIDIDILIGVPGHTLGALHYWDP-FTNRDYLFVIR

------MFQIKNKSVL--VVETEFVINCFLK--------K-NSLSLKYE-------------YIESKKQKTI----GYTVNASYFYDA-LYDNEYIFLIK

---------MTLNLLLSQLKGSNKFVNSFKV----KD--N-TLIIVENASLLKFKFNATLNETSKITEKRIS----GYIVAAFQFQDL-LNAKDYLILVK

---------MEDHVVLGELSKSKCMIDSFIL----RD--G-TLLVVEPEQICRAVY-SSELVYEQMETIVTT----GYNIGASAYWEP-LTGVEYLILLK

---------MRNRHMLEEANETHWIVDVLLV----DK--H-DLLIVEQTRMRRGGY-VLRTK-TNLEDIPVVNYSESVNVAASLYYDS-LSSKEYIILLK

---------MPATLALTDVRKPKQFVGGYHW----RN--DEEILIVEWDGLSIRNM-SSPHDIISASSFPLD------ILSASSYVQP-LTKRNYLAVFE

---------MAIQLQISEVRRPKKFVGCFNW----AQ--E-GTIIVEWDRITVYKF-LECDE-SKREVLYTS----G-ILNCWFYLEP-ISHRYYLLLLG

MAD--VDDEFEPNILLSEVKLTEKFVASFVVALEESK--S-VLVVVRQDSVTTYSY-PLQGALMPLQHQKLT----SRIANACTYRDS-SDSRNYILLAT

MINGLEVPGLDPSLVLNEIRAPEKFVTAFLV----RE--N-QLVVVKSNKVEVHGF-PVPER-VPAVTANLN----GHVLAACTCQDL-VLKRSFALVFY

MSSGLLEPVLEPNLVLSELRAPEVFVSAFLI----SK--E-SLLVVKSNKLELYGF-PNPGP-APLRTTHTS----GYVTGAVACPHS-TSQTSFTLLVH

                                                                            g    a            5  6  

       

       

 :   95

 :   95

 :   86

 :   86

 :   81

 :   77

 :   74

 :   79

 :   79

 :   93

 :   65

 :   79

 :   78

 :   81

 :   77

 :   76

 :   89

 :   86

 :   86

       

             

             

YJR039W    : 

Smik_10.31 : 

Skud_10.25 : 

Suva_12.12 : 

CAGL0I0165 : 

KAFR0F0133 : 

KNAG0I0040 : 

NCAS0A0836 : 

NDAI0G0482 : 

TBLA0D0198 : 

TPHA0O0032 : 

Kpol_1073. : 

ZYRO0E0310 : 

TDEL0B0536 : 

AEL069C    : 

Ecym_1373  : 

SAKL0D1128 : 

KLTH0H1438 : 

Kwal_34.16 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

ATGRL--------------------DFVNL-----DYKIVKSLETGI---DQVRSEPKFMFQDPLRTALVFNLSCTEIYEISTEDIFC--------LEET

STGRL--------------------DFIDL-----DYKLVKSLETGI---EQVRSDPKFLFQDPLRPALIFNLSSTEIYEISTEDIPN--------LVET

ATGRL--------------------DFIDI-----NYKLVKSLETQI---DQVRSEPKFLFQDPLRPALVFNLSRTEIYEISTKDILN--------LAEA

ATGRL--------------------DFIDL-----EYKLVKSLETEI---DQVRSEPKFLFQDPLRSALVFNLSCTEIYEIPTDDILG--------IVQA

SAGTL--------------------FVRELSQDPDSGQLQDGYTLQYSIDIPITATFCNLRIDNELCHIYFNATDLDVYLLKFYDKKQ-GIEIHEGITTD

DNGCL--------------------EILNS-----ETSVVDRLETGF---KIDRLHNVLFRFDEKYKRLYINLTRNALFSVQFQTSKS-YFKFS--TASQ

SNGEL--------------------HIFDQ-----DLNMLDRLRTEI---VQPCDKETFFAFDQYNNKLYLNLEHSTVHCVPLKIENS-VPKFL--HDGQ

ASGAL--------------------ELMNE-----DFERLDIIETD----ILQDEGPKFFSFDPLKESLYINLKKDKLFEFRYKAKKNGVISFI--HIGA

ETGAI--------------------EVLDS-----RFKTVDLLDTG----IKPTSKNYFFFFSLDTNILYINLEGTKIHKLPYSTKRE-TFSFI--HTNT

NDGKLFNFINNVQYDENELPSNILSERRNSNSRWICLETRILFSNDSSKDSTTPTEAKLI-IDENYFLLFCCCYPKELFVIKLRRSSIDGQQLLSFETIN

DNGFL--------------------EILGK-----DFTQVDLLDTEIP--FKEDYANIYFVFNFKNNQLYINLEKRRIFAIDIKLTKD-SLVFS--PKDK

EVGNL--------------------EIWDS-----EFKLIDSLDTGYKS-IDLSQFNLFLGIDYKLNRLYINLSEYRIYVIELDQTKD-SITFKRNKNID

DCGAL--------------------ELLNS-----QCERIDLLETG----MEQDDEKKFFAFDERDNQIFINLRKNTIFAIEYQLKNK-VMYFV--KRDE

KSGTL--------------------ELLDT-----NLQIIDVLETG----IEQGDNPKFITIDERSERLFINLEENALYSASLHRTDS-FISFT--KNAE

RDGAC--------------------RIINE-----KLEIVDTYT------VENPVRSPCCCFDERLSRMFLVWDGYSIYQCELDGEKE---LFF-----R

QDGIL--------------------QVVDD-----SLECVDAFR------IHSPFKRVLCYFDEVKNGLFLVWDLHTIYRFSIDGVKR---KFF-----E

NTGDL--------------------LALDQ-----NLEHIDSYSFQ----KQDFGYQPLLKVEPSLHHVYVSVGRCRIAALDIRRGNK-SRGFF--DPSN

ESGVI--------------------EARNE-----KLEVLDSFRAFE---GEPPEKPPLVAVDEKFNRMFVSWDRLSVVKVDYQTGSQ-GLKFT--RSKP

ASGLI--------------------EARNE-----QLDVVDSLVVNA---TNGDAKSPILWVDERYSRFFITWDRLTILRVEYQIRAA-HYKFV--GSGS

  G                                                                          6                      

       

       

 :  159
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 :  147

 :  192

 :  135
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YJR039W    : 

Smik_10.31 : 

Skud_10.25 : 

Suva_12.12 : 

CAGL0I0165 : 

KAFR0F0133 : 

KNAG0I0040 : 
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NDAI0G0482 : 
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TPHA0O0032 : 

Kpol_1073. : 
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Ecym_1373  : 
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KLTH0H1438 : 

Kwal_34.16 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

DVK----LSYVTSS-PIVSIDACINFNDFLDKDVFTLSILTR--AHNEVAYKLEACVCVFESKPAKGTK--WQRTTNLTFV--EE----------ATVSQ

DIK----LSYVTSS-PIVSIDACLNFNDVLDKDVFTLSILTH--VYNATEYQLEACVCVFETKPVKKIT--WKRTINLSFA--DK----------AMVTQ

DIK----LSYITSS-PIVSIDACINFNDILDKDGFTLSILTH--PYGANSYELEACMCVFEPKPAKGAK--WQRTIKVSFT--DE----------AAVSQ

DIK----LSYITSS-PIVSIDACVNFNDILDKDAFTLSILTH--AYGANEYNLEACVCVFKPKPAETVK--WQRTTNVSFT--DE----------AMVSQ

GDS-TRSPIYSSFG-KIKTLKLCRFYEEERDVSRMELSLI----TYKRGRWIFETCSRQSNKLDSR-----WSCTRCLQLP--QT---LHLLPFSSPNNE

NPI----CVRQFSY-DIISLDLCSNFDVYTNEEMETLSIVLK--EPDKQQYFFSLLSYKREYGKRKVQ---WEALVPLIEL--ES-----ISNINMHENS

MLQ-----IFQFSA-TIRDMSYGPHINEYTNEEFDTISVLLQ--DSAESCLIFRTVYLLDPNDSTSGNK--WSILIPNVDL--NI-------VPTSHKRI

HQT----AIYCFPD-EIVDLKSFADLD-EEQRECSVLAVLMR--KKRSWKFSFQTLFRKGYTHSRSKKSSSWMSSHNYFEF--SPLSEEFDYEPNDDINL

TAK----VIYTFPH-DIINMQPYKDIN-PDGEECTMIAVLME--DVEANNIFFEVIGEKGRRPYNIE----WSSIINYTEIATDSLKSNTSYRSQICSKT

NDGLNKECIYLPISIDYIYYDISYHEEYATGNEFLFVSALVN--DYLSNTFHLYVYQYFPKTSAKRSKT--VKDGLHFKLLIDKI--------IDTDSTS

ILT----CIFESTS-NIIQFDGSINLDHTNEKEFFGLSLLTSKWDYESNCNLYSIIALQLHSKSKSFP---FSILMEEKDL--KF-----NLDDIDDTMI

ELA----CFYESKD-KIYQFESSLEIDYTVEKEYFSLTILTC--NESEFIKSFGLINIKILNKAKSLL---YDVIVNQNNL--KF-----------DSRN

GPR----CIFEDVD-TIIGMEISWNIDYMSGRDFPTISILLL--NIFSQNYYFQVIRQAPKEVRKGRQP--WETFISHSKL--EV---------QFEDNR

NPR----KIYEAPS-SISYFDAEWHFEVKSGKEFVTIAAILQ--SNQSGTL-FEVIRQSQTESRKKKQR--WDSFVELTNL--ND--LHDSNRPHDLGSG

NMR----AIYASAE-EILQIALRWDITDVDGSQL-SIGILSK--GQYAGPYYYEEIQEPLDQSHATP----WAVSTDMLEV--GV-----------FSRP

RMK----KIYTLVD-EIVQIEGYWNEQDDVG-QYFTIDVLSK--VKVGSDFYYQRLQEPLESLETY-----WVGVDEREEV--GS-----------FSHQ

GIT----YIYKGER-TVVSIDLCWDLDAVSGDKM-VISILTK--DRFTKEFFFETIQLPGKVASYNSIEA-WRTTESPQKI--DI---------PVYWST

RRS----ALFESSY-PIVALEFLWNLADELQEVC-NICAVSQ--SHPASPLRLELWDELDLLRNK------WQLAFVTDGL--EL----------TPSCE

QPR----LAITLKN-QIVSLCACWNTRQEYE-EVYNICIL----SKANSTYFLEIWEELDHFRNK------WRLLFMFDRL--DI----------PETDD
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YKL005C (BYE1) 

  

             

             

YKL005C    : 

Smik_11.25 : 

Skud_11.22 : 

Suva_11.22 : 

CAGL0M1028 : 

KAFR0D0332 : 

KNAG0A0663 : 

NCAS0A0563 : 

NDAI0K0245 : 

ZYRO0B0138 : 

TDEL0A0282 : 

SAKL0A0875 : 

KLTH0D0622 : 

Kwal_26.79 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

----------------------MSVRTSSRSNKGQNKYIEYLLQEETEAPKKKRTKKKVDSAIEKNKKSDSSQEPRKDTENVRTDEVDEADEGYVRCL-C

----------------------MSVRTSARSNKGQNKYIEYLLEEEKEVSKKKSAKKKLDSRSKKKNKVDSLHE---LNKDTEKEEADEADDGYVRCL-C

----------------------MSVRTSARSNKGQNKYIDSLLQEEGETPDRQ-TKKKVKPATKKNKKTASSEN---PSKDIEK---DEAEEGYVRC-LC

----------------------MSVRTSARSNKGQNKYIESLLQEESETPKKKQTKKRTDPATKENKQADVSQS---STKDNEK---NEADEGYVRC-VC

---------------------MESLRKSSRSTKGKNTYLEVLRRQEEEEYEQR------------VNRPKKEKV---QEI--------------VHCSPC

----------------------MPVRTSSRTNKGRSKYLQAELSEEEEE----------------KGDAHGNSS---NKH-------LNDTTDNVRCPVC

----------------------MSVRTSRRTTKGQNKYLESILKEESEA----------------SSAGGTAIE---GNE-------EEDGIATVRCLVC

----------------------MSVRTSSRTTKGRNKYMQSIMQEEEQLYQQQLGGSNTQSGSGMPQQENEQKG---DDD-------DDYGEGSVRCPVC

----------------------MSVRTSARSNKGQNKYMEAMAKEEQEQEQE-------------QENPTIIST---DDK-------EEYGEGNVRCPVC

----------------------MSVRTSGRSNKGHNKYIQRILEEEKG-----------------SGNSGGNES---DDS--------------VRCPVC

----------------------MSIRTSSRSTKGQNKYLQSMLEEEPEPYYKGQQ----------NGAEKANED---DDN-------EDGDEGIVRCPVC

MSFNEIIVYNRRERHFQLTNMTEAIRRSSRRNKGTSKYLQYLAQDEEEYVK--------------AKSGSVLTE---DEV-------AGRGADSVRCLVC

-------------------MLAEGVRRSSRRNKGTNKYLQDQRTAELEYV---------------KARAKKQEV---EAE-------DHGISDAVRCLVC

-------------------MTEQEIRRSSRSNKGTNKYLRDQRIAEMEYV---------------KARARAQKN---DGE-------SFESVDTVRCLVC

                        6R S R  KG nkY6      E                                                VrC  C
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 :  74

 :  70

 :  71

 :  50

 :  52

 :  52

 :  68

 :  55

 :  44

 :  58

 :  76

 :  56

 :  56

      

             

             

YKL005C    : 

Smik_11.25 : 

Skud_11.22 : 

Suva_11.22 : 

CAGL0M1028 : 

KAFR0D0332 : 

KNAG0A0663 : 

NCAS0A0563 : 

NDAI0K0245 : 

ZYRO0B0138 : 

TDEL0A0282 : 

SAKL0A0875 : 

KLTH0D0622 : 

Kwal_26.79 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

GANNENYDAAEYSHGDMVQCDGCDTWQHIKCMTD-----------GKDTIDG----LMSEDSKYYCELCDPSLYAH-L-------ETSKEAEVSED----

GANNENYDAAEYSHGDMVQCDGCDSWQHIKCMTD-----------GKDVIDG----LMNEDSKYYCELCDPSMYAH-L-------EESKKVEVSED----

GANDENYEAPEYSHGDMVQCDGCDSWQHIKCMTK-----------GKDTIDG----LMNEDSKYYCELCDPSLYAH-L-------EEFKGVEVSED----

GASDENYDAPEYSHGDMVQCDGCDSWQHIKCMTD-----------GKETIDG----LMNEDSKYYCELCDPSLYAH-L-------EKSKEVEVSED----

GTTDANYVEDEDPYGEMIQCDQCDTWQHINCMLQVKDIKVPKELENSDDVDSLSKLLVNSEDKYYCDRC---IYKSQLREERRAYKELNKSEMIGDNDIL

GTNDANYDAENDPYGDMIQCDGCDAWQHINCMTG-----------GKKDIKA----FLDLDGKYFCEQCDPQRYPE-L--KHRREPLKRKIEVAG-----

GTTDANYDELTDQGGDMIQCDKCNTWQHIRCMLDVN--------KADEDISK----YLTEDDKYFCNRCDPTRYPH-L----ETINRHVTENVDEA----

GTTDENYDPSTDTRGDMVQCDGCDMWQHIRCMTG-----------GLDTIDS----LLTDDQKYFCDQCDPSRYPH-L---HAGNKERNEEEVDD-----

GTTDENYDPNTDTNGDMVQCDGCDMWQHIKCMTG-----------GLEDIES----LLTPDRKYFCEKCDPTKYPH-LNLNHQNDDDQHPEYVNKNVGVQ

RTFDYNYDANEDTHGDMVQCDGCNTWQHIECMSD-----------GK-GMDS----LLDSDGKYHCERCKPENYQN-AKWLTKEQEQNPES---------

GTNDDNYDAENDAYGDMVQCDGCNSWQHIRCMTN-----------GQDSVNC----LLDKDGKYHCDQCDPSRYSQ-L-------SEHEDQEFKL-----

GTTDENYDENNDPYGDMIQCDGCDTWQHIACMS------------RDESLSS---------DEYFCNVCAPTLYPN-LKYKIDPTPFINKKLAEN-----

GTTDENYDEDNDPYGDMIQCDKCNSWQHIKCMMD-----------QEEANEV---------ETYFCSICSPSSYPN-IRYSIDPQSVVTKKHFIKTSKS-

GTTDDNYDEADDPHGDMIQCDKCNTWQHIKCMF------------GKDEVND----L----DEYFCNICSPASYPD-IVYAIDPSSLNKTSLAHG-----

g  1 NYd      GdM6QCD C1 WQHI CM                              kY C  C p  Y                          
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 : 147
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 : 129

 : 131
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 : 139
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 : 130

 : 149

 : 134
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YKL005C    : 

Smik_11.25 : 

Skud_11.22 : 

Suva_11.22 : 

CAGL0M1028 : 

KAFR0D0332 : 

KNAG0A0663 : 

NCAS0A0563 : 

NDAI0K0245 : 

ZYRO0B0138 : 

TDEL0A0282 : 

SAKL0A0875 : 

KLTH0D0622 : 

Kwal_26.79 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

---EDY--HDDVYKPVNDHDD---N---------DADVFLDEESPRKRKRS-PDSAKGIHIKSKQVKKSNGSKKRNKSIDAAKSDTAENEMPTRKDFES-

---EDY--DDDVYKPINDHND---N---------DADAFLDEESPRKRKRS-FDNPRRTPNKTKQVKKSTGPTKRKKSTDVTNSDTLENKIPTERDFES-

---EDY--DDGVYRPVSDHND---N---------DADIFLDEESPKKRKRS-SDSSRRTLTQTKQASKSNG-QKKKKPIHSPNNDAEQNKIPTIRDFES-

---DDY--DDDIYKPVIDHND---N---------DTDFFLDEESPKKRKRSTSSNSIKLPAQTREVKKNNGPKKKKKSAGTIIANTDQEKIPVKRDFES-

DEPKEH--PDEYVDDQDEDQDFILSKDTANIAEVDDDEFVENDDNRVK----KDKRKRKPSNSAITTTKTVPKKKARVITDDQTETETIPSE--------

---DDK--DEDFVDDPSQAH--------------DGDLSFEENRTKRTVTLPSNAPQKRRRSSQKVDVTDQHDTN-------------------------

---DDKYADDNYHSDADLNIA-------------DENNGLSDDEFLDPR---SKRKRRSVQGNGQNKKKTPPQKVEPSNIARRSSQS-------------

---EDH--DGNYKPPVDETVD-------------PKDLYLEHEPKSPLT---TPVAKNKKRSSVSDSTTTTKRRRSSANSNTNSKQKQE-----------

PHTKDE--DGDYMPNINDNIHDLTD---------DKDQNLDDENVNN-----NNNSSSNPTNNNNNNNATITKRRKSAQSNSSNAKKRKSTSAEVPTSSS

---NDY----------------------------DNDNYLSESDSEAES---VRAPRKRRKTHGSVSGKSGTEPKGSAGSTTGGS---------------

---NNE--DTRFMDD-------------------NFDDHNDEDDDEPVG---GKRRRSRQQSRRSVSNGEGDHSVKRKKSLAASDDR-------------

---KTKAPSPVKKRPVA-----------------SDDDFIDDDQNNDKK---VRNKYTKRRKSAENEPGNTPS---------------------------

---DDE--IEDFQEEISDE---------------DANEYLGKDSTRPK----KRRKLDSPKNITKAPTG-------------------------------

---REY--SHNHQNYEDDEEE---H---------ILDSGTEDEDQLPT----KRRKKSKLKTDHNVATS-------------------------------
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YKR034W (DAL80) 

  

             

             

YKR034W    : 

Smik_11.29 : 

Skud_11.26 : 

Suva_11.26 : 

CAGL0L0315 : 

YJL110C    : 

Smik_10.12 : 

Skud_10.10 : 

Suva_6.185 : 

CAGL0G0438 : 

KAFR0A0131 : 

KAFR0A0341 : 

KNAG0B0162 : 

KNAG0C0144 : 

NCAS0A0960 : 

NCAS0B0781 : 

NDAI0B0516 : 

NDAI0G0535 : 

TBLA0D0553 : 

TBLA0H0301 : 

TPHA0B0125 : 

Kpol_1016. : 

ZYRO0D0389 : 

TDEL0D0128 : 

KLLA0F2129 : 

AFR069C    : 

Ecym_6365  : 

SAKL0D0492 : 

KLTH0E1548 : 

Kwal_27.12 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

NACGLFLKLH-GEPRPISLKTDTIKSRNRKK-----LNNNNVNTNA-------------------NTHSNDPNKIF----KRKKRLLTTGGGSLPTNN--

NACGLFLKLH-GQPRPISLKTDTIKSRNRKK-----LNNNNANTNS-------------------NAHNNDPNKIF----KRKKRLLTTTGGSLPTNN--

NACGLFLKLH-GEPRPISLKTDTIKSRNRKK-----LNNNANINAN--------------------AHTNDPNKIF----KRKKRLLTTHGGSVPTNN--

NACGLFLKLH-GEPRPISLKTDTIKSRNRKK-----LNNNAINNAS----------------SNSNAHTNDPNKIF----KRKKRLLTTGGGSLPSNN--

NACGLFQKMH-GRARPISLKTDQIRHRNRKK-------------------------------KAISVMKIRPEPLL----PHGQLISLSSDINCSTTT--

NACGLFLKLH-GKPRPISLKTDVIKSRNRKS-----NTNHAHNLDNFRNQTLIAELKGDCNIESSGRKANRVTSED----KKKKSSQLLMGTSSTAKISK

NACGLFLKLH-GKPRPISLKTDVIKSRNRKS-----NTNYAHGLDNFRNQTLLAELKGENNLESINRKAGKSAHDD----KKKKNSQPSLRTSSAVKVTK

NACGLFLKLH-GKPRPISLKTDVIKSRNRKS-----NTNHAHNLDNFRNQTLIAELKSEGTIESSNRKVSKSSVEG----KKKKSSQSSIGSPSGEKVSK

NACGLFLKLH-GKPRPISLKTDVIKSRNRKS-----NTNHAHNLDNFRNQTLIAELKGEGSIESSNRKTSKFPVDD----KKKKTSHISVGLASAGKVLK

NACGLFLKLH-GKPRPISLKTDVIKSRNRKN-----VQTSPTGAPAELVHDRYKHSFTNFIPTSYEAYKEKKGHML----DKRRHPPSDLRHSITEHGR-

NACGLFLKLH-GRPRPISLKTDVIRSRNRKGNNTSSNHSDGNHGND---LSFEGTAKNLNHEKKRNVVSATDPILSSNELAKRQKMVDSHSTNEPKQLPW

NACGLFLKLH-GNSRPISLKSSNIKSRNRKH-----VRNGTKDNSN-----------------SQNNVLLKPKLNT------------------------

NACGLFLKLH-GRPRPIRLKTNVIKSRNRKG------HSDNAGPSDEKSLKPTVDKKRKVSSSSEGKLLATSSSKN----RKSRSQPPPDSRRTSTNT--

NACGLFLKLH-GTPRPINLNTTVIKSRNRKS-----NHNSQSQKNM--------------GVSRTGPHLNNISHLGSYSNHYQKLNSDVLKRTHGFKDID

NACGLFLKLH-GRPRPISLKTDVIKSRNRKG-----GNSNGAGGST-----------LKFNNQTSSSIANNIHKTYVQIEKKRKRSVGDIEVSNVHNS--

NACGLFLKVH-GRPRPLTLKTDVIKSRKKRK-----NANFPNNKPT----------------GPNSKIVKLPPLGNYTIEPKKDQNSRTLLSNKVFKPLL

NACGLFLKLH-GRPRPPKLQNDIIKTRNRSN-----NNNNNNNNGL---------------------FHNNSN-------KRRKSNPAGFDLFTSRNV--

NACGLFLKLH-GRNRPISLKTDVIKSRNRKC-----TGSNHDNHED------------------QETKCGSQIKKYCFAEKKRKSSSASPNINDTIKK--

NACGLFLKLH-GKPRPISLKTDVIKSRNRKNISSSATNTATNVPTTTTVTPSTTTTTTSNSTSPSPSNGLTAIDLFPSVKKRKLSISKTISKSNNPNTA-

NACGLFKKLHHGRARPLALH-----RRTRHPAPGILGNTSLRKNRL---------------CSPGGTHDIISMTVT----PRRASANAIKGGATATAT--

NACGLFLKLH-GKPRPVSLKTDVILKRNRIPSNARSSKADVKDDSD-----------------SSVCGTGTPGDGN----KKRKNASISLDSSSRENN--

NACGLFLKLH-GRPRPISLKTNIILKRNRKN----HSHASIAAAATAAAAVSRHTGFYPRVTPNDQIPRITTTIDITPNGSNPKRLPQSFIKNKTKLL--

NACGLFLKLH-GRPRPISLKTDVIKSRNRKG-----NHSHSHNHSN-----------------TPPSPKGTPNGDE----RKRKYDDPNKPKPKKVKS--

NACGLFLKLH-GRPRPISLKTDVIKSRNRKG-----THHHQHQQSD-------------------SVVEKQHTRTHSDEKKRKLPVQPVLKKQRVVEDN-

NACGLFLKLH-GRPRPISLKTDVIKSRNRKS-----SHHDSPNDKK-----------------RKDPALLTPNSST----KKKKNNAYNMNNDIVTQN--

NACGLFLKLH-GRPRPISLKTDVIKSRNRKA-----GHEEKRRREG---------------GEGSGPAE-----------RKRGRAEPGALPQLAQLL--

NACGLFLKLH-GRPRPISLKTDVIKSRNRKTLHQDVGTNGDKRRRDHSVPPPPPLGIQNSVVNNSELGGNFSNKLG----KKRQKVISSSTTPYNHSL--

NACGLFLKLH-GRSRPISLKTDVIKPRNRKS-----THGDSPGDKK--------------RKDPNGSIKKRKMQDPKELHAAETLEHLMHNGKVANAL--

NACGLFLKLH-GRSRPISLKTDVIKSRNRKS-----NHGTAATGSAGSDSSGDQRKKEHKKRKAQDSRELHAAETLETLMRKGSGGSGGSGGSPPQLGRP

NACGLFLKLH-GRSRPISLKTDVIKSRNRKS-----SHANSGAAGDSPSAEYRKKENKKRKTQSSRELHAAETLETLMRNDAGSANAVAPVAAAAAAG--

NACGLFlK6H G  RP  Lk   i  Rn4                                                                       
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YKR034W    : 

Smik_11.29 : 

Skud_11.26 : 

Suva_11.26 : 

CAGL0L0315 : 

YJL110C    : 

Smik_10.12 : 

Skud_10.10 : 

Suva_6.185 : 

CAGL0G0438 : 

KAFR0A0131 : 

KAFR0A0341 : 

KNAG0B0162 : 

KNAG0C0144 : 

NCAS0A0960 : 

NCAS0B0781 : 

NDAI0B0516 : 

NDAI0G0535 : 

TBLA0D0553 : 

TBLA0H0301 : 

TPHA0B0125 : 

Kpol_1016. : 

ZYRO0D0389 : 

TDEL0D0128 : 

KLLA0F2129 : 

AFR069C    : 

Ecym_6365  : 

SAKL0D0492 : 

KLTH0E1548 : 

Kwal_27.12 : 

             

                                                                                                    

         *       320         *       340         *       360         *       380         *       400

-------PKVS----------------------------------------------------------------------------------------I

-------SKVS----------------------------------------------------------------------------------------V

-------PKVS----------------------------------------------------------------------------------------I

-------PKVS----------------------------------------------------------------------------------------I

------------------------------------------------------------------------TIPVSD---------------------I

KPKTESKERSDSHLSATKLEVLMSGDCSRPNLKPKLPKQDTAIYQEKLLTFPSYTDVKEYSNSAHQSAFIKERSQFNAASFPLNASHSVTSKTGADSPQL

KSKTDSKEKTGSHLSTTRLEVLMSGDSSRPRLKPKLPKQDGAMHQEKLLTFPSFTDIKDYSNSVHQSALIKEWPHFSASSFPPNAPHSVTSKVGTDSPQL

KSKTDPKDKNNSHLSAKKLEVLMSGDSSRPKLKPKLSKQDATIHQEKLLTFPSYTDIKEYSNSSVKSASNKELPQFGASSLPPNAVASKTGADSPQ---L

ISKMDQKDKSDSHISATKLEVLMSADSSRPKLKPKLLKQEAAVQQERLLTFPSYTDVKEHSGSPLQSTATKERPQFGTGSLTSNATHSVASKTGADSPQL

-------PYVGESAEADLIRKHKKAKIKSERAVSES----------------SIDSYNSQSKDSAQIKSGENTPLSPQSHSPSGTP-------------L

TAITPNISKGTTILPRNSDRSIKSQDVVRSPS--------------------LDQALESNPNSVHLDMDIASTHSLSNVKSSQGTQ-------------L

---------------------------------------------------------------------------------------------------L

-------DDASDPFISKEADKTDSCIVPTKVPLTML-----KDPT-------NRECFSPDAVSPHELPSIGSPIPNKAVPLQPMRPPSGSGEQ------L

L------SILSDPHRIKKIRCNIHKDRNLPMGQD-----------------------------------------------------------------G

---------GDINAPLTKIRSIDTELSSDNI---------------------LGNDLRKQIANDRNLKGFQSTLKSGEAPSMQAQ--------------L

---------------------------------------------------------------------------------------------------L

-------ERFRAKYSLNNRRNEDDRQ-------------------------------------------------------------------------D

-------NKPNHNDNIDVIPSIDSELAATSKTSYKR------------GMPLCWRDSNNRCVVNPSFYNNSELTSRQNMHHPPSKK-------------L

-------VVPNASTANSTVIVTSNTTSNTTIIDNSESSIISTPPPSHPPSTSINNTSTATNNKISVVIAPKPNLHLSNSLISNSDDRRRTF--------L

-------ATANANANANANATATAT---------------------------ANANANANANATATITSSNPSPSR-----------------------L

-------KIKNPTTAHDLRILNLMQMESIKPKLKPKLPRPSSGRTEFGTPSENHSRNNSYDSGTVSDLNSSENSSTDESHYNLT---------------V

-------SNLTQTNSMKNSGSNKILKPDIGNGTKIYHNIIQHNPQHPADTPTASNDHTVKASSLSQNNVGINSNHYHNLQRNNVERP------------E

-------EVKEPQFEGTEITKAANTL----------------------------GNINRSCNGVNSPTLSASNAPRQ----------------------L

-------ESKDICSAANTLEILMSGDSMKPKIEPKLPPSQANTQ-------------------------------------------------------L

-------DNAHQNHQAQTSQQFPQPLTPQVSWQSQNVELSEDMKFHKILPKNNQGKGNPLPHLSNILSVSSATPMTGDFPTPNSPRLSHLHRP------P

-------NGVPEAEPPTDARPGSALHGPGPARGPAY-----KSPI---------------------------NMLLND---------------------K

-------TVSGSLDSVNSESTTISSFNSSVTSGSLEMPNCSQDRNSLPQLSTLLGNVHSHNDHLHSIHLQNQSRAHSYVQPKI----------------E

-------PTSSYHNVMPAVSGNGSVVVNNPPNSPPP-----NNVALPHLSMLLGNGSIPGVEQKTTPSLTSASVVQTATPMSKQ---------------F

-------VQPAPPAAAKAAAAEAGTPGAANVQNAAA-----VTPAATPAGSVSGPGSKPALSNAWRKIAPGNRTPPANVPQMPANP-------------L

-------SASSATEPAPAASSGPGSVGSSSGTNSGSNAKPTISHAWRKILPLNQTQPTSSSNSQTQPVNHSQAQPANQGQPQNSMPRTGGG--------L

                                                                                                    

      

      

 : 126

 : 126

 : 125

 : 130

 : 116

 : 342

 : 342

 : 339

 : 342

 : 257

 : 269

 : 193

 : 267

 : 309

 : 261

 : 125

 : 222

 : 280

 : 264

 : 163

 : 219

 : 307

 : 236

 : 203

 : 263

 : 169

 : 317

 : 205

 : 219

 : 227

      

             

             

YKR034W    : 

Smik_11.29 : 

Skud_11.26 : 

Suva_11.26 : 

CAGL0L0315 : 

YJL110C    : 

Smik_10.12 : 

Skud_10.10 : 

Suva_6.185 : 

CAGL0G0438 : 

KAFR0A0131 : 

KAFR0A0341 : 

KNAG0B0162 : 

KNAG0C0144 : 

NCAS0A0960 : 

NCAS0B0781 : 

NDAI0B0516 : 

NDAI0G0535 : 

TBLA0D0553 : 

TBLA0H0301 : 

TPHA0B0125 : 

Kpol_1016. : 

ZYRO0D0389 : 

TDEL0D0128 : 

KLLA0F2129 : 

AFR069C    : 

Ecym_6365  : 

SAKL0D0492 : 

KLTH0E1548 : 

Kwal_27.12 : 

             

                                                                                                    

         *       420         *       440         *       460         *       480         *       500

LEKFMVSGSIKPLLKP--------------------------------------------KETVPNTKEC---STQRGKFSLDPCEPSGKNYL-------

LEKFMVSGSIKPLLKP--------------------------------------------KETLPTSKEC---PSQRGKFSLDPSDPNAKNYL-------

LEKFMVSGCIKPLLKPKEI--------------------------------------------LPSSKDC---PTQRGKFSMEPGEPSGKNYL-------

LEKFMVSGSIKPLLKP--------------------------------------------KEALSSAKDY---PMQRGKFSLEPSEPSGKNYL-------

PWISKGAPIRNPSPRQR-----------------------------------------------------------------------------------

PHLSMLLGSLSSTSISNNGSEIVSNCNNG-------------------------------IASTAATLAP---TSSRTTDSNPSEVPNQIRST-------

PHLSMLLNSLSSSSISNNACETISNCNNG-------------------------------ITSTAATLAP---TSSRTTDSNPSEIPNRIRST-------

PHLSMLLGSLNSTSISNNMSETVSNSNNG-------------------------------IVSTAATLAP---TSSRTTDSNPSDIPNQIRST-------

PHLSMLLGSLNSGPVSNNASETVSNYNNG-------------------------------IVSTAATLAP---TSSRTTDSNPSDVPNQIRST-------

PRLSAVLGDFGSDSRTTAASNSNIGSMHA-------------------------------KSSEDDKNGN---IASLEQSMVEKRKTSIPQVV-------

PGVSSLFTHIPKNGGPTVSQNFPHSAQSTLIHHTS-------------------------TITSPGITSPLLLPNGGSKSLGPIQDMPKPETL-------

SRLFNYNETYNYSTVISRMDEVMNAV----------------------------------RPIRPYLKPK---PKSPESSDVQKRRSSLP----------

PGLISVLTDINKGNSPDSARNETTSMPAPHLNANQY------------------------SSQLHADFAS---PIAMPQTLSSNRGPDENNGSTS-----

SDILKAAKCMKPEIRPKVAPD---------------------------------------RSDIRRYSFP---SASEQTQNKFSSLVNIPDQL-------

PHLSSLLNNMENLPITKSSNDGIM------------------------------------YNRQNSTVSS---PGLSPQSISGNNQLSMPIVS-------

PKLGNLQFYSNYTTASTIEH-----------------------------------------------------PSEKDTHL-------------------

KEILKMAHSVKPILKPKNIYDIKA------------------------------------NKDLPSKERV---PSELELNGQFYKVLEAKRIG-------

PGLSSILCNTDRTASNLSCDSERL------------------------------------SNASGSIVSP---PNILNHSSPRPSLPQLPVTS-------

PRLSSLLDNVTSTPTDHKPILSSINNTLHNTLSN--------------------------SSLSSTQNTN---PIIRRKSSDALRQPRQTRNN-------

PHLSSLIHVSTPSP-----------------------------------------------------------PADQPLAS-------------------

PQLNKQDTKIHLLPSAHQHN----------------------------------------QKKKPEYYNQ---HNHHNHRNTANKLPGLQSLI-------

NGISQDIHQPQQSSISSLPPARKIFLSGP-------------------------------SSQQTSVETT---PSNSHPKHSQSPGPQLPHLS-------

PHLSTLLGEVSPQPQPQSVHPSQPLQRGA-------------------------------SPLPPPVTML---ESARSTVSSPSMLPQNPKVY-------

PHLSTLLGDVRSQSNPPVS-----------------------------------------LVDQPMETSK---SLHFEPKNKPYIHESIPVST-------

PHLATINEILSNSNAQHMSQTSPPAQFSQSTVGKPLDNSSSNHQQQQGTQLPSIMSNHSQQSLQNTAVLP---PAQLPLQQQPQPQLSQPLLM-------

PQDAGFQPAASPAASVLRAPSLTP------------------------------------VPAAPAYHAF---SPRSQPPS-------------------

SHIQSGIRSLSGPPPQHYHQQPRKQSSVLLSPKSAPRYSPNVHSPLSNQMEGNATLIGINHIDVHSPNLA---PIQRNSTTLKAPISQLLNGG---KTSE

SHIASINEILNNSNGAKTERQPISA-----------------------------------MASPPVHTQV---LPSLNTAQSPTIAPVLSQGY-------

PHLSMLFGGMNPSSPPSRFPARSEERAHPQFAALDPEILGDKVPAAEMAESHSRLSAAPQLPSQFQGHKP---SPGETHQSLQTVPPGASLTSSALAHQE

PHLSMLLGSVNSSIPHSNFPPRPDEQPSFQPSSLDPEILDDKQQQQQTSSSGPPSRPSATAPQLPSQFPNRTMPSANNVNSNSPLPPALPLTSSALARQD
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YLR143W (DPH6) 

  

             

             

YLR143W    : 

Smik_12.20 : 

Skud_12.21 : 

Suva_10.23 : 

CAGL0M0452 : 

KAFR0H0215 : 

KNAG0A0287 : 

NCAS0C0315 : 

NDAI0G0246 : 

TBLA0A0411 : 

TPHA0C0065 : 

Kpol_1036. : 

ZYRO0F1401 : 

TDEL0F0473 : 

KLLA0D1698 : 

AGL164W    : 

Ecym_4223  : 

SAKL0H1493 : 

KLTH0G1159 : 

Kwal_27.11 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MKFIALISGGKDSFYNIFHCLKNNHELIALGNIYPKESEEQELDSFMFQTVGHDLIDYYSKCIG--VPLFRRSILRNTSNNVELNYTATQDDEIEELFEL

MKFLALISGGKDSFYNIFHCLKNDHELIALGNLYPKESDKQELDSFMFQTVGHDLIEYYSECVG--VPLFRRSILRNTSKNVELNYTATQDDEIEELYTL

MKFLALISGGKDSFYNVLHCLKNNHELIALGNLYPMESEKQELDSFMFQTVGHDLINHYSECVG--VPLFRRPILSNTSKNVELNYTATQDDEIEELYEL

MKFLALISGGKDSFYNIFHCLKNDHELIALGNLYPKESDKQELDSFMFQTVGHDLIDHYSECIG--VPLFRRHILSNSSKNVELNYSATQDDEIEELFQL

MKFVALISGGKDSCYNILHCQRQGHELVALANLRPIDTDKQELDSFMFQTVGHDIVSLYENCTG--LPLFRKEIHPKTSKNVELNYTPTKDDEIEVLYQL

MKFVALVSGGKDSFFNILHCLKQGHELIALGNLYP-SENEQEIDSFMFQTVGFDIVSYYSSCISKTIAIHRWPIVKNTSKNVKLNYTQTQDDEIEQLFEF

MKFVALISGGKDSCYNILHCLKQGHELAALGNLYP-ESRVQELDSFMFQTIGFDIVQFYERCCG--VPLFTHTISLGGSKNVSMNYIKTKDDEIEDLYQL

MKFVALISGGKDSFYNILHCQKINHELVALANLYPAIQTEQELDSFMFQTVGHDIIPLYEKCIG--VPLFRRSIESKTSKNVDLNYLPTKDDEIEILFEL

MKFVALISGGKDSFYNIFHCLKNNHELIALANLHPTDVQEQELDSFMFQTVGHDIIPLYSKCLG--VPLLRTTIDKSSSKNVDLNYLPTKFDEIEKLYEL

MKFVALISGGKDSCYNILHCLKNGHELVALANLMPENNSQQELDSFMFQTVGHDIVSMYGKCTG--LPLFRQPIKQGGSKNVQLNYTPTSSDEIEDLFIL

MKFVALVSGGKDSCYNILHCLKNGHELIALGNLHPLDIDEQELNSYMFQTVGHDIVSLYEKTTD--VPLYKHYIRPHSSKYQKLNYVSTKDDEIENLFEL

MKFVALVSGGKDSCYNVLHCIKNGHELVALANLHPEDTNEQELDSFMFQTVGHDVVSYYDQCTG--LPLFRHSIKLQGSKNVNLNYVKTENDEIEDLLEL

MKFVALISGGKDSCFNIIHCLKQGHELVALANLHPIDKSQQELDSFMFQTVGHDIVPYYATCTG--LPLYRKEIHPFGSKNVELNYTPTVSDEIEDLYEL

MKFVALVSGGKDSCFNVLHCLKQGHQLVATANLYPADETQQELDSYMFQTVGHDVVSYYEKCTG--LPIFRHPIKRGGSKNLEMNYTLTLNDEIEDLYSL

MKFVALISGGKDSNYNILHCLKQDHELIAFANLHPENEDEQELDSFMFQTVGHDLIRWYPECSG--VPLYRQALHKNGSKNIALNYTETKDDEIEDLYKL

MKFVALVSGGKDSCYNILHCMKNGHELVAFANLHPKEENVQELDSFMFQTVGHEIVSYYGKCTG--LPVFRQAIARDTSKNVALNYFATAGDEVEDLYLL

MKFVALFSGGKDSCYNILHCIKNGHQLVALANLHPKDENQQELDSFMFQTVGHDIVSYYGDCIG--LPLFRQAINANSSRNVALNYSQTDGDEVEDLYVL

MKFVALVSGGKDSCYNILHCIRQGHELVALANLHPLDESLQELDSFMFQTVGHDIVSHYGKCTG--LPLFRHQIKAQSSKNVSLNYYPTKDDEIEDLYQL

MKFIALVSGGKDSCYSILHSIRQGHELVALGNLYPADESQQELDSFMFQTVGHNIVNMYEKCTG--LPLFRHAIRPKTSRNVALHYYPTDEDEIEDLLEL

MKFLALVSGGKDSCYSILHSLRQGHELVALGNLYPADQDQQELDSFMFQTVGHDIVNWYQKCTG--LPLFRRAIHPQTSKNVSLNYYPTDDDEIEDLLEL

MKF6AL SGGKDS 5n6 Hc 4  H2L Al N6 P     QE61S5MFQT6Gh 66  Y  c g  6p6    6    S n  6nY  T  DE6E L  l
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YLR143W    : 

Smik_12.20 : 

Skud_12.21 : 

Suva_10.23 : 

CAGL0M0452 : 

KAFR0H0215 : 

KNAG0A0287 : 

NCAS0C0315 : 
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SAKL0H1493 : 

KLTH0G1159 : 

Kwal_27.11 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

LRTVKDKIPDLEAVSVGAILSSYQRTRVENVCSRLGLVVLSYLWQRDQAELMGEMCLMSKDVNNVENDTNSGNKFDARIIKVAAIGLNEKHLGMSLPMMQ

LKTVKAKIPDLEAVSVGAILSSYQRTRVENVCSRLGLVVLSYLWQRDQAELMSEMCLMSKDINNVENNTNSGNKFDARIIKVAAIGLNDKHLGMSLPQIE

LKTVKDRIPTLEAVSVGAILSSYQRTRVENVCSRLNLVVLAYLWQRDQAELMDEMCLMSKDIEDGERDTSSGNKFDARIIKVAAIGLNDKHLGMSLPMIV

LKSVKDRLPDLEAVSVGAILSSYQRTRVEDVCSRLDLVVLSYLWQRDQAELMSEMCFMSKDINNVESATNSENKFDARIIKVAAIGLNDKHLGMSLPTIQ

LSEVKQSIPDLQAVSVGAILSSYQRTRVEDVCGRLGLVVLSYLWQRSQLELMTEMCSMSKQEDELNTSES--CKLDARIIKVAAIGLDNTDLGKSLPQLF

LKNLQFKYPELEAVSVGAILSSYQRNRVENVCNRLGLSVLSYLWQRNQLELMTEMAFMSKSGDET-------GRLDARIIKVAAEGLNESHLGKSLPEIL

LSKVKTAIPTLEAVSVGAILSSYQRNRVENVCIRLGLQVLSYLWQRDQGELMDEMCSMSRDVLEEGYC----GKLDARLIKVAAIGLDESHLLKSLPQIN

LSEVKSNCPGLEAVSVGAILSSYQRTRVENVCQRLGLVVLSYLWQRDQEELMSEMCSMSKQGEEDELS----CKLDARIIKVAAIGLDKSHLGKSLPEIF

LLSIKNEFPDLEAVSVGAILSSYQRIRVESVCQRLGLTVLSYLWQRDQLELMKEMCSMSKDIHTDVTSC---CKFDARIIKVAAIGLDKSHLGKSLPVNL

LQNVIKEIPDVKGVSVGAILSSYQRTRVENVCNRLGLVSLAYLWERSQDELMGEMCLMSKDLDDPELDENN-CSMDARLIKVAALGLNKTHLGMSLPHMY

LSKIKTQHPDLEAVSVGAILSSYQRTRVENVSNRLGLTVLSYLWQRDQSDLMSEMCEVSKQSENEKS-----SKMDARLIKVAAIGLNDTHINMSLPVIY

LLEVKDAIPDLEAVSVGAILSSYQRTRVEDVCSRIGLTVLSYLWQRDQLELMTEMCLASKTKDDTT------ANMDARLIKLAAIGLDETHLFKSLPEAF

LSQVVREKPDVEAVSVGAILSSYQRTRVEDVCARLGLVVLSYLWQRDQLELMQEMCQASQTDTP--------GDFEARLIKVAAVGLDQSSLGKTLPEVF

LWEVKTAVPDVEAVSVGAILSSYQRTRVEDVCMRLNLTVLSYLWQRDQLELMTEIVFNSQKTMRKKNT----GKLDARIIKVAAVGLDQSHLNKSLPQIF

LRKIQLDSPDLEAVSVGAILSSYQRTRVEDVCSRLGLTTLSYLWQRDQRELMQEMCSMSKDTIVTTDDCDNVGKLDARIIKVAAIGLNQNHLGKSLPEIL

LKRVKDSNLGVEAVSVGAILSSYQRTRVEDVCSRLGLTALSYLWERDQEDLMREMCSMSKKPGDAPV-----AKLDARIIKVAAIGLNQNHLGLSLPEIF

LQRVKDEIPEVEAVSVGAILSSYQRTRVEDVCFRSGLVVLSFLWQRNELELMTEMCSMSIQGGDEAESSDGLPKMDARLIKVAAIGLDQKHLGKSLPEVF

LKNVKNELPDVQAVSVGAILSSYQRTRVEDVCGRLGLTVLSYLWHRDQLELMTEMCSMSKLEGEEEQ-----PKMDARLIKVAAVGLDATHLGKSLPQVF

LKEAKRKMPEIEAVNAGAILSSYQRTRVEDVCSRLGLVALSYLWQRDQQQLMTEMCGMSKLPGEERS-----PKMDARIIKTAAVGLDDRHLGKSLPEVF

LKEAKKQMPEIEAVNAGAILSSYQRTRVEDVCSRLGLVVLSYLWQRDQRELMTEMCSMSKHSSEPAA-----QKMDARIIKTAAVGLDDRHLAKSLPEMF

L   k   p 6 aVsvGAILSSYQRtRVE Vc R gL vLs5LW R 2  LM E6c  S                dAR6IK AA GL1  h6  3LP   
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YLR143W    : 

Smik_12.20 : 

Skud_12.21 : 

Suva_10.23 : 

CAGL0M0452 : 

KAFR0H0215 : 

KNAG0A0287 : 

NCAS0C0315 : 

NDAI0G0246 : 

TBLA0A0411 : 

TPHA0C0065 : 

Kpol_1036. : 

ZYRO0F1401 : 

TDEL0F0473 : 

KLLA0D1698 : 

AGL164W    : 

Ecym_4223  : 

SAKL0H1493 : 

KLTH0G1159 : 

Kwal_27.11 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

PVLQKLNQLYQVHICGEGGEFETMVLDAPFFQHGYLELIDIV----KCSDGEVHNARLKVKFQPRNLSKSFLLNQLDQLPVPSIFGNNWQDLTQNLPKQQ

PVLHKLNQLYQVHICGEGGEFETMVLDAPFFRHGYLKLTDIL----KYSDGEVHNARLKVEFRPRHLSKVFLQTQLDQLPVPLSFRSGWEAPTQVSMKKS

PVLHKLNRLYQVHICGEGGEFETMVLDAPFFKRGYLKLIDAV----KSSDGDVHNARLKVEFQPRILSKEFLQTQLKQLPTPSIFHHDWLELSRVLREQR

PVLHKLNQLYEVHICGEGGEFETMVLDAPFFKHGYLKLTDMT----KSNDGEVHNARLKVEFQPRILSDDFLQNQLDKLPVPSILHGDWLELSQVLKKYQ

PKMLKLNTRYEVHICGEGGEFESMVLDAPFFRKGFLKLEEVI-DTTDNENDGVYNAQLIVKFQKRELPDDIFQSELSRLPVPPLFDPAWNELYELIDNEN

PIMIRLNQMYDVHICGEGGEFETMVLDAPFFDRGYLKLKSTESYDNGNNNDGVFNARLNVEFVERSLPDGFLQNQLDKIPQPPLLSEKWHELINRLGDAE

PVMKKLNKMYDVNICGEGGEFETMVFDAPFFKNGFLKIVNSK--NTTEDNGGVCNALIKVEFTERKLPDTFLQNELQRLPQPLLFDEKWSALLQCVEQMD

PHMQKLNRLYQVHICGEGGEFETMVLDAPFFKNGNLKLLSMEPQADNDDNDGVYSVRLNVEFQERVVSEDTVLQLLEQLPQPPRLNEKWTSILSSFQEET

PTFTKLNKMYQVHICGEGGEFETMVLDAPFFKNGFIKLIQLIHEDPSVSDDGVYSAKFKVEFQERTVPAEELSKQLSLLPVPKVIDEKWDALLETYMKKN

PILQNLSLKYDVNICGEGGEFETMTLDAPFFRKGKLEITDIE-YDTSQSSNGVYNAHLTVAFVEREVSVEQLNLELKKLPVPQTFNSKFQHILEISLKDQ

PIMMKLNKMYEVHICGEGGEFETMVLDAPFFKKGHLKIISSE-LDTSDKNNGVYSTKLNTEFVEREISKEEFEENILLVKQPLLLNEKWQSLITALENET

PTLKKLNSMYDVHICGEGGEFETMVLDAPFFHKGLLEIKSKK-INSSDRSCGVYNGRLEVSFKERPLTKEDSETLINSLITPPYLPDMWQELIEAVTIEV

PTLMKLHNMYDVHICGEGGEFETMVLDAPFFSKGRLKLLSKQ-DSPSDENDGVYNTRLNVEFEERQLSNADLQAHLDALPQPTLLNDQWQELYDHMGEIP

PTMKKLNRLYDVHICGEGGEFETMVLDAPFFIKGKLRVVSER-VNISDESNGVYSVQLGVEFKEKVV-EDDRKKQLDALPVPPLLNDKWSALLNSLANPD

PTMLKLNSLYDVHICGEGGEFETMVLDTPFFKHGHLQLNSIN-DVTDTSNDGVFAATFNVEYVPEALSPTKLEKELEKLPVPAVLNEKWYEMYLRLMTID

PTLLSLNRRYGVHICGEGGEFETMVLDAPFFTKGYLEIVGLR--TTVERGSGVCTAALDIQFVARHL-EGTTGADLANLPVPK-LENKWEEIYHDLEPTK

PTLLDLNSKYEVHICGEGGEFESMVLDAPFFERGKLEMISLE--YMPHQNDGVYNAKLTVKFVPRNL-KTPVIDQLQELPVPS-LENEWVEIYKTMMNGD

PTLQKLNNMYEVHICGEGGEFETMVLDAPFFTKGRLNVESTQ-LVSSQNNDGVYNIQLNVKFFERGL-DVSVENGLRNLTVPPVLNEQWMELYNELKDSD

PALQKLNQLYDVHICGEGGEFETMVFDAPFFFNGYLAPKVIQ-IEGRESSDGVFSSLMGATYVERPN-KLTMSKMLENLPVPPPLEESWMEMLKEMSTIG

PVLQKLNHMYEVHICGEGGEYETMVFDGPFFFHGYLEPTLLN-VEGSGNSDGVYSARMKVNFVKRSS-HLPTEELLENLPVPPILEEKWIELLDEVSGLD

P    Ln  Y VhICGEGGE5E3MvlDaPFF  G 6               gV        5             6  6p P      5           
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YLR176C (RFX1) 

  

             

             

YLR176C    : 

Smik_12.23 : 

Skud_12.24 : 

Suva_10.27 : 

CAGL0H0375 : 

CAGL0B0489 : 

KAFR0H0313 : 

KAFR0I0218 : 

KNAG0I0130 : 

NCAS0C0488 : 

NDAI0G0424 : 

TBLA0C0149 : 

TPHA0B0375 : 

Kpol_457.1 : 

ZYRO0E0464 : 

TDEL0B0598 : 

KLLA0D0486 : 

AAL010W    : 

SAKL0D0873 : 

KLTH0H1214 : 

Kwal_0.214 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

---------------MVIFKERKPTENLFTRKIPAKYFIFSPSFLSVHY------------------FEFYLPMSGDNNIEPTSRGSNDNSNGPSNGSSV

--------------------------------------MSDNNKIEPTR-----------------------------------RGSNDNSNGPCNGSST

--------------------------------------MSGGNSIDPAN-----------------------------------RSSNDNSNSPSNGSPV

------------------------------------MPVSGDNAKDPAS-----------------------------------RDRNDDSNGPGNGSSM

------------------MRDSNEKAGSYVRYTGDDSIPSSNTQSTVNQ---------QQQYQNRQRQQMNILTAGQPTPDYNSQQVMNANQGRIYDRSQ

--------------------------------------------------------------------------------MFQFTPSSTPHSGSFYSVTQ

-------------------------MSLKSPLILLRERMDNRDLRDSHS-----------------------------TDNFQFNNNNWQRQENNFNRPE

---------------------------------MVNRQIVSMSSTTSSS---------------------------------DQKKPTSTSPGAASVEFN

------------------MSREGINAGNDATAAGLSKLTTSSSPNLQKA-----------------------------SPIYDLLHSNGSSSNNKGKVTQ

MPENKHETSAAAAAAATTAATANAHAHANASTSANQQLMNPSYQRSTSSIYHLLQAPSGQHMVNGPPLLAALPQANQMGPLPQQHTPLQSYQGTTNITNN

-MLTPMVQSIEYKIIILYQPKEIIIICIIVMYPNNTFSMNNQPVLVPQQQQQQQQQQQQQQQPSYPNHLRPLLPSIMSTSPILSRHSASPSTGATASTVG

-----------------------MAPRTNPPKPVPQPWVNPAQHVSPHV-----------------------------SQHASQHVSPQLSHTPQFSQAQ

------------------MSNTQTIIYNNNIRSDNQVWSFNMNNNNNNK----------------------SSSSNNIMNNLNNYPYSPPFNPSNNGISN

-----------------------MNTTNYPQETANACWPVSATATTTTT--------------------------TQPTNLRSTARIFSTSNGTHDSFRK

-----------------------MQQHQRPTAAAPSVPIVSTNTVVPGQ---------------------------VPGTALHGQESAPSHNGNNYAPQT

----------------------------------------------------------------------------------------MSSNSTQNHQPP

------------------------------MSSQQDQWVNHHNTLLQLA---------------------------------SASANSPMIPRPESSQSN

------------------MNVDQASQEPWASASLLNRSTPSTSTGTPLN---------------------------TAQSSLPSAPTTSNSHGPGAGSGP

-------------------------MSTPNLTNITDKWIPNAPVGSNNTTNVNSTISMNSTSANTSPAFHPLGSTASAIPRPDSVPPIPANNIPQGTAQD

------------------MSDRQPSAGDEKPMPPPLQPLLTKNGSAGST-------------------------GSAGSSGTSGTGGASGMSGVGGSSGA

-----------------MSDQRVSGSGDDKPMPSLLQSLVSKNGGGVGG-----------------------ASVGSVGSGASGASGVSAVSGASGSSGS
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         *       120         *       140         *       160         *       180         *       200

NSNRYSLNAPKY------------SSQPPPAS------------------HTYLPPMSVNIPPIASKSSSIYSLLHQ---------SSPRPETPNPILPP

NSNRYSLSAPKY------------SRQPPSAS------------------HTYLPPMAVNIPPIATKSSSIYSLLHQ---------SSSSSEIPNPILPP

NNNQYSLKAPKF------------NSQPPPPS------------------HTYLPPMSVSIPPLATKSSSIYSLLHQ---------SSSRSETPNPILPP

NNNQYSLNAPKY------------NSQPLPAS------------------HTYLPPMSMNIPSITTKPSSIYSLLHQ---------SSPRPESPNPILPP

MTQYIPNANIPYGVIDNQTQQQQQQQQHDYTMIRHQIPQQQQQRPFLPSLISDQHKGIINTNPMAPSNIHYQRVPIQ-----LPYILEQRQHVPNRLPST

NHVRQNNAN-----------------------------------------VNHINYNNSNFHPITNSNANTNTAPRS--------------FNSYLGIPT

LNNSSNNNTFIQ----APSPYFRNGPLHPPTVIQANQRASSVS-------NNGVNFFALPPPNQINNLADRQYISSHYILNNSNNSTPNNRMLSPPILPR

RNSTSPVALSHI--------------------------------------DTGNNAKINSATPTYQRSASSIYNLIH-------STSKDYTHTNKPILPS

LSNSSAKPANIL----------STQSLTPSGALSVQSL------------KQNAALLNEPLIPHLQKSHSTSLAAIE-----KSSSNNNGENNSLPNLPD

NNTNNNNNSTMR----LHEYHYGQAQQHPSHSGPTDGHP-----------ITRNDYERIPIQRQIDQMQYQHLRPIL--PAIASAAASATNHVPLPNFHH

TSNTENNSNNNIHIQKQHSFQMMNPSTPPPSLLPLLPHSHP---------NSQLSRTQSSISSFNYQTNNSTSTNTDSQTNNTATDNNLRNINQYASMLK

AQSQLQMQSPIQMQSQLQSQLQSQQDAPPRLAQPSIHHLLG---------QPLLPSLHVPPVPAASGAGSGAGSSAS---------ASASASAQPPFYYL

NIVPNNNSNSNL------------RFISPINNTFDNSNKSGNNS------PTVDTRYRSLPSPLLSTKDSNNYSINN---------NILQGYDNKPYIPT

LDSRVTLPTFSN------------ISVSDPYNYHHRHQQQQ---------QQQQQQHSQQPQQQYVQQQQQQQHPQQ-----PTRTLSLGQNYSKPLLPS

QSQQGTNATPAH------------NSQLSSVYRLLHTPDSA---------AQLQLWRYQLPSPQLTQSAYSYHDSAQ-----KAAVDRAGRFAQGPLPWR

TPAAHTQAGPFG--------------------------------------HSRPPLLQQLPPPSTTHHLQQSQQPLM-------------GYLPSPYLYH

INLSSSNSTAQL--------------------------------------QHILQHSLYPPPPAAMAHLHNGTTVNNGNGSTSSNMQFTQGFLPNPLPPI

GAEGPALHQQLV---PQQQPLMAGRGEPPISAGGAGS-------------GQAQGLLAQPLAQQMYGAAPHGALMAH-----PPHLQYATGYGPSHLPPI

LQQQRYLQQPLK---------QHQQHQPPPHLYPHHHILSDPKQ------PNNQNPQHQFFPLQQQNKQQQQQQQQQQQQQQQQQQQQQVTHQPQPLLPQ

NSNSAGGPAGAG--------------------------------------VLQIPPRADSVPPLAAASQPYQTQHSF---LSAAFQQPQRGYAPNYGLPM

NSNASVGTGSAS--------------------------------------ALQLPPRAESVPPLAGPAAQPYHTQHS--FLSAAFQQPQRGYAPNYGLPM
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L---------------------IGSGPGSHKPSPTPTQPPA---------QPATQRQPATYSVYP--ASISLNRSNSSAYPLSFKS--EETLNNNPPTAA

L---------------------IGGGSNTHNNSPAPAHPPS---------QPAAQRHSAAYSMYP--SSISLNRSNSSAYPL--SFKSEEILNNNPPTIA

L---------------------IGSGSNTHKPSPTPAQPP---------PQPAPQPHSAKYSLYP--SSISLNRSNSSAYPVSFKSEETLKNPAAVAKR-

L---------------------IGSGSNSHIPSPTPA-----------QPPPPQPPHSATYSMYP--SSISLNRSNSSVFPLPFKSEETMSSNPSTVAKR

M-------------QQQYINASQIQEQHLIDDSNARALAASEGSLALQHPNFLGQVNLGSSSSSG--STSGYLRGISDSASITSVSTPVSSVSAVTPLSS

L----------------------------------------------------------------------LNSGTNLLTDYHSQHLLKTSIRNIR----

H-------------------DTVYYMDNQQQQSSNNFPNPLVKLENENSMPSGNQIVIPNIYDIS--SNLPYQNHHTNYRPIPYGDNTHKVNPNNP----

L--------------------------------------------------------SSNFNNNN--NNNNLNRSHSSILPYTNNNITHHTTFPIISNAQ

I-------------------------LANTTHNYTVNLPELSTTNKFNHHLPLLNRSESMFPSTQ--YRTAVNSPLTQKRSYSHLTATDTSTTASPDRNE

H-----------------HQQPQQQQQQQQHPRLLRTNSPVNILMN--TPTPSASPSLSNLGLLPLLAQARLERTQSSIPSFAYQPTPSATSTTTAQVNG

N----EGSYGLTKESNNI----TKAKRYHSFQNFTIQNRNI-------LPKLQNNSNIQGVSDKP--EASSTTITTTANTTTATTDIDDNNEPITKKLAK

L-------------------------NKHPAATPTAPDEPSAKRQH--TSPTQAHAQPSEYHAPP--HYTSAVQPDPKLKRLSSFHSTVMNPASSPPATG

I---------------------LSNSSSGSNGTAAPAPAPVNINK---LPFSLPPTAISSSQNLQ--VNNPLNNHIGMARPLITKPTINSQNIVNQNGSH

M--------------------------MQSNDSNNVAVTPTNNNLL--VGNPAVSPLMS--------PANQQDLTFKSFHPMPSMHQHQEIAQHYLPKSA

N---------------------GISPPDSSSGATAAAAAAAA------AAAAAVNSANANKNVNV--GGVPTSSTSPVAAPTSFSHVPESNSNSNGVT--

R-----------------------TYDDLQNRRLTTNYDSVT------PVFMQKAPSVGISIPPP--PQQQLQQHQHQQHQQQHQHQQQQQQQQQQQQLQ

N----DHQLAGGQSSPQTSQGHQQQHQQHQQQNMMRSITPLSVISPNGVVSALPNQVLHYQHMQD--MHLQQQQQQHQQHQQHQQHQQHQQHQQHQQHQQ

SSKGGAAMKHQAEDFGALHSPPRQYAAQLQRPPSTAGQIPLVLAPQQ-RHGTPPAQVQQLLHQAP--SQHPHQHQNQHLHQNQHQNQHLHQSQQNPQHVQ

H-----------------------------FTQFTPGYLPT-------PIRPLSSNSNNKSGKLP--GEQQLDILHPFQQQQQQQPLHQAQIQHYQHMQD

S-----------------------ANKQQPMPPYTASYTPP-------LGPGYLPSPIPQLMLNE--KSMDLHRGFQQQFPVFHAPQPHFAPTMESDSSM

S-----------------------ATKQQPMPPYSASYTPP-------LGPGYLPSPIPQPMLNE--KSLDLHRGFQQQFPVFHAPQPHFAPAMEADNSQ
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YLR247C    : 
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------------------------MSAVGALLAREYNVTAEKCDFFLENGSF-------DS-------------VIAALPALNQEQETVTQKVSKNGKEL

------------------------MSDEVTLVAREYSLVAERCDFFLDSDSF-------DS-------------VVAVLPALDQKQEILTQKSSKNGKEL

------------------------MSDGAPLVTREYNVVAKSCDSFLDSGSF-------NS-------------VVAATQALNQKQENATQKTSKVGKEL

------------------------MSDGDLFSVAKYNVVAESCDVFLDKDQF-------SS-------------AVPLLPALSQEQENATQKLMKTGKEL

-------------------------MHTDSVNCRIVGF--SEVEYGTAITER-----------------------------------------EKASSWL

-----------------------MAEITVQLDEVPGGVGSVLDRRFGDTVPL-------EA------------------------------DLFLNLSKF

---------------------------MLRFISVDIPS--GDVEFAVGLSEL-------HS---------------------------RGVDAGTDVQNK

---------------------------MATNIVHKIGY--QEIKWFLTQAEI-------AA-------------AILENQAQVPHGANPENIKKKPIPDQ

---------------------------MTTIIERDVDE--NDFQSFINQEDF-------IS-------------LLYQSKETA---GNEASTDDRKNVKK

------------------------MNNTSEIDNRAIKQA-YRVQHSAAECNR-------AA-------------HHSSNKERRRKNKIPSRMAIKMPSNS

-----------------------MVCVHENIDNVDFIIDENNVRYMNDNKRI-------YE-------------HLVNVNDRR-----ITDLLDQKKSKY

---------------------------MVNTFELELNDD-TSVEYYGDKNDL-------LS-------------IIKNQTSEF-----NGEFNSKSGKSK

---------------------------MSSVATLDVA---ADQDFIGDGSKS-------RDSGTRCFVADGLSDYVCSSQITQPEKEGGIKETIKDGNKK

-------------------------------MNFDLLVDEGQSEWYVDVWNT----------------------EIEGEEVER-------DEVVRPVSKR

----------------------------MTTDEAKFPTG-SAVEWKLLEKDV-------E--------------FIEGGVSGF--AFNESLQPCESLEKK

---------MGNARCEKAFSLKDDGRLRKRMAAADMGKAVADVRQEGATAGAGRGQHTGRAAGAAQRAAHFAVAVGRGQVTAQQLPPGPGPAPERGGRRL

-------------------------MGFVRVDD-------TLLEYQMERTGI-------FA-------------FLRNLEKEG--------PEEKPLSKK

MITTSRACSPFDNGRWTGSGPREPSRTAREMDTLRFGS--QEFEFYVAGAEL-------DA-------------LAQKKTTDY---------GGALPQRL

---------------------------MGTVQFQDLLS-----EFYVAGSDL-------AT-------------LVHPLAQER--------DVTHPTTKS
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INVASVNIE--------IPERIS-----LSNNGRQLFKFIVDIEILPCEN----------------------DNEATLVVSS---DSVSLFQIGFKMENN

LNVASVNIE--------IPESTF-----LSKDTKFPSKFSVNIEILPWEN----------------------DKEATIIVSS---DSVTLFQIGFSMVKD

LNVASINIE--------IPENLS-----FGKSAGLPPEFYVDIEILSCEN----------------------DKEAVLVVSS---DSISLFQIGFTMEEN

IDVASVNIE--------ISENLR-----FAENMKCTSGLKVDIEMLPRED----------------------AKEISLVVSS---DSVSLLQIGFATQIK

KNKRLIHVG--------ILTLTILRPTEGYPSDLKEMNVSILPIQTESED----------------------KKMSMFRLKLYNQKGILLFSLEPET---

KHHHLVSIK--------FITPMR---------CHASGTQHVMLRYDSGSG-------------------------ELRIGSD---HSFHIPTIDQNE---

IVSPKRRLH--------LVSFQI--CVGTLKQAVDVDGVPVSLFLDAGRT-----------------------LQVFI-------HDDLFCKIDLDN---

RNIDVLCLD--------LHLPNM----DELGTALQDISTPVSIQFQEQDA--------------------EDEKERWILNVSMIDPDLHLCSITILS---

AKKTQKRLH--------LLTCCL-NILNWPVEENITNHYPVFVEFHDTKHWYNTRHRSTVHGRATEDDTTYTSSSTYLTVHL---NDLTLFKINITKSEN

LPHQVFSIPDPVAVAQVIPRWNS-LPLSEL--PSTDSKQPQKNDKTAAED--------------------RPMAKKRKIEPSSVMHALPDLQLPFREGER

KNQNLINLI--------DLKFTNNAASINFDSNDDMNCCDVVLQYNEVID---------------IDKDNNDRKNYTVTVNDPHNNGTILFILNVDE---

YKIATVCIA-----------------NNNVDYHYCNKIKNVLLKFNDITD-----------------------NKNLIITNE---NNDKILKVNLQN---

SKLSKCQVE--------IARLRMYASGEVGGSTDLAAERRVLVQFLEMVD-----------------------QDVLMVSGE---SGEKLLKVQRGI---

AKTNVSAAN--------LAEVSI----GNTSLEAVGKNIGVVLEYHVVEG------------------------RAFIVVASW--HGSRLFKWFVPE---

ATSKLQTVP--------ILDWEL--RFGDFSSSKGFKQVSVSLKFERNEE----------------------DDKTWIHFYH---DSWFLGKWNCTE---

RREAECEVP--------LAEFRV--WCGAERPADAYTAEDVVVDYVRTER-----------------------RERLLAARQ---QGLEL-RCTLAP---

RRPNEVSID--------IFECSI----GDTLNLGDFLETPIRLQYHVVND------------------------SAFIIVVA---DVVPLFKCNVTK---

KKGAESSLL--------VLDCVL-GSDAALAPTAPAVRTPVLLEYHSVNE------------------------THFFIATH---AGQPILKCNVTR---

KNASESIVR--------ILDCHL-AGTAVMVGTAAAENIPVFLEYHEAED-----------------------GVRFFVATR---ASRPVFKCDVTH---
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SKIAVDK----------QLPLILDICAHKNQERALR--------------NQLENRKSLERKPSRKR-RKKNSNV-NDPEKLLKSRIHELSLSYKDFECS

SNSTVGN----------QLPLILNICAHKNQEKFLR--------------EQLANHKCSEGRPSRKK-RKKNSDV-NDPEILLKRRIHELSLSYKDFECS

SKSDFDK----------QLSLILKICAHKNQETNLR--------------KQLANHKSQEGRPLRKR-RKKSSSA-SDPGKLLKNRVHELSLSYKDFECS

SGGAVGS----------RLPLILDICAHKNQERNLK--------------EQLANRKSLETEPPRKK-RKKHSDT-SDDEKLIKTRIRELSLSYKDFEGS

---ETS-----------TINHYFRILNEKYIDQKVI--------------LNNEKLRSEAGIKQKRK-KRKIAFG-----------LIQPTRNYKDILVT

-----------------LLLKCLHFINLGSL-------------------RTELEEKLETFKIESKK-KRKTVFY-----NKITKQLRSVNKSLKDVHCH

-----E-----------LVGDDVAMYLLELATWHSL--------------QNKLRAQLTREEPPRKRVRLDDSTT-----KEQQRQLRQLQRKCKDLELT

SLCEDV-----------RISKALDIASHKCLIRELR--------------RISLQNRQMTVKTKKRKGGRKNASP-----SPVTTSLQTTSREYKGIDC-

IHNDSV-----------LYYEIVKFLINSTVVQAFR--------------NDEKELLKRKVLKSKRK-EYKEWCM---AISSIRSGLKVSRSAYNSNLQY

GSVEQQQEQPFPSGKLGWLEEEIELADVR-LRYDPR--------------DAVLEFIAEQDNVSRCSIQSFQLPVLAENQDVANKLLLALVGSSPSLIPT

IKKQNV-----------IIDDLLKIASNKYLELEMLLNKDVNSSQDQDSIDKNLESQQDANNTRKKS-RKKKRKL---NNSISNNPLKIVSNFYKDFLLQ

-IILQK-----------NLISLLNVLSNKSLEYEIELER-----------KKSLRSNLTKTKEVKSKSRFKKRRV-----SNLNSTDHQIKKIYKDLLYD

---KDD-----------RWRQILRVAHNKCLEWEVN--------------NSKQNMEAFTTDTSRKSRKRGNRST---ARNAVVMAKRLVSKMYKDLSC-

-IVDDE-----------KLREVFKIVNHKCLDFQLK---------------------------ERRRLGKGVPDA----------TWRQIRKSYKDIVCP

WSPQFK-----------QVIECCEVKAKEVETWHEL--------------VRAAEEQEKQESLAKKS-RKKRRKV---------TPRDPTSYRYKDLKLH

---LAE-----------AQEALLEAISLKCFEYELR--------------REQWAAKAAAARPEKRRRRRGQRAA------------VRLPAAYQDVEVC

---CSD-----------KLKCALQIVAQKCSEWEIK--------------QSNIRLRVQSSAKKRKK-RLATAAT-----------PARIQYKYKEIDCS

---VRE-----------QLQPSLRVLAQKGLEAQVR--------------RKNLELKMQEGEQSTRP-RKKRRFT------PAPAGFTRIQHRYRDLQCS

---ERE-----------QLELPLKILAQKGLEAQVR--------------ARNLELRFQNRERDAQARRKKRRTG-----SAGSFASTRIQRRYRDLDCS
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YLR390W    : 

Smik_12.47 : 

Skud_12.47 : 
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MDWLKNTTIVVLFSHSTDKSNKHKKRQVQCNMRKNTLDMVTIGIACLVGVYTGTRFFEPIVIDRLRKDGNLRTDIPIPEYDEDGNLLKVTPSLSSTPAAP

-------------------------------MRKNTLDMVTVGVACLVGVYTGTKFFEPIVIDRLRKDGNLRTDVPIPEYDEDGNLL---------KVTP

-------------------------------MRKNTLDMVTIGIACLVGVYTGTKFFEPIVIDRLRKDGNLRTDVPIPEYDEEGRIV---------RITP

-------------------------------MRKNTLDMVTVGIVCLVGIYTGTKFFEPIVIDRLRKDGNLRSDVPIPEYDRDGNLMVP---------PR

------------------------------MSRIRGFDLVTIGVVSLVGIYTGARFFEPIVLGQLEKDGHLRKDVAVPKYDEDGNLVVPQGTFAGATAPA

------------------------------MPRVRGYGAFAVSIVTVASVYMGAKFFQPIVVDQLRKDNNLRPDVDVPPLSSDATASLAKDRPHS-----

------------------------------MARIRGYGNVTVGVLSLISIYMGVNFFQPIVIEQLRKDGHLRQDMQLPHYDSDGKVIPPGELADAPAGAD

------------------------------MGRVRGFSVFSVTIVSIASVYMGMNFFRPIVVEQLAKDGNLREDVA-QQVAQEKKLEQERELQLQKLQQL

------------------------------MARLRGFDVLTVAVVSAASVYMGINFFQPIVLQQLDKNGGLRPDIDVDTLKQLQVPTTERSNQDAQRILK

-----------------------------MAGKLNGFNLLTLGVITVLGIYTGTLFFEPIILQQLEKDNNLKKGMQIPKYDSDGNPI-----REIPKSLQ

------------------------------MSRINGYNMMGVVLAVVVGVYSGTRFFEPLVVDQLKRDGNLRSDIAIPEYDSEGNPVEPKSIRDLRKHIE

------------------------------MSRFNMLNLSAVGVAIVAGIYGGTKFFEPIVIEQLSKDGNLRKDIEIPKYDNEGNPIEPKSVLNLRKEFE

------------------------------MGRIKAFDLVTLAVVSIGSIYMGAQFFEPIVVDQLRKDGNLRKDVEVPQFDENQD--GSKNAEDLRAKLM

------------------------------MARLKAFDLLSIGVVSAAGVWMGMRFFEPIVIDRLKKDGNLRTDIPVPEYDANGDPTDSKPMTELKDELI

-----------------------------MVGRIRGMDVVIFSVICAIGVYTGTRFFEPIVIDQLKKDGGLRTDVEIPKYDEDGNPVLPKSMLQIREELD

------------------------------MARIRAYELITIGIVSAFGIYSGVNFFEPIVVNQLRQDGHLRQDVEVPEFDADGNLLEQKLGAKTPAAPA

------------------------------MGRLKSYELVGFGLISLFGIYSGTKFFEPIVIEQLRQDGNLRTDIEIPKYDKEGNPVLPEDVLEHQKHWQ

------------------------------MARIRGFDVIAFSLVCAVGVYTGTQFFEPIVLDRLKKDGNLRKDIEVPVYDEEGNPVAPRSMLQLRNELN

------------------------------MPRIKAFDVIAFSLVTFVGIYTGTQFFEPIIIERLKKDNNLRSDIDVPQYDEEGNPLSPKSMLDLRKELE

------------------------------MPRIRAFDVIAFSLVSFVGIYTGTQFFEPIIIDRLKKDGHLRSDIEIPQYDEEGNPLAPRSILELRQDLE
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PTPPTPPTPPQQ---------------------

PLPSTPPTSPQ----------------------

PSPPSPPTPPQQ---------------------

PTPPAPPPPTPPQQ-------------------

NISTGTGTTTSTSTPNPGNLGNLGNSGTPGDST

---------------------------------

VQGETARKDAPPKEAQS----------------

QQQQQQDIDPDVDVLLREESS------------

EDEQDLVRGLEPSPREK----------------

PLMNNEPIESDKKE-------------------

EASADGKKMSDILQDLDSSKND-----------

NIQKEQSLQRGLQEQQPTIEKDSSIFDSSIDK-

QIRERELQEAGQKGSKS----------------

AIQQREKAQKAIEQSSSNST-------------

QVLAEQKLAREQAKKKDQE--------------

PVSDGSATDGSKSH-------------------

KAVLQEVEDAEGQGSSNSK--------------

KVQDQRDIERQQKDHD-----------------

KVQESQKAEQADSK-------------------

KVQEAQKAEKANLSSTDSQSKD-----------
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------------------------------------------------------MNMGGSSSTAAKKATCKISMLWNWYTIDTCFIARSWRNDTKGKFAG

------------------------------------------------------MNMGGSSSTAAKKATCKISMLWNWYTIDTCFIARSWRNDTKGKFAG

------------------------------------------------------MNMGGSSSTAAKKATCKISMLWNWYTIDTCFIARSWRNDTKGKFAG

------------------------------------------------------MNMGGSSSAATKKATCKISMLWNWYTIDTCFIARSWRNDTKGKFAG

---------------------------------------MDMGGSSSMSMAGNSSSMGHATASAAKRA-CKISMLWNWYTIDTCFIARSWKNDTKGKFAG

MDGMLMSMSSSTSATAATPTMTSMLMSMASSSATATNNMDMAATATATSSAAAMGGMGGMGGMGSANA-CKISMLWNWYTINTCFIARSWKNDTRGKFAG

------------------------------------------------------MSMGGDSS---GKATCKISMLWNWYTIDTCFIARSWMNDTKGKFAG

-----------MCTWPCPVGSSIITLSIIQRQRTTLNKEKKRMSEYSIDDSLLKMSMGGASSNGHTKT-CKISMLWNWYTIDTCFIARSWRNDTRGKFAG

------------------------------------------MSNYLDSDPLIKMAMGSSSS--SKKT-CKISMLWNWYTIDTCFIARSWRNDTKGKFAG

------------------------------------------MTEFLDSDPLLKMSMGGGSQ---KKM-CKISMLWNWYTIDTCFISRTWRNDTKGKFAG

                                                      m MGg          CKISMLWNWYTI1TCFIaR3W NDT4GKFAG
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SCIGCFALVVVAQWLTRFSRQFDVELLKRQKIKHLASYSPEEYVVKCGEEDAKS----DI--EELQGFYNEPSWKTTLISLQKSFIYSFYVWGPRRLNEP

SCIGCFALVVVAQWLTRFSRQFDVELLKRQKIKHLANYSPEEYVVKCGDEDAKS----DM--EELQGFYNEPSWKTTLISLQKSFIYSFYVWGPRRLNEP

SCIGCFALVVVAQWLTRFSRQFDVELLRRQKIKHLAAYSPEEYIVKCGDQDTKS----DM--EELQGFHNEPSWKTTLISLKKSFIYSFYVWGPRRLNEP

SCIGCFALVVVAQWLTRFSRQFDVELLRRQKIKHLANYSPEEYVVKCGDEDAKS----DM--EELQGFNNEASWKTTLIALQKSFIYSFYVWGPRGLNNP

SCIGCFMLVVIAQWLNRISRQLDIELVKRHSLQKWAQQVVK---LNPSGEITEDGESVELPMEKVTSLANESEWRTLLVALGNTFSHKWYFNFTRVGQLG

SCIGCFLLVLIAQWLNRISRQLDVELVKRHSQVQWAKYIVEKQEFTDGSSSQKSDEK-EIHTGKATELSNESSFMTLIVALGKTLSHYWFLNFIGNGDLR

SCIGCFALVVIAQWLNRVSRQFDIELLRRHKMKYLAHY------MSPGSEDVSS----ELSIDDLSAISQESGWKTTLIALQKTLSHTWYFNFLRR--NP

SCIGCFLLVFIAQWLNRVSRQFDMELAKRRKLKYLAKRRDES--LSSSPQSSLD----DGLLQDLMTIANEPDWKTSFIALGKTMSHAWYFNFVNKNNS-

SCIGCFLLVVAAQWLNRVSRQFDIELAKRRKLKVLAKYS-----NLPNSDDTSGLSLSDSAQQTLEQLLAEPDWKTSLKAVGTTLSHTWFLTSLK-----

SCIGCFLLIVVAQWLNRVSRQFDIELAKRRKLKLLAKYNALK--TEDAGESSLS----DAATQSLEALIAESDYMTTFKALGATMSHKWFIAQ-K-----

SCIGCF L6  AQWL R SRQfD6EL 4R k k lA y                                E  5 T    6  3    55          

      

      

 : 140

 : 140

 : 140

 : 140

 : 157

 : 198

 : 131

 : 181

 : 145

 : 142

      

             

             

YLR411W    : 

Smik_12.49 : 

Skud_12.49 : 

Suva_10.52 : 

NCAS0J0167 : 

NDAI0J0243 : 

TDEL0E0093 : 

SAKL0G1603 : 

KLTH0D1500 : 

Kwal_23.41 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

-ED--DLLKKVLSCC----TLITPVDLYPTFLDHMIRVTIFVLQWGLSYIIMLLFMYYNGYIIISCLIGAIVGRFIFCYEPLGSLGANGSAQGT-VSYDK

-ED--DLLKKVLSCC----SLVTPVDLYPTFLDHMVRVTIFVLQWGLSYIIMLLFMYYNGYIIISCLIGAIVGRFIFCYEPLGSLGSSGSTQGT-VSYDK

-ED--DLLKKVLSCC----SLVTPVDLYPSLLDHMVRVTIFVLQWGLSYIIMLLFMYYNGYIIISCLIGAIFGRFIFCYEPLGSLGSSGS-QGT-VSYDK

-ED--DLIKKVQSCC----SLVTPVDLYPSFLDHMVRVTIFVLQWGLSYIIMLLFMYYNGYIIISCLIGAIVGRFIFCYEPLGSMGAGESAQST-VSYDK

MNEVEDAYTSDTSYH----SFVEDKVIYPTFADHVSRVGLFVLQWGLSYIIMLLFMYYNGYIIISCIIGALVGRFLFNYEPLGSYGGSSLTNGAKVAHDN

-EDSDDLFLKTKKQCNSGTTNAQTNAVFPSLLDHIARSFLFLVQWGLSYIIMLLFMYYNGYIIISCGLGALFGRLIFNYEPLATFNSSSI-DGN-LAHDK

-EDLMDPIERALSCC----SSVPHRDIYPSFLDHFCRAWVFVLQWGLSYIIMLLFMYYNGYIIISCLIGAVVGRFLFNYEPLGSCGGGST--SV-VAHDK

-----DLLEQSLSSC----CY-DSFEVYPSLLDHVLRALVFTLQWGLSYIIMLLFMYYNGYIIISCLLGALFGRFFFNYEPLARCGGSSA-MTD-VAHDK

--DEFAGLEGMASCC----S--TNIDVFPTLLDHILRSLVFVLQWGLSYIIMLLFMYYNGYIIISCLIGALIGRLLFNFEPLATCGGAGGS-NT-VAHDK

--DEDEGFAALSGCC----S--TTLNVYPTPLDHVLRSIIFVLQWGLSYIIMLLFMYYNGYIIISCLIGALFGRLIFNFEPLTTCGGSGGSENV-VAHDK

  d  d      s c           65P3 lDH  R  6F 6QWGLSYIIMLLFMYYNGYIIISC 6GA6 GR  F 5EPL   g         6  Dk

      

      

 : 232

 : 232

 : 231

 : 232

 : 253

 : 295

 : 223

 : 269

 : 235

 : 233
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YML009W-B (YML010W-A) 

 

N/A   
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YML046W (PRP39) 

  

             

             

YML046W    : 

Smik_13.10 : 

Skud_13.10 : 

Suva_13.11 : 

CAGL0L0144 : 

KAFR0E0042 : 

KNAG0G0038 : 

NCAS0G0422 : 

NDAI0G0022 : 

TBLA0B0209 : 

TPHA0O0052 : 

Kpol_1013. : 

ZYRO0G0484 : 

TDEL0F0067 : 

KLLA0A0801 : 

ACL089W    : 

Ecym_4750  : 

SAKL0D1221 : 

KLTH0C0301 : 

Kwal_27.10 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

VIEQTVVKYGNPNDSIKLALETILWQILRKYPLLFGFWKRFATIEYQLFGLKKSIAVLATSVKWFPTSLELWCDYLNVLCVNNPNETDFIRNNFEIAKDL

TIEQTVVKYGDPNDSIKLALETILWQILRKYPLLFGFWKRFTTIEYQLFGLKKSIAVLATSVKWFPTSLELWCDYLNVLCVNNPNEKDFIRKNFQIAKGL

TIEQTVVKYGDPNDSIKVALETILWQILRKYPLLFGFWKRFATIEYQLFGLKKSIDILATSVKWFPTSLELWCDYLNVLCVNNPNERDFIRNNFQIAKSL

VIEQTVVKYGDPNDSIKLALETILWQILRKYPLLFGFWKRFTTIEYQLFGLKKSIDVLATSVKWFPTSLELWCDYLNVLCVNNPNEKDFIRNNFNIAKDL

VVEKIVVKYNDPNENIKANICKIFELILDTYPYLGLVWKKYTAVKYQLYGLEDSIKVLETAVKAFPDSVELWCDYLSVLEANKTGSVDERRSKYQTAKDN

NIEQLLQRYPTPNHNIKTCVEIIFTQILARYPLLFGYWKKFVAIEYQFHDLKVSLKTLETATTKFPNSLELWCDYLRVLIVNYPQEDKLIQAKIQQAKRI

TIDKIVQKYPTPNDKIKTALVNVFREILGRYPYLYGYWKKLTAVQYQLNGLDTSLKTLEAATEAFPSSADLWCDYLRVLIVNFPDETKLIEEKLSKGQKL

LTEQIVVKYKDPNDVIQMAIETIFVQVLQEYPLLFGYWKKFTAVQYQLHGLDRSIQTLANSVEAFPTSLELWCDYLNVLCTNNPEETDLIRTKFKVAKSF

MTEQLVVKYKDPNDTIKQSIEIIFYQILQRYPLFFGYWKKFTAIEYQLYGLEKSIATLAKSVEAFPTSLELWCDYLNVLLTNNPDEVDLIRSNFLVARTL

SIEKVVVKYKTPNIDIREALEGIFWQLLKRYPLFFGYWKKFTAIIYQLNGLEASINILSKSIEAFPRSLELWCDYLNVMCANNPDQIDTIRKNFLKAKDL

EVEKVVLKYKSPNAKIKNSLTLMMRQLLQKYPLFFGYWKKYTAITYQLFGLDASIKVLNDATIAFPNSLELWLDYLNVLCANNPESVKLIREKFQAAKLS

SVEKVVLRYKNPNQQIKNCLDSILKKILFRYPLLFGYWKKLTAIRYQLFGLEKSIETLSEALELFPASLELWCDYLNVLCANRPNEVEFIREKFMIAKNL

AVEQIVVKYKDPNVTIKGTIEKIYDQLLGKYPLFFGYWKRFTAVEYQLFGLQKSIDTLTRAVETFPTSIELWCDYLNVLCANNPNEIDLIRRKFRTAKSL

SVEQVVIKYKNPNEKIKRAIETIYLQLLQRYPLFFGYWKRFTAVQYQLNGLAKSIATLGKAVEAFPNSLELWCDYLNVLCANNAGEVELIRKNFRIAKDR

GTEALVQKYNNPNEHVKSNIYKVFDELLGRYPLFFGYWKRYVAVKYQLDGLEGSISTLKASLHSFPTSIDLWIDMLNVYLTHNQNDSELIRNQFRKCESL

ETEQVMQKYERPNERVRGALYGVFEEVLGRYPLLFGYWRKYAGMVERAEDAGRATETLLRGVGAFPASLELWTDYLR-----GAGTGPEARGLYETAAAQ

ETEKLIVKYPNPNDKLKHAIYKVFEEVLNRFPLFFGYWKKFVSVVYQLDGLDKSLETLQKSVNAFPISLDLWNDYLGIILVKEQD-ISKARLSFKTAEKL

ATEKLVLKYSNPNQAIKTSIERVFIQILTKYPLFFGYWKKFTAVEYQLHGLEKSIETLSLALDAFPHSLELWCDYLNVLLANNPDKVDLIRTNFEIARDL

ATEQLVLKYSNPNQHIKHSIKKVFEKVLGRYPLLFGYWKRFTAVQYQLNGLQSSIDVLSQAVDAFPNSLELWCDYLSVLLANNPDQVDQIRVNFLIAKDL

ATEQLVLKYPSPNQRIKESIKRVFETVLSRFPLLFGYWKRFTAVQYQLNGLQSSIEVLSQAVDIFPNSLELWCDYLNVLIANNPEKVDQIRVNFQIAKGL

  e  6 4Y  PN  6   6  6   6L  5Pl  g W44   6 yql gl  s   L      FP S eLWcDyL     n       ir     a   

      

      

 : 153
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 : 153

 : 140

 : 152

 : 147

 : 157

 : 155
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 : 149

 : 143

 : 152

 : 152

 : 136

 : 134

 : 138

 : 169

 : 200

 : 155

      

             

             

YML046W    : 

Smik_13.10 : 

Skud_13.10 : 

Suva_13.11 : 

CAGL0L0144 : 

KAFR0E0042 : 

KNAG0G0038 : 

NCAS0G0422 : 

NDAI0G0022 : 

TBLA0B0209 : 
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Kpol_1013. : 

ZYRO0G0484 : 
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         *       220         *       240         *       260         *       280         *       300

IGKQFLSHPFWDKFIEFEVGQKNWHNVQRIYEYIIEVPLHQYARFFTSYKKFLNEKNL------KTTRNIDIVLRKTQTTVNEIWQFESKIKQPFFNLGQ

IGKQFLSHPFWDKFIEFEVGQENWDDVQKIYEYIIEIPLHQYARFFTAYKKFLNEKNL------ETTRNIDIVLKRTQTIVNEIWQFESKIKQPFFNLGE

IGEQFLSHTFWDKFIEFEVGQENWENIQRIYEYIIEIPLHQYARFFTSYKKFLNERNL------KSTRDIDTVLRRTQTIVNEIWQFESKIKQPFFNLGQ

IGEQFLSHPFWDKFIEFEVRQENWDNVQKIYEYIIEIPLHQYARFFTSYKKLLNERNL------KPKRDIDTVLRRTQTTVNEIWQFESKIKQPFFNLGQ

IGYNFLSHQFWDKYIQFETTQEDWEAVMSIYHELLKIPLHQYAKYFKAYMAFNSSEGSKK----LTKEDITKELQKTQTLVNSIWRFESQIKHAFFSVNG

LGNQFYSHPFWDLVIGYYSNLKRTEELIETYWEIVKIPLHQYAKFVEPFKKLLISNGMQ-----ADIKKLEKDVRLNQTQVTEIWKFESKIKQNFFNLTP

VGWQFYSHPYWDLALDYYARRE--KDLIPLYWEIVEVPLHQYAKYIVPFKKLLNDP--------EDIQKVQKTIEANQKLVGELWHFEKNIKQNFFNLTP

IGYQFLSHPFWDKYIDFETKNEEWSNLNGIYQELITIPLHQYAKYCTAYKNFLHGKNSLPE---FKDDNLDSKFKRTYDLVNKMWVYESRIKKNFFNLTE

VGYHFLSHPFWDKYIEFESKQEQWDKVNEIYQELITIPLHQYAKYCTAYKNFLHGPNATNA---FKDPQLEVKFKKTYDLVNKLWVYESRIRQNFFNLTP

VGHHFLANTFWDKYIAFETKHEEWDNLFDIYNEMVDIPLHQYSRYGQAYMNLLQSGKTK-----KTDKDASSRLKWTQKLVSMVWTYESKIKQSYFSLTP

IGHQFMSDPFWDKYIEFETAHSEWEKLKDIYSELITYPIYHYAKYGIAYKKFIKLQRMN-----IQESNVDAQIKATQGIVNAIWKYENKIKQNFFNLTP

IGYQFLSDSFWDKYIEFESKNSDPNSLVDIYKELITIPLHQYARYSTAFKKLLSQNMKNDFN--ITENDIDKTIKSTQLQVNSIWPFESRIKQSFFNLTP

VGYQFLSHTFWDKYIEFETKHEEWGNLGNIYQELVTIALHQYAKYGAAYKAYLRSGNAA-----FQDPDVDAKLRKTQNLVNAIWPFESKIKQSFFNLTP

VGYQFLSHPFWDKYIDFETKHEAWDHLSDIYAELVTIPIHQYAKYGTAYKSFLISANSP-----KKEPDLEVKLRNTQKIVSLIWPFESKIKQSFFNITP

VGSHFLSHDIWDKHIAYETRLQNWENVFEVYKQVMQQPLHQYARYYTSFKEFLEYHPEFANR--ESSIHLDTTFISNQEKVNKIWTYESQIKQPFFNIPE

VGRQFLAHEFWDQYLAFETGQGAWEQVAALYARVARVPLHQYARYYSGFQEFAAAHAEAVPE--GCVAEVDAAFAQTQQLVYDIWRYESRISQSFFNVTN

VGCQFLSHTFWDLYIEFETKNEQWRNLFQIYSYLSRLPLHQYAKYYTDFKVFLKEHPDSVPTDVGDNFDVDTMFVQTQQLVNDVWKFESQITQNFFNLNP

IGLQFLSHPFWDKYIQFETEQKQWANVSQVYQAVSMIPLHQYAKYYTGYKAFLQEHPELA----GDVKDIDNTFANTQQLVNSVWKYESQIKQTFFNLTP

VGLQFLSHPFWDKFIEFESRHQQWKNVLAIYREVSKIPLHQYSKYYTAYKQLAERTDTGI----RIEEDIDQVFANTQKLVNEVWTYESQIAQSFFNIGP

VGLQFLSHPFWDKYIKFETDQQNWENLATIYREVSHVPLHQYSKYYTAYKEFAQSNNSIT----VKGEEIDQIFLGTQKLVNQIWTYESQITQSFFNLSP

6G qF sh  WDk 6 5e     w  6   Y  6   p6hqYa45   5k                          tq  V  6W 5Es I q 5Fn6  
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 : 241

 : 247

 : 247

 : 234

 : 232

 : 238

 : 265

 : 296
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TBLA0B0209 : 

TPHA0O0052 : 

Kpol_1013. : 
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         *       320         *       340         *       360         *       380         *       400

VLNDDLENWSRYLKFVTDPSK---SLDKEFVMSVFDRCLIPCLYHENTWMMYIKWLTKKN-----------ISDEVVVDIYQKANTFLPLDFKTLRYDFL

VLNGDLENWSKYLKFVIDSSK---SLDKEFIMSVFDRCLIPCLYHEKVWIMYINWLTKED-----------VPDEVIVDTYQRASTFLPLDFKTLRYDFL

VLNDDLEYWLQYLNFATDPSK---SLDKKFVMSVFDRCLIPYLYHEKVWIMYINWLNKAD-----------VSDEMIVDIYKRADTFLPLDFKTLRYDFL

VLDDDLKNWSQYLNFITNPSK---SLDKKFIMSIFDRCLIPCVYNEKXXXXXXXXXXXXX-----------XXXXXXXXIYQKACKLLPLDFKTLRYNFI

VSQVEAKNWKQYLSYIKEQD-----IDIKIIETTYRRCLIPCAKEEFFWLAYISWQMNQK-----------YPSTRVLSSFQKAIRLLPSSATEIRNLNL

LNENEVRNWQFYLDFLILNNK-----PNTIITSVFERCLIPCCFVEEYWIRYVEWLSKNE-----------YGISDIIEVYQRAHKLLPTQYKNFRTHFV

LPQSEINNWNAYLQYLIAEKK-----SKKLIQSVFERCLVPCCFLEQVWIKYTGWYSTLE-----------NSLVDVIEIYERANKLLPTNQKLARYTYL

LPKDEIQNWKQYLEFMTENED-KLQLKLILVKSIFERCLIPCQNEEIFWLQYAQWMESRMELKDRES----FTLEDVIALYTRGNKSLAVQHTRFRSNFI

LSAEEIQNWEQYLNFIIENQS-ILGLKTELIKYIFERCLIPCLYIEKFWLLYTQWMKTQVNMKEEKENESFFTLQDVIYLYQRGAKMLPVQLKEYRIDYI

PSEGEVNNWDAYLSFLLSNYK-NNKISIKYVTMVFERSLTPCLYFEKIWLKYVNWLQNENY----------FQLPHVIDIYKRGNKVLAVQCREFRFQYI

VSKGELENWDGYLTFLVTNKK-RFGFSLRFLQSVFERSLIPCHYYEYFWNKYLDFLKTED-----------IDNREIIETLYKGIKTLPEDNDSFRINYL

VKQEELENWNNYLEFLISSKSTNINISKKFIDSTFERCFIPCQFYEHFWSKYTGYLISSN-----------ENYLKVIETYEKGTKILPKDCKQLRLDFI

VAQTELQNWDQYLDFILSNRQ-KFNFTNPFIISVFERCLIPCFYYEHFWIRYVSWFEDWE------------ELPHVVELYQRGSAVLPLNCKTFRIRFL

VSEEELSNWDEYLKFLTHNQL-KHSFSSKLIKATFERCLVPCLYYEHYWIMYADWSEQVQP----------LDLHTNIELYQRGMSMLPMNLRQFRFKFL

LPENEIQNWDAYLSFLINNTE----FSTELIKSTFERCLIPCLRYEYFWGAYIDWTERT------------FGPECTFPLFERALRALPADNKSFKQKYI

VAEAELQNWREYLAFAVSDAR----MEPVHVRATFERALVPCYRYRYFWDAYITWLEGQG------------AHDELAAVFQRGMRALPADV-PFERRYL

VGDEELNTWNEYLEFLLKDPR----VSAELVKATFERALVPCYFYEHFWNFYVSWLLKND------------NSSSVSQVFHRGIKALPADNLSFAERYV

LNEIEFNNWDQYLNFLMDDSR----ISKELTKSNFERCLVPCQYYEHFWCKYAVWFEQN------------FEFGTVINLYKRGVATLPTDLTQFRLQFL

VRQKELDNWDQYLEFVINSEH----FHASLVKSTFMRCLVPCRNYEHFWLRFTKWMEENS------------SLEECLDVYQKGVNAISQEMRTLRQQFL

LDQKQLDNWDQYLTFAIESDA----VSDELTKTLFRRCLIPCRNYEHFWLRFTGWLEDNC------------DVDTTLELYERAINRLPVEMLALRMKYL

       nW  YL 5                   5 Rcl Pc   e  w                                 4    6p          6
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 : 349
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 : 330

 : 334

 : 336

 : 318

 : 315
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 : 349

 : 380
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YMR056C (AAC1) 

  

             

             

YMR056C    : 

Smik_13.23 : 

Skud_13.21 : 

Suva_13.22 : 

KAFR0B0517 : 

KNAG0M0262 : 

NCAS0A0821 : 

NDAI0G0466 : 

TPHA0N0158 : 

Kpol_1019. : 

ZYRO0E0140 : 

TDEL0B0714 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

---MSHTETQTQQSHFGVDFLMGGVSAAIAKTGAAPIERVKLLMQNQEEMLKQGSLDTRYKGILDCFKRTATHEGIVSFWRGNTANVLRYFPTQALNFAF

---MSQTEAQTQKSHFGVDFLMGGVSAAIAKTGAAPIERVKLLMQNQEEMLKQGSLDSRYVGIVDCFKRTATHEGIVSFWRGNTANVLRYFPTQALNFAF

---MSQTETQTQKSHFGVDFLMGGVSAAIAKTGAAPIERVKLLMQNQEEMLKQGSLDSRYLGIVDCFKRTARHEGIVSFWRGNTANVLRYFPTQALNFAF

-MSQNQIEPQTQKSHFGVDFLMGGVSAAIAKTGAAPIERVKLLMQNQEEMLKQGSLDSRYLGIADCFKRTAAHEGILSFWRGNTANVLRYFPTQALNFAF

--------MSKPKESFGVDFIMGGVSAAVAKTCAAPIERVKLLMQNQDEMMKQGSLDARYKGIVDCFERTAKNEGTISFWRGNTANVIRYFPTQALNFAF

--MNDSTTKANSKSSFTVDFLMGGVSAAVAKTAAAPIERVKLLMQNQDEMLKQGTLDTRYNGIGDCFKRTAQQEGIVSFWRGNTANVIRYFPTQALNFAF

----MVVKEQPHSSSFVTDFLMGGVSAAIAKTGAAPIERVKILMQNQDEMLKQGSLDSRYGGILDCFKRTASEEGIISFWRGNTANVIRYFPTQALNFAF

--MVTIAKEQQHSSSFIVDFLMGGVSAAIAKTGAAPIERVKILMQNQSEMLKQGSLDTPYLGIVDCFKKTASHEGIISFWRGNTANVLRYFPTQALNFAF

MSTNNNTVTSVKQTSFLTDFLMGGVSAAIAKTGAAPIERVKLMIQNQDEMIKQGTLSHRYTGILDCFRTTAQSQGVLSFWRGNTANVIRYFPTQALNFAF

---MSVNEKTPMKANFLTDFLMGGISAAIAKTGAAPIERVKLMMQNQDEMVKQGTLDRKYEGIIDCFKRTAKTQGVLSFWRGNTANVIRYFPTQALNFAF

-----------MQQDFLVNFLMGGVSAAVAKTCAAPIERVKLMMQNQGEMMKQGALDRRYAGIAECFTRTIKTEGLLSLWRGNTANVLRYFPTQALNFAF

------MTTNGHSSSFGVDFLMGGVSAAVAKTAAAPIERVKLMMQNQDEMIKQGTLQHRYTGIVDCFSKTASREGVISFWRGNTANVIRYFPTQALNFAF

               F  1F6MGG6SAA6AKT AAPIERVK666QNQ EM6KQG Ld  Y GI dCF  Ta  2G 6SfWRGNTANV6RYFPTQALNFAF
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 :  97

 :  97
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 :  98

 :  96

 :  98

 : 100

 :  97

 :  89

 :  94

      

             

             

YMR056C    : 

Smik_13.23 : 

Skud_13.21 : 

Suva_13.22 : 

KAFR0B0517 : 

KNAG0M0262 : 

NCAS0A0821 : 

NDAI0G0466 : 

TPHA0N0158 : 

Kpol_1019. : 

ZYRO0E0140 : 

TDEL0B0714 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

KDKIKSLLSYDRERDGYAKWFAGNLFSGGAAGGLSLLFVYSLDYARTRLAADARGSK-------STS-----QRQFNGLLDVYKKTLKTDGLLGLYRGFV

KDKIKSVLSYDRARDGYGKWFAGNVFSGGAAGGLSLMFVYSLDYARTRLAADARGSR-------SAS-----QRQFNGLLDVYKKTLKTDGLLGLYRGFM

KDKIKSVLSYDRDRDGYAKWFAGNLFSGGAAGGLSLLFVYSLDYARTRLAADARGSR-------LTL-----QRQFSGLLDVYKKTLKTDGVLGLYRGFM

KDKIKSLLSYDRDRDGYAKWFAGNLFSGGAAGGLSLMFVYSLDYARTRLAADARGSKS------KSQPQSQSQRQFSGLLDVYKKTLKTDGVLGLYRGFL

KDKIKAMFGFQRERDGYSKWFMGNLLSGGTAGAISLAFVYSLDYARTRLAADGKNAAR------SSH-----QRQFNGLLDVYKKTLKSDGILGLYRGFV

KDKIKAYFGYRREPDGYTKWFLGNLLSGGAAGGLSLVFVYSLDYARTRLAADARAAA-------SGTGGA-QRRQFNGLADVYKKTLRSDGILGLYRGFA

KDKIKAMFGFNKERDGYTKWFMGNVASGGCAGALSLLFVYSLDYARTRLAADAKSIK-------SGA-----PRKFNGILDVYKKTLFTDGVLGLYRGFL

KDKIKAMFGYTKEKDGYRKWFVGNIVSGGSAGGLSLLFVYSLDYARTRLAADAKSKK-------SGM-----PRKFNGILDVYKKTLNSDGILGLYRGFL

KDKIKALFGYKKETDGYFKWFVGNVASGGAAGALSLGFVYSLDYARTRMAADASANRDLKKRLSKGLDAPMPQRQFNGILDVYRKTFATDGIAGLYRGFA

KDHIKGMFGYTKEVDGYGKWFAGNLFSGGAAGALSLSFVYSLDYARTRLAADARASHEL-----KGQ-----QRQFNGLLDVYKKTMATDGFVGLYRGFV

KDKIKAMFNVGRD-QGYGRWLSANIASGGAAGGLSLGFVYSLDYARTRLAADASH---------HGA-----ERRFKGLADVYKQTYATDGILGLYRGFA

KDKIKAMFGFKKE-EGYARWFAGNLASGGAAGALSLFFVYSLDYARTRLAADASH---------HGA-----KRQFSGLLDVYKKTLASDGVAGLYRGFL

KDkIK      4  dGY 4Wf gN6 SGG AG 6SL FVYSLDYARTR6AADa                    R F G6lDVY4kT  3DG  GLYRGF 

      

      

 : 185

 : 185

 : 185

 : 193
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 : 200

 : 187

 : 174
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YMR056C    : 

Smik_13.23 : 

Skud_13.21 : 

Suva_13.22 : 

KAFR0B0517 : 

KNAG0M0262 : 
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PSVLGIIVYRGLYFGLYDSFKPVLLTGALEGSFVASFLLGWVITMGASTASYPLDTVRRRMMMTSGQTIKYDGALDCLRKIVQKEGAYSLFKGCGANIFR

PSVLGIIVYRGLYFGLYDSFKPVLLTGALEGSFVASFLLGWVITMGASTASYPLDTVRRRMMMTSGQSVKYDGAVDCLKKIVQQEGVYSLFKGCGANIFR

PSVVGIIVYRGLYFGLYDSFKPVLLTGVLESSFIASFLLGWVITVGASTASYPLDTVRRRMMMTSGQAIKYNGAMDCLRKIVQQEGVYSLFKGCGANIFR

PSVFGIVVYRGLYFGLYDSFKPVLLTGALEGSFVASFLLGWVITVGASTASYPLDTVRRRMMMTSGQAVKYDGAMDCMRKIVQQEGVYSLFKGCGANIFR

PSVAGIIVYRGLYFGLYDSFKPVLLTGKLERSFLASFLLGWVVTVGASTCSYPIDTVRRRMMMTSGQQVKYNGSFDCFKQIISHEGVTSLFKGCGANIFR

PSVLGIVVYRGLYFGLYDSLKPVVLTDAWQRSLLASFLLGWVVTISASTCSYPLDTVRRRMMMTSGQAVKYNGAMDCMRKIVRQEGATSLFKGCGANIFR

PSVVGIMVYRGLYFGLYDSLKPVLLTGSFENAFLPSFLLGWAVTISASTTSYPLDTVRRRMMMTSGQAVKYKGAIDCFQQIVSQEGVYSLFKGCGANIFR

PSVCGIMVYRGLYFGLYDSLKPVLLTGVLENSFLASFLLGWAVTITASTTSYPLDTVRRRMMMTSGQAIKYKGALDCFKKIIAEEGVYSLFKGCGANIFR

PSVLGIMIYRGLYFGLYDTLKPTLLVGKMSNSFTASFMLGWIITITASTISYPLDTVRRRMMMTSGQTVKYKGSYDCFQQILKTEGSASLFKGCGANIFR

PSVIGIIVYRGLYFGLYDSLKPILLTGKMANSFIASFALGWVITTVASTISYPLDTVRRRMMMTSGQTIKYKGAYDCFTQILTTEGPKSLFKGCGANIFR

PSVVGIMVYRGLYFGLYDSIKPVLLTGKWERSFPASFLLGWVVTTAASTASYPLDTVRRRMMMTSGQQIKYTGAWHCLTSIYEQEGFRAFFKGCGANIVR

PSVAGIIVYRGLYFGLYDSFKPLLLTGSLEGSFAASFLLGWVITTGASTASYPLDTVRRRMMMTSGQAVKYSGAYDCFSKIVAAEGATSLFKGCGANIFR

PSV GI66YRGLYFGLYD3 KP 6Ltg    sf aSF LGW 6T  AST SYP6DTVRRRMMMTSGQ 6KY Ga dC   I   EG  slFKGCGANIfR

      

      

 : 285

 : 285

 : 285

 : 293

 : 281

 : 290

 : 284

 : 286

 : 300

 : 287

 : 274

 : 279
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YMR105W-A 
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YMR111C 

  

             

             

YMR111C    : 

Smik_13.30 : 

Skud_13.27 : 

Suva_13.29 : 

KAFR0A0055 : 

NCAS0F0182 : 

NDAI0H0268 : 

TBLA0B0906 : 

TBLA0I0068 : 

ZYRO0G2002 : 

KLLA0B1249 : 

AEL308W    : 

Ecym_6104  : 

SAKL0E0382 : 

KLTH0D0462 : 

Kwal_26.76 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MPAREYNYVEGFGGYGSLDDDDSDRDSERRNHDLGQRTITTSPTGVS-----RHAALNRYMIPGR-INPLFRPTDAAQPPIVSTSTSAS---ATEPTNRI

MPTREYNYAEGFSEYGSLDEDDSDREPEHRDHNSRNRAVATSPVGTS-----RHAALNRYMIPGHNINPLFRATEAVQPPIVPTSTSAL---TTESTSGL

MSAREYNYAEGFGGYSSLDEDDSDRDSERRNHDPRHRPVVANLTSES-----RHAALNRYMVPGRNINPLFRPAGPAQPSVAPTSVPAS---AVESTSRS

MPAQEYNYEENFGGYSSLDEDDSDRDSERRRHDPRHQAAATSPAGAS-----RHAVLNRYMVPGRNINPLFRPTGPVQPSVTHTSASASAT-ATDSTTRS

--------------------------------------MFESPSDDS-----SRTSSLRPESPHDPIRNSSRPDNRRKA-------------RPRSNYQS

-MFNRHSGSSSSSSSSSSDFSDSDSDSDGVYHRRPRNDRSRGADARR-----RRDSSADRQAADTNIGRDDADADADADVEV----------NIGNNAAD

---MRGHGRREYGYFGSDQDGDTSADDSDSDSRYRQNSHSNQPTAGS-----TSIATATPTATVTDASNSHSSNTRSSSSNNPSDDESSTSPATTTTDST

-------------------------------MNEGSTASHSTPIDS------PENNTNNKSSNGNNTPLTTTTLGKSS--------------VLENISGA

MSFNNSGSEEDMNLSHERSYGDMSSHGGTTPRSALLPTLVPQPMESSFGNALRRHSVNSESVPRIQPNHISPSPQADHSIHSNLHTPLHISPNRNTNINV

----------------------------------------MSPTS----------------LPGTPSGELIRSVGS------------------------

---------------MSLIEGNHEQDISASVEDESSLPSSDSDMCEL-----RRVRAAEDNADGDNNNNSAGDDTDAT--------------------AT

-----------------------------------------------------------MYASGHGNGARAPAGGR------------------------

------------------------------------MFSARQNNADR-----PQQSSSTSSCIGVLSNNTGTNTD-------------------------

----------------------------------------MSPSSSD---------------GGLGTNETYKANWCDT----------------------

--------------------------------------MMRNELVSN-----EEAEQNTPNKNSRVSDSVPSPT--------------------------

---------------------------------------MSQGSCVD-----NRDEEESARDNGQSTGGESLPA--------------------------

                                                                                                    

      

      

 :  91

 :  92

 :  92

 :  94

 :  44

 :  84

 :  92

 :  49

 : 100

 :  20

 :  60

 :  17

 :  34

 :  23

 :  31

 :  30

      

             

             

YMR111C    : 

Smik_13.30 : 

Skud_13.27 : 

Suva_13.29 : 

KAFR0A0055 : 

NCAS0F0182 : 

NDAI0H0268 : 

TBLA0B0906 : 

TBLA0I0068 : 

ZYRO0G2002 : 

KLLA0B1249 : 

AEL308W    : 

Ecym_6104  : 

SAKL0E0382 : 

KLTH0D0462 : 

Kwal_26.76 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

GPGRIKETPETNFNAFLIAQLTRMEEQNANLKEEISLMKKEQELFFLENQKKLEKGFKDINKYVEDVSAMKEVFKEVVGIMTG--ERIRFIDHTGE----

NHERVKEPPETNFNAFLISQLTKMEEQNSNLKEELSLMKKEQELFFLENQKKLEKGFKDINKYVEDVSAMKEVFKEVVGIMTG--ERIRFIDHTGE----

DSERIKEVPETNFNAFLISQLTRMEEQNSNLKEEISLMKKEQELFFLENQKKLEKGFKDINKYVEDVSAMKEVFKEVVGIMTG--ERIRFIDHTGE----

DSGRPKEHPETNFNAFLISQLTRMEEQNSNLKEEICLMKKEQELFFLENQKKLEKGFKDINKYVEDVSALKEVFKEVVGIMTG--ERIRFIDHTGE----

PQEGQNDSNEMPFQSFIIDQLTRLQEQNEMLKNKVEAIQREQEEYYISQVKTFDNGFKNVDTCIKDVANLKELFKEMVGIMTG--DRVRFLDHTNE----

DRSVQEPLDPLAFQTFIVDQLAKVQEQNENLSKKLTQLEKEQEEYYINQMSKMASGFKNVQRCVEDVSNLKDMFQEIVGIMTG--ERIRFLDHSDE----

AAGRPETSDTQAFQSFIVDQLTKIQEQNANLQAKMFLMEKEQEQFYLHQVKKLETGFKNVNKCVDDISILKKTFQELVGIMSG--ERLRFLDHSDE----

SRKTGSNTIEKNRTDEILKLLASIQDQNSNLKVGIEHLQRHCEEEYLHDFIKIKKRHDTLSKWNKSIKNMTYILQEIQSITNEGTNVVPTLRNTAR----

IHGTSRPEDQNNLTLFLIDQLKQLQEQNKMLVDKITTLEKTQSEFATSRLTALRSGFDDIIEYRKEVKIMKNTFDEVLKILTG--NRLKIIDSDNDTNTS

-----NERPDGPFLSFLVDQLTKVEEQNEWLKNKVIQLEKEQEEYYLDGQKRMEIGFRNVAKCVEEVGAMREVFKEIVGIMSG--ERVRFVDPSNE----

TDVTKLLQETVKNQNLLLEEFEFMQQEQRYIKEKLESLQKEQEKFHIGGYKRMEQGFKKVDKCLGQMEGINEVFKEVIGIISG--QRIRFLDHSQE----

---RGSVDGAGELQGLVLDQITKIQERQQRLDERLDKLAREQEEFYLNGYKKMDQGFKDVSKCLQEVRAMKEVFKEIIGVMTG--ERVRFVDHSNE----

-----LNRSTDELQGLVLDQITKIQEQQEKLDSKVEKLSKEQEEFYLSEYKKMDQGFKEVSKCLKEVNAMKEVFKEIIGVMTG--DRIRFVDHSNE----

-----NPQREGTFDALVLDQLATIQRQNEWLKTRLLQVEKEQEEFYLSGYKRMERGFRDVDRCCKEVTAMKEVFKEVVGVMTG--DRVRFLDHSNE----

-------PVASAFQAVVLDQLAKIQEQNEFLKTRVVQLEQEQEDFYIETCKKLEMGLKQFEKCATDVGALKEIFKEVVGVMSE--KRVLSWDHSNE----

-------LNSSSFQAAVLEQLSQIQEQNELLKARIIQLEREQEDFYVETCQKLGKGFKQVDKCVTDVRAMKEVFKEVVGVLGD--QRAPHWDHSND----

                66     62  n  6   6  6  eqe            gf         6  6   f E6 g6  g   r    dh  e    

      

      

 : 185

 : 186

 : 186

 : 188

 : 138

 : 178

 : 186

 : 145

 : 198

 : 109

 : 154

 : 108

 : 123

 : 112

 : 118

 : 117

      

             

             

YMR111C    : 

Smik_13.30 : 

Skud_13.27 : 

Suva_13.29 : 

KAFR0A0055 : 

NCAS0F0182 : 

NDAI0H0268 : 

TBLA0B0906 : 

TBLA0I0068 : 

ZYRO0G2002 : 

KLLA0B1249 : 

AEL308W    : 

Ecym_6104  : 

SAKL0E0382 : 

KLTH0D0462 : 

Kwal_26.76 : 
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------------------------------------NVTPQEAA----RVGNPSTSTQAH---QSQSRSTNWQ-----EYSMH----ASILA--GDPRIK

------------------------------------NVTAQEAA----RIGNPSTIAQSN---QSHSRLTSWQ-----EYGMH----ASILA--GDPRIK

------------------------------------NVTPQEAA----RIGNPSTSTQTC---QSKSRLTNWQ-----EYSMH----ASILA--GDPRVK

------------------------------------NVTPQEAA----RIGNPSTTTQSH---QAHSRLTNWQ-----EYSMH----ASILA--GDPRVK

------------------------------------SVTSAEAE----RLNKSSVLNTENALVSTPTETEGWM-----AYRRD----DNVLT--HNERVR

------------------------------------NVSPQDAQ----NINNNDSTSSSSDLDYTRRMQQYRRMEEDTQLLRT----AHSLDRIGPNAIK

------------------------------------NVVTNTEN----T--NQEQINKERERARNQEHERLWR---DMDFLRDVRSHDDAISTGRVDRIS

------------------------------------SISLQNVHIDEFSLFSHNVINHDS---SRRDETERLK-----DIDRT----EIILN----KRVK

YYHSSTQNPMNIDIISNDRNNNNNNNNNNSNNSNNNNNSNNNNS----NSNNNNSNSNSNNSDNNTTNNNNIANNSHIDTNNNITNNSLIDTNNNLNTIP

------------------------------------NVTNEEVD----RV-SSSTLLANN---SRRERQERRQ-----QYEAD----YTALN--TDSTVK

------------------------------------NLHEQDAQ----LA-ATSELLEDN----GRRNAPVWN--DSMSYNRD----KRILE--GNIKRE

------------------------------------SCDAAEAQ----GV-NQSELLVDNMRRQLQQRQSDWI--------RD----RLALETRPGYGVK

------------------------------------NCDASEAM----AV-NQSELLVDNMRREMQRRQADWI--------RD----RMALETRPGYRVK

------------------------------------NVSQQEAD----HI-SESLLLPEN---LQSLRENHRR-----QFQRD----ASTLH-----PVK

------------------------------------HVTGQEAE----DL-VGSHLLHENHEAYRQQRDNEHR-----LEAAH--------AGGGTGWCK

------------------------------------HVTTQEAN----SL-SESQLLPENTTNNQEQRGLQRS-----MELRH-------LD--SVPWIK

                                                                                                    

      

      

 : 231

 : 232

 : 232

 : 234

 : 187

 : 234

 : 241

 : 193

 : 294

 : 154

 : 201

 : 155

 : 170

 : 154

 : 164

 : 162
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YMR265C 

  

             

             

YMR265C    : 

Smik_13.47 : 

Skud_13.43 : 

Suva_13.44 : 

CAGL0H0229 : 

KAFR0B0372 : 

KNAG0J0038 : 

NCAS0C0055 : 

NDAI0K0055 : 

TBLA0B0309 : 

TPHA0G0099 : 

Kpol_541.5 : 

ZYRO0G1361 : 

TDEL0B0079 : 

KLLA0E1115 : 

AER281C    : 

SAKL0D0204 : 

KLTH0C0435 : 

Kwal_27.10 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

---------------MEEFEEFRRKGEMSSRCGNHRVLRKWNSCACELAVPFE----------VPEHAITKLHIYDFDNTLFATPGPTEQLYTRELL-NL

-------------MRTSIMEQRCNKGEMSDKNDNHCVLRKWNSCALELTVPSE----------ISESAITKLHIYDFDNTLFATPGPTEHFYTRELL-NL

------------------MEELRTKENMSSRGEGHCVLEKWNSCACELAVPSE----------VPEHAIKKLHIYDFDNTLFATPGPTEQLYTRELL-NL

---------------------------MSGKSSDHSVLRKWNSCAHELAVPSE----------VPEHAITKLHIYDFDNTLFATPGPTEQLYTRELL-GK

---------------------------MTSSLTEHQVLEEWNSIPGEVHVPI-----------VSAAEITKLHIYDFDNTLFNSPVPNPQLYTKRVE-NL

-------------------------MNSAVPWDDYCCCVSHDSIKDGCQFPD---------------KIVKLCIYDFDNTLYNSPKPNQSLYGKSLF-SA

--------------------------------MEHTPVRRWCSLDGRALEPK-----------LSILQVKKLHVYDFDNTLFRSPNPNEALYTSRLY-GS

-----------------------------MPEYTHQPLLDWNSCPAQLNDLKT----------VPISSIKKLHVYDFDNTLYNSPQPTRELYSREVY-QL

------------------------------MAHTHSPLYHWNSCPGLLNTPEQQQQANGIAPIIPPSQITKIHIYDFDNTLFASPQPNKQLYTKNFH-DR

--------------------------MEECKLNDYECLIQWNSVPDLLNLPK-----------VPPSEIKRLIIYDFDNTLYASPKPNEQLSSPELI-EL

----------------------------MEFDMDHDVLKQWNSCPAHLNLPV-----------VPPGKIRKIHIYDFDNTLYNSPHPNRQLFSKTFIKDV

-------------------------------MFDHHVLKKWNSCDELLILPD-----------VPVSTIKKIHIYDFDNTLYKSPHLNRSLHSKELV-SL

---------MMKSINKVNKRGSESRMCIVRSATMHKSLQRWNSCSQLLSLPP------------QDTHVRRIHVYDFDNTLYLSPQPNRQFYTKPLL-GT

-----------------------------MEMADHGPLHKWNSCPDLLNVPK-----------VPIESLKKLHVYDFDNTLYCSPHPNKQLYTKKLY-DR

--------------------------------MEHSVLFEWNSVDSALHVPA-----------LPRGGIHKICIYDFDNTLFKSPAPNPHLYSAELY-SS

--------------------------MLESSQSSHKVLRKWNSCAEHLNLPA-----------EPVAAVRRLHIYDFDNTLFKSPAPNPNILAPDLV-RA

MCIYISATTPYTTSERSQIRTTKAERGMQNLREEHEPLYKWNSCAEHLKPPKT----------MSRSQVKRIHIYDFDNTLFKSPAPNPNLLSKYMV-NI

-------------------MTNISPQDETWVQIDHRPLFQWNSCAEFLDPPKT----------VKKHEIRRIDIYDFDNTLFKSPAPNPNLLSSFMI-NV

-------------------MEGSGVEGEPSSRESHSPLYKWNSCPSYLDPPK-----------CEKNEIFKIHIYDFDNTLFRSPAPNPNLLTSFMV-NI
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 :  74

 :  76

 :  71

 :  62

 :  61

 :  59

 :  56

 :  60

 :  69

 :  62

 :  61

 :  57

 :  78

 :  59

 :  56

 :  62

 :  89

 :  70

 :  69

      

             

             

YMR265C    : 

Smik_13.47 : 

Skud_13.43 : 

Suva_13.44 : 

CAGL0H0229 : 

KAFR0B0372 : 

KNAG0J0038 : 

NCAS0C0055 : 

NDAI0K0055 : 

TBLA0B0309 : 

TPHA0G0099 : 

Kpol_541.5 : 

ZYRO0G1361 : 

TDEL0B0079 : 

KLLA0E1115 : 

AER281C    : 

SAKL0D0204 : 

KLTH0C0435 : 

Kwal_27.10 : 
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LTSS--TLPNGG-WWNEPGFLQAAIEI---------------------SKTKPRRYSWNADIVKLAEESY--SAKDTISIVLTGREESKFHKLIEHALQT

LTSS--VLPNGG-WWNEQEFLRAAIKI---------------------SKTKPRGYSWNEEIIRLAEKSF--CSKDTISIVLTGREEGKFYELIQHALQT

LTSS--VLPNGG-WWNEPEFLRTAIKT---------------------SSDQPRRFSWNEEIVKLAERSY--RAKDTVSIVLTGREEGKFHELIQYALQT

LTSS--ELPNGG-WWNEPEFLQAAIEI---------------------SRSKPRRFSWNEEIVKLAEGSY--RAKDTLSIVLTGREEGKFHELIQCALQT

LRSSPHISSFGS-WWDDPRPLEIIAKLM--------------------NHDSERAAFWNENLLRLARLSW--RDTSTVSIVLTGRKEKNFHSLFGKLFQI

LLSA-DTFYGGG-WWNNTAFLSESFSESMRE-----------------SNKESMSKYWNKNVVEKARISY--ADSDTISVLLSGRKDH-FQRLIYQMLTE

VMQPDTPQNVGG-WWDNPYPLEVAAKLL--------------------ESSDDPYLYWNKRMLNLAALSN--SSPDTLSIILTGRKENRFKDVFQDILAI

VLHGLEGNNNGPYWWSEPSFLQQSFKD---------------------SLGTALYKYWNEKVIKLAKMSY--AEPDTVSILMTGRRQDKFKELISDHLDL

LGFGLGPKNAGPRWWLEPMFLRQAYNEFIQAALSEQTKPAQEGGLNNHPAGKVLFQYWNRDILELAAASI--QDPSTISILMTGREDVAFSALIEYMITT

LLNSRDKLKSGN-WWSTLETLEYSFDRCSALCENP-------------TSEISPYIFWNKLLLKSAQLAH--KDPTTVSIILTGRKHDTFHKLFERLQYA

LLKQ-DLLPSGN-WWSDEKYLRVSFEESKKP-----------------SDHGEIRSFWNDKVIKLAKQSC--AAEDTITLVLTGRKEEAFSSLIEEML--

LLNN-QKLPSGN-WWSDQRSLEEMFIESRQYK----------------SNSLVKRTYWNKNILPLAELSC--NDSDTISIILTGRKEKQFMSLITKIV--

LYGG-DLLNGRD-WWSEPLFLEKSFNQMLAIE----------------DESTREQEFWNKEIVDLARSSF--EDEETVSILLTGRKEELFGPLFEKTL--

LYNS-SSLLNGG-WWSEPCFLEQSFTNMIN------------------SSEEERAKYWNIDMLELARKSE--QDPQAISIVLTGRKEVYFASMFSKMF--

LLSP-HVFSNGG-WWSEPRFLEILVDEWI-------------------KGSVDDSAFWNKDIVDSARRSWDDRDNGTLTILMTGRKQLLFSPLFEKLLKH

LVNC-ERFSNGG-WWSERRFLAAAVEEWEQ------------------RGSGADKEFWNLDVVALAHLSA--KERGTVSVLMTGRREVVFSELIGELLRR

LTDP-QKLSNGG-WWSEPRFLQELIKEWAIRRSRILSVDKQ-------ALEALDHEYWNKDIVELSYLSQ--IEPGTISVLMTGRKEVFFHDIIGEVLDN

LTDP-NKLSNGG-WWSEKRFLQESIDEWIAAKKNAGT-----------DTDEVDATYWNKDVVELTRLSQ--QDPHTLSILMTGRKELLFQSALSCVLEQ

LTDP-HRLSNGG-WWSETRFLQALIDEWISEKALSGS-----------HSDTLDAAYWNKDIVQLTRLSE--NDPHTLSILMTGRKEALFKDSLGRVLSQ

6         g  WW     L                                    WN  66 la  s       t636663GR    F          
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 : 150

 : 145

 : 136

 : 138

 : 137

 : 133

 : 137

 : 167

 : 146

 : 138

 : 135

 : 156

 : 135

 : 135

 : 140

 : 178

 : 155

 : 154

      

             

             

YMR265C    : 

Smik_13.47 : 

Skud_13.43 : 

Suva_13.44 : 

CAGL0H0229 : 

KAFR0B0372 : 

KNAG0J0038 : 

NCAS0C0055 : 

NDAI0K0055 : 

TBLA0B0309 : 

TPHA0G0099 : 

Kpol_541.5 : 

ZYRO0G1361 : 

TDEL0B0079 : 

KLLA0E1115 : 

AER281C    : 

SAKL0D0204 : 

KLTH0C0435 : 

Kwal_27.10 : 
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ARSHW----------KCSENEFRFNAVCLKKR------AISEY------TSKYKKELMRDFLEYYP---SLRELSIYDDRIHQIDAFKSFFHSLD-----

AKSHW----------KCSRNEFRFNAVCLKKT------AISKY------TSEYKKELMRDFLKYYP---SLRELTIYDDRVHQIEAFKTFFHSLD-----

ARDHW----------ECSPNEFRFNAVCLKKT------SMSKY------TSEYKKALMQDFLEYYP---SLRELTIYDDRAHQIEAFKSFFRSLD-----

VRSHK----------ECSPDEFRFNAVCLKKT------GISKY------TSEYKKELMHDFLEHYP---SLRELTIYDDRVHQIDAFKSFFNSLD-----

SRDKWATEQIAKDDNKYSADDYLFNAICLKKQ------REETN------TFDYKCKCILSFLDRYP---NLEEVTIYDDRIHHINKFKNFFNSLL-----

SREKF----------GLSDDDLKFNCICLKKA---SINGEYPT------TMDFKRSLLMKLINFFK---NLREVVIFEDRINHVNQFNSFFKQSKF----

TLDKF----------PELEISLRFNAVCLKKF----RKLDKKRDIKTLSTLKYKTDLLEDFLKTYH---KIEEVTIYDDRINQVNSFKSFFSKNAN----

TRAIW----------NFSHSELEFNAVVLKRP----IDGVDVS------TIEYKKKCLVDFIKFYP---NLEEVTVYDDRRNQLLKFKAFFNELPH----

TRDTFF---------NKDSPYLKFNAVVLKKK-----DGNFKS------TMAFKQQCLSDLINHYS--TSIKEITIYDDRPKQINQFKIFLNNLPY----

SFLK-----------DDTTNAFIFNAVCLKK-------NCNMN------TFDYKEKVITSLVESLNIKNNLNEITIYEDRKHHVRQFQAFLTKLSLKASH

---------------SSKFLDSKFNAVCLKKKFSPYSNNTNKSDHTTWSTSNFKLEIFNDFMNYYQ--DSLQEITVYEDRGSHVRIFEHFFSQTHLYPLH

---------------SSDIPTLKFNAVCLKKT-----ELEYST------TAEYKIALITDLMKYYS--ESLEEVTIYDDRISQLKKFREFFENLSETNKL

----------------KQCNVTFFNAVCLKKP------GVGNS------TMEYKTAVFRDLIDEYE--GTLEELTVYDDRLSQVEKFKTFFDQI------

----------------LELDDLTFNAVCLKRA------NCGSS------TAEYKISLITDFLDHYP---SLNELIIYDDRPQQIKVFERAFS--------

---------------PVFGRELLFHSAFLKRA------GYPT-------TMKYKIACLRSVMDFYK---EVNEIVIYDDRKQQLEGFELFFEDYKRET--

---------------PVDGECLCFNAVLLKKE------GHRS-------TLAYKTACMKDLLDAYP---ALEEITIYDDRPWQLAGFRTFLNEYVTAV--

P--------------VFGYADLQFHAVFLKKP------NYET-------TMKYKTSCITELLDHYD---QVEEITLYDDRIRQLDGFQKFLNEYVEAI--

P--------------VFGPKKLHFNGVFLKKP------NFET-------TMLYKTTCLTDLLKHYN---NCDEITIYDDRVRQLQGFKKFLNEFVEAL--

P--------------VFGTKKLHFNGVFLKKA------GFET-------TMLYKTSCLTELLKHYD---QCEEITIYDDRARQLEGFRKFLNEFVEAL--
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 : 241
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 : 207

 : 246

 : 223

 : 222
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YNL014W (HEF3) 

  

             

             

YNL014W    : 

YLR249W    : 

Smik_14.31 : 

Smik_12.32 : 

Skud_14.31 : 

Skud_12.33 : 

Suva_14.33 : 

Suva_10.34 : 

CAGL0B0348 : 

KAFR0H0320 : 

KAFR0I0211 : 

KNAG0I0134 : 

NCAS0A0876 : 

NDAI0G0081 : 

NDAI0G0518 : 

TBLA0D0441 : 

TPHA0O0068 : 

Kpol_487.1 : 

Kpol_1048. : 

ZYRO0E0514 : 

TDEL0B0615 : 

KLLA0F1221 : 

AAL028W    : 

Ecym_1312  : 

SAKL0D0831 : 

KLTH0H1190 : 

Kwal_0.167 : 
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MSDSQQSITVLEELFRKLETATSETREGISSELSSFLNGNIIEHDVPEVFFDEFQKAIQSKQKALNTLGAVAYIANETNLSPSVEPYIVATVPSVCSKAG

MSDSQQSIKVLEELFQKLSVATADNRHEIASEVASFLNGNIIEHDVPEHFFGELAKGIKDKKTAANAMQAVAHIANQSNLSPSVEPYIVQLVPAICTNAG

MSDSQQSITVLEELFKKLEIATSETRDGISSELSSFLNGNIIEHDVPEVFFEKFQKAIQSKQKALNTLSAIAYIANETNLSPSVEPYIVATVPSVCTKAG

MSDSQQSIKVLEELFQKLSVATADNRDDIASEVASFLNGNIIEHDVPEHFFCELTKGIKDKKTAANSMQAVAHIANQSNLSPSVEPYIVELVPAICSNAG

MSDSQQSITVLEELFRKLEVATSETRDGISSELSSFLNGNIIEHDVPEAFFDEFQKAIQNKQKALNTLGAIVYIANETNLSPSVEPYIVATVPSVCTKAG

MSDSQQSIKVLEELFQKLSVATADNRNEIASEVASFLNGNIIEHDVPEHFFGELAKGIKDKKTAANSMQAVAHIANQSNLSPSVEPYIVQLVPAICDNAG

MTDSQQSITVLEELFRKLEVATPETRDSISSELSSFLNGNIIEHDVPEVFFNEFQKAIQNKQKALNTLGAIAYIANETNLSPSVEPYIVATVPSVCTKAG

MSDSQQSIKVLEELFQKLSVATADNRDEVASEVSSFLNGNIIEHDVPEHFFSELAKGIKAKKTAANSMQAVAHIANQSNLSPSVEPYIVQLVPAICENAG

MTDSDQSLKVLEELFKNLSVATADNRVEAAQEVASFLNGNIIEHDIPEKFFEELAKAVKDKKTSANFLEAVAHIANEANLSPSVEPFVITLVPEICAKAG

MSDSQQSIEVLNELFDQLAIATSENRDEISSELSTFLNGNIIEHDIPAHFFDRLSRGIKDKSKTINAMDAIAYIANETNLSPSVEPYIVALTPLICEKTG

MSDSQESMKVLEELFQKLSVATAESRDEVAAEVSSFLNGNIIEHDIPEHFFKELKNAVKDKKTAANALQTVAHIASENNLSPSVEPYVVEMIPEVCAKTA

MSDSQESIQILEELFQKLSTADAGSRQEVATDVSSFLNGNIIEHDIPEHFFNELKKAAKDKKTAANILAAITHICSEANLSPSVEPFMVDLVEGICEKTG

MADSEQSIKVLEELLQQLTVATADNREEVATEISSFLNGNIIEHDIPIKFFGELKKSIKDKKAAANALEAIAHISNESNLSPSVEPYIVELVPEVCAQSG

MSESELSLEFLQELFNNLEIASPDTRDDICSQLSSFLNGNIIEHDLPQKFFDKLHKAIIDKKTSSNALDAIIYIANQTNLSPSVEPFIVSTVPSICAKAG

MSDSQQSIKVLEELLQKLTIATAENREEVAIEVSSFLNGNIIEHDIPEKFFAELAQGLTSKKTAANCLQAIAQISNEANLSPSVEPYIVAMVPEICSQAG

MTDSDQSIKVLNELLEKLTIATPETRSEIAVEISTFLNGNIIEHDAPEKFFLDLQKALKDKKTAANALSAVAHIANESNLSPSVEPFIVRILPQVCEKAG

MSDSEQSVKVLNELFEKLSVATPETRGEVSVEVSSFLNGGIIEHDIPEQFFAQLNKALKDKKVAANALSAIAHIASEANLSPSVEPYIVATVPEICAKCG

MSDSAQSLKVLKELFEKLTVATADNRAEISTEVSSFLNGNIIEHDIPETFFNEIYKALKDKKTAANALSAVVHIANAANLSPSVEPYVVAAVPLVCEKAG

MSDSQQSIEVLGQLMAELKICENDNISNISTEISSFINGNIIEHDIPENFFIELNKGIEDNKTVFNFITAVSHIANEVNLSPSVEPYVVATVPLICARCG

MSDSQQSVEVLNQLLARLSVATPDNRDEVATEVSSFVNGNIIEHDAPEHFFNGLAKAIKDKKSAVNALAAVSHVASTSGLAPSVEPYVVALVPAILEQTG

MSDSEQSIKVLNELLEKLTVATPENRDDVATEVASFINGDIIEHDAPQVFFDGLFKAIKDKKSAANALATLRNIASESNLSPSIEPFVVSAVPLIADQCG

MSDSAQSVKVLNELFEKLTVATADNRSAIANEVASFLNGNIIEHDVPEEFFANLSKAIKDKKTAANVLEAVAHIASESGLSPSVEPFIVNLVPSICDKAG

MSDSAQSIKVLGELFEKLSVATAENREATATEIASFLNGNIIEHDVPEEFFKNLTKAVKDKKTAAAALETIAHIANENNLSPSVEPYIVDLVPEVCVKTG

MSDSAQSIKVLGELFEKLSVATADNREATAVEIASFLNGNIIEHDVPEEFFNNLAKSVNDKKTAAAALETLCHIANENNLSPSVEPYVVDLVPAVCAKTG

MSDSEQSVKVLNELFEKLSVATPENRDATAAEISSFLNGNIIEHDVPEHFFKELAKAIKNKKTAASSLEAVAHIASESDLSPSVEPYIVQLIPEICAKAG

MSDSEQSIKVLNELFEKLSVATPETREATAVEISSFLNGNIIEHDVPEQFFASISKALKDKKAASNALEAIIRVASESNLAPSVEACVVRLVPEICAKAG

MSDTEQSIKVLNELFEKLSVATPETREATAAEISSFLNGNIIEHDVPEQFFGKISNALKDKKTAGNALEAITRVASESNLAPSIEACVVRLVPEVSAKCA

M d3  S6  L 2L   L  a    r      6 3F6NG IIEHD P  FF         kk a n 6 a6  6a    LsPS6Ep 66   p 6c   g
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YNL014W    : 

YLR249W    : 

Smik_14.31 : 

Smik_12.32 : 

Skud_14.31 : 

Skud_12.33 : 

Suva_14.33 : 

Suva_10.34 : 

CAGL0B0348 : 

KAFR0H0320 : 

KAFR0I0211 : 

KNAG0I0134 : 

NCAS0A0876 : 

NDAI0G0081 : 

NDAI0G0518 : 

TBLA0D0441 : 

TPHA0O0068 : 

Kpol_487.1 : 

Kpol_1048. : 

ZYRO0E0514 : 

TDEL0B0615 : 

KLLA0F1221 : 

AAL028W    : 

Ecym_1312  : 

SAKL0D0831 : 

KLTH0H1190 : 

Kwal_0.167 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

SKDNDVQLAATKALKAIASAVNPVAVKALLPHLIHSLETSNKWKEKVAVLEVISVLVDAAKEQIALRMPELIPVLSESMWDTKKGVKEAATTTITKATET

NKDKEIQSVASETLISIVNAVNPVAIKALLPHLTNAIVETNKWQEKIAILAAISAMVDAAKDQVALRMPELIPVLSETMWDTKKEVKAAATAAMTKATET

SKDNDVQLVATKALKAIASAVNPVAVKAFLPHLIHALETTNKWKEKVAVLEVISTLVDAAKEQIALRMPELIPVLSESMWDTKKEVKETATATITKATET

HKDKEIQTIASETLISIVNAVNPVAVKALLPHLTNAIVETNKWQEKISILAAFSAMVDAAKDQVALRMPELIPVLSETMWDTKKEVKAAATATMTKATET

SKDNDVQLVATKALKAIASAVNPAAVKAFLSHLIHALETTSRWKEKVAVLEVISTLVDAAKEQIALRMPELIPVLSESMWDTKKEVKDAATATITKATET

HKDKEIQTIASETLISVVNAVNPVAIKALLPHFTKAIVETNKWQEKIAILAAISAMVDAAKDQVALRMPELIPVLSEAMWDTKKEVKTAASTAMTKSTET

SKDNDIELVATKALKAIASAVNPVALKAFLPHLIHALGTTNKWKEKVAILEVISTLVDAAKEQVALRMPELIPVLSESMWDTKKEVKDAATATITKATET

HKDKEIQTIASETLISIVNAVNPVAIKALLPHLTKAIIETNKWQEKISILAAFAAMVDAAKDQVALRMPELIPVLSETMWDTKKEVKSAATATMTKATET

DKDKDVQAVASKTLVAISKAINPVAIKAYLPHLTKSLETTNKWQEKVSVLAAISALVDAAKEQVALRMPELIPVLSETMWDTKKEVKEAATATMTKATET

DKDKEIQSIATRALLAITNAINPVAIKAFLPHLVNSLLETNKWQEKCAVLNAIAILVNVAKEQVALRMTELIPVLSEAMWDTKKEVKDIATKTITKTTET

DKNAETQAIASKALIAIVKAINPVAIKSLLPHLTTSLAETNKWQEKVAILAAISELVDAAKTQVALRMPELIPVLSEAMWDTKKEVKVAATATITKATET

DKEKELQTLASECLIAVVKAINPVAIKALLPHLTVRLSESNKWQEKVAVLAAITALVDAAKEQVALRMPELIPVLSEAMWDTKKEVKSAATATMTKATET

SKDKDTQAIASKALMAIVKAINPVAIKALLPHLVKSLEETNKWQEKVAVLAAITSLVDAAKEQVALRMPELIPVLSEAMWDTKKEVKAAATATMTKATET

DKDSSIQEIAKRALFAVVNAINPIATKALLPHLINCLSSTNKWQEKIAILESIAILVDVAKEQIALRMPELIPILSESMWDTKKEVKETATKTITKATET

SKDKEVQTLASETLITIVKAINPVAIKALLPHLVKSMEETNKWQEKVAILAAVSALVDAAKEQVALRMPELIPVLSEAMWDTKKEVKAAATATITKATET

DKDKDVQKLASDTLIAIVKAVNPVAVKAVLPHLTTALENTSKWNEKVAILAAISQLVDAAKEQVALRMPELIPVLSEAMWDTKKEVKQAATATITKSTET

DKDKDVQALASDALVAVVKAINPVAVKVLLPHLTNALSSTNKWQEKISILAAISALVDTAKTQVALRMPELIPVLSEAMWDTKKEVKDAATATIAKATET

DKDKDIQKLASDALLAIANAINPVAVKALLPHFNTALSNTNKWQEKVAVLAAISSLVDAAKSQVALRMPELIPVLSEAMWDTKKEVKEAATATITKATET

DKDAKIRHASGNALVAIVKAINPVATKAILPHLTDCLEKTNKWQEKVSILATISTLVDCAKEQIALRMPELIPILSEAMWDTKKEVKDAATSTITKATET

SKDKDVQSAANAALHAVVTAVNPVAVKAVLPHLTKSLSETNKWQEKVAVLSAISALVDQAKSQISLRMTELIPVLSEAMWDTKKEVKNAATATMTKATET

HKDKDIQETASQALVAVVKAVNPVAVKALLPHLTTALSNTNKWQEKVSILASITALVDSAKTQIALRMPELIPVLSEAMWDTKKEVKKAATETIEKATET

DKDKEIQVLASDALLAIAKAINPAAIKAFLPLLTSALDSTSKWQEKVSILAVISVLVDTAKEQLGLRMPELIPALSEAMWDTKKEVKQAATATITKATET

DKDKDVQSIASETLLAIVKAIDPVAIKVILPHLTKSLVTTNKWQEKVSVLAAISALVDAAKTQVALRMPELIPVLSEAMWDTKKEVKHAATATMTKATET

DKNSEIQNLASKALLAITKSIDPVAVKVILPYLLKSLGTTSKWQEKVSVLAAISALVDTAKTQVALRMPELIPVLSEAMWDTKKDVKQAATATMTKATET

DKDKDTQAVATKTLLAIVKSVNPAAVKVVLPALTQPLEETNKWQEKVSILAAISALVDAAKTQVALRMPELIPVLSEAMWDTKKDVKEAATATITKATET

DKDKDIQQQASTALLAIVKAINPVATKVLLPHLTTRIAETNKWQEKVAILAAVSDLVDAAKTQVALRMPELIPVLSEAMWDTKKEVKEAATATITKATET

DKDRDVQQQASKALVAVVKAINPVAVKILLPHMTTRLTETNKWQEKVAILAAVSELVDAAKAQVALRMPELIPVLSEAMWDTKKDVKDAATATITKATET
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         *       220         *       240         *       260         *       280         *       300

VDNKDIERFIPKLIECIANPNEVPETVHLLGATTFVAEVTPATLSIMVPLLSRGLAERETSIKRKAAVIIDNMCKLVEDPQVVAPFLGKLLPGLKNNFAT

VDNKDIERFIPSLIQCIADPTEVPETVHLLGATTFVAEVTPATLSIMVPLLSRGLNERETGIKRKSAVIIDNMCKLVEDPQVIAPFLGKLLPGLKSNFAT

VDNKDIERFIPKLIECIANPNEVPETVHLLGATTFVAEVTPATLSIMVPLLGRGLAERETSIKRKSAVIIDNMCKLVEDPQVVAPFLGKLLPGLKNNFAT

VDNKDIERFIPSLIQCIADPTQVPETVHLLGATTFVAEVTPATLSIMVPLLSRGLNERETGIKRKSAVIIDNMCKLVEDPQVIAPFLGKLLPGLKGNFAT

VDNKDIERFIPKLIECIADPNEVPETVHLLGATTFVAEVTPATLSIMVPLLGRGLAERETSIKRKSAVIIDNMCKLVEDPQIVAPFLGKLLPVLKGNFAT

VDNKDIERFIPSLIQCIADPSEVPETVHLLGATTFVAEVTPATLSIMVPLLSRGLNERETGIKRKAAVIIDNMCKLVEDPQVIAPFLGKLLPGLKSNFAT

VDNKDIERFIPKLIECIANPNEVPETVHLLGATTFVAEVTPATLSIMVPLLGRGLAERETSIKRKAAVIIDNMCKLVEDPQVVAPFLGKLLPGLKNNFAT

VDNKDIDRFIPSLIQCIADPTEVPETVHLLGATTFVAEVTPATLSIMVPLLSRGLNERETGIKRKAAVIIDNMCKLVEDPQVIAPFLGKLLPGLKSNYAT

VDNKDIERFIPQLISCIADPKQVPETVHLLGATTFVAEVTPATLSIMVPLLSRGLAERETSIKRKAAVIIDNMCKLVEDPQVVAPFLDKLLPGLKNNYAT

VENKDIEKFIPELLNCIADPSKVSETVHLLGATTFVSEVTPATLSIMVPLLSRGLNERDTSIKRKSAVIIDNMCKLVEDPQVVAPFLNKLLPGLKNNFQN

VDNKDIERFIPELISCIADPSQVSETVHLLGATTFVSEVTPATLSIMVPLLARGLQERETSIKRKAAVIIDNMCKLVEDPQVVAPFLGKLLPGLKNNFAT

VQNKDIDRFIPELIGCIADPKLVPETVHLLGATTFVAEVTPATLSIMVPLLSRGLAERDTSIKRKAAVIIDNMCKLVEDPQVVAPFLGKLLPGLKGNFST

VDNKDIERFIPQLISCIANPTEAAETVHLLGATTFVAEVTPATLSIMVPLLVRGLNERETSIKRKSAVIIDNMCKLVEDPQVVAPFLGKLLPGLKANYAT

IENKDIEIFIPQLINCIANPSNVPETVHALGATTFVSDVTPATLSIMVPLLNRGLQERDTSIKRKSAVIIDNMCKLVEDPQIVAPFLNDLLPGLKNNFSN

VDNKDIERFIPQLISCIANPTEAAETVHLLGATTFVAEVTPATLSIMVPLLVRGLNERETSIKRKSAVIIDNMCKLVEDPQVVAPFLGKLLPGLKANFAT

VDNKDIERFIPKLIECIADPSEVPETVHLLGATTFVAEVTPATLSIMVPLLSRGLAERETSIKRKAAVIIDNMCKLVEDPQVVAPFMGKLLPGLKNNFAT

VENKDIEKFIPKLIACIADPNQVTETVHLLGATTFVAEVTPATLSVMVPLLARGLAERETSIKRKAAVIIDNMCKLVEDPQVVAPFLGKLLPGLKNNFAT

VDNKDIERFIPKLIECIANPNDVPETVHLLGATTFVAEVTPATLSIMVPLLARGLAERETSIKRKAAVIIDNMCKLVEDPQVVAPFLNKLLPGLKNNFAT

VDNKDIEKFIPKLIECIANPNEVPETVHLLGATTFVSEVTPATLSIMVPLLARGLNERETSIKRKTAVIIDNMCKLVDDPQVVAPFLDKLLPGLKSNFAT

VENKDIERFIPKLIECIANPSEVPETVHLLGATTFVAEVTPATLSIMTPLLSRGLAERETPIKRKSAVIIDNMCKLVEDPQIVAPFLNKLLPGLKNNFSV

VDNKDIDRFIPELIGCIADPALVPETVHLLGATTFVAEVTPATLSIMVPLLARGLAERETSIKRKAAVIIDNMCKLVEDPQVVAPFLSKLLPGLKNNFAT

VENKDIERFIPKLIECIADPSEVPETVHLLGATTFVAEVTPATLSIMVPLLNRGLAERETSIKRKAAVIIDNMCKLVEDPQVVAPFLEKLLPGLKNNFAT

VDNKDIERFIPELIQCIADPSQVSETVHLLGATTFVAEVTPATLSIMVPLLNRGLAERETSIKRKAAVIIDNMCKLVEDPQVVAPFLEKLLPGLKNNFAT

VDNKDIERFIPKLIECIADPQEVPETVHLLGATTFVAEVTPATLSIMVPLLNRGLAERETSIKRKAAVIIDNMCKLVEDPQVVAPFLEKLLPGLKNNFAT

VQNKDIDRFIPKLIECIANPTEVPETVHLLGATTFVAEVTPATLSIMVPLLARGLAERETSIKRKAAVIIDNMCKLVEDPQVVAPFLDKLLPGLKNNFAT

VDNKDIDRFIPKLIECIANPKEVPETVHLLGATTFVAEVTPATLSIMVPLLARGLAERETSIKRKAAVIIDNMCKLVEDPQVVAPFLSKLLPGLKNNFAT

VDNKDIDRFIPKLIECIANPKEVPETVHLLGATTFVAEVTPATLSIMVPLLARGLAERETSIKRKAAVIIDNMCKLVEDPQVVAPFLSKLLPGLKNNFAT

6 NKDI  FIP L6 CIA1P  v ETVHlLGATTFVaeVTPATLS6MvPLL RGL EReTsIKRK AVIIDNMCKLVeDPQ66APF6 kLLPgLK N5at
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YNL125C (ESBP6) 

  

             

             

YNL125C    : 

Smik_14.20 : 

Skud_14.20 : 

Suva_14.21 : 

CAGL0I0908 : 

KAFR0J0213 : 

KNAG0I0217 : 

NCAS0G0242 : 

NDAI0F0291 : 

TBLA0C0547 : 

TPHA0I0145 : 

Kpol_1048. : 

ZYRO0G0638 : 

TDEL0B0507 : 

KLLA0F2420 : 

SAKL0E1111 : 

Kwal_23.28 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MSTHSNDYFSASSGMVSETSSEVSSINSSQPVSFSKA---------SIAAPVPCSDLHSTKSNDASRKL---SISRTLTNRLNDIKKAVDDDNLQTEE--

MISQSKDNVSGCSEMGSETSSEVSSINSSPPVSYSKA---------SIAGPAPLSGLHSIKSDDVSRKL---SISRTLTSRLNDIKKAVDDDNAQTEK--

MASASNNYVSACSEMASEVSSEVSSINSSPPVSYSKA---------SIAAPDPLSDLHSTKSNDASRAL---SITRTLTSRFNDIKKAVDDDNAQTEE--

MSSQSNNYVSAHSEVTSEDASEVSSISSSLPASYSKD---------FTAAPAPISGLQSIKSNDGSRGL---SITKTLTSRFHDIRKAVDDDNAQTDE--

----MGPEVEKDTQLRKAVTD----------------------------------GLWRVLTGDKSV-----GVGVKKSSTTPDLEDPREDVNQLDDEQL

--------MSSRSSIHSSVTSISDEVDSLESHQFQPA--------RSMDNIRPITPNSTGSTGSLQSKAP--SLAKTISKRFNELKEAVRDDNQQTDD--

---METHHRMSHPNDGRIQAGASNDVELYSMDSNQSA-------PNVQSIYSDVEGMSIHSKGLNQTG----SLGTGVLKSVSHLWKTVTGEGAPEEDT-

----MPEQISLDSSSRSSVETTEINSFTSLPAQQRED-----------PISRQRSWFSNRDAESINSGAP--SLARTVTRTVAEIWKAVQDDNQQADKEI

MSSNSSIGSDLDSNLSNVTTSLQSLPLPKNEHSNSNT--------NDRLTTAQTVPISRQRTNISNI-----SAARTVTRTVTNIWKAVQDDNLQTSQ--

-----MNNFTNNTSFRNEIFSTNESHVSSEHLTVTDAGTLRKSVKSLTTTTEQIDQIRGSDAFSASI-----SLNSTISKNLSF---------QANKE--

----MVDNESSPTDQESMVSSLASESEIDGQDPDHEM--------NKILTSHFDVGDALQMDGNASRMNPEQSTDLEASPVVDNIES--HDGAQRQDIET

----MSETNSSQDQVSSIVSSVISSIDQENAIGIHEK------TLNSEDSNHILAPQSRLSLGLSRTAS---HIERTISNAVHGI---LVKGGPSEDTGA

--------MSKTQSIGHLPPSTGSDVSRSEPQ-----------------------WSWKEDNDE--------DTGIAEKPHTVTSADTYSSGSVGSGE--

MTNSSLSSGDDLEDSRTYESNDGHVVQSLYSESTCSSSTAGPRSRRASSLQSYNPLARRSTVGSRGTARSDGTAGLSLVNTISKIVSAVKDDNEQTEK--

----MRPTESNTSEIDSISSASDVSHILSDPHGFVPKSKKSQLADSDQRITRRLSEPSSIKTADTGRSTIITGISRTVTRTLSTIKKAVDDDNLQADN--

----MSKSADDKDSLPSIDLSAATEEIHPKPLVICNS-----NDPQVSAYLTRRRDSTPSISTTASIDSEQQSLFRSLSRKLTSLRKAVQDDNEQTDA--

----MSKDTENTSDKGEEPVSCGSRPEEESETASQDS-----------------------------------SVFFNAHGQ-------------------
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-NSADVNKILESRFDVADAIRLQHNESVQSKLNIPV-----THTTTAGASLSAPSSSAFSASSIQNDTTEHKASMDSKLMRNRLYPASTKHSGKDLEAQG

-ASADVNKILESRFDVADAIRLQQNESQQSKLNIPV-----SRPGTAGVSSRGQSS--SSSSSNENVSTEAKPSTDSKLMRNRIYPASTEGSDKDVEAQG

-ASADVNKILESRFDVADAIRLQHNESLQSNLNIPA-----TQTATAGASSWAQSS---SPSSIQNDTTEHKASMDSKLVRNRLYPASTNGSGKDLENQG

-ASADVNKLLESRFDVADALRLQHNESLQSDLDGPA-----THSTTVGASSSAQSL---SSSSVRNDTTKHKTSMDSKLMRNRLGSASTKGSTRDLEAQG

-LDDQRNRILESRFDVADAFNMQETMEDVDEQQHKS-----EQVSQLASDTSSNVE----------SIMSMAQTTEGE----------------------

-KYENLEDILVSRFDVGDAIRLRENERELQNEALDS-----NEPSSEFPSTKEEPQ---------TDSDLEKTSND------------------------

-SPKQLNELLVSRFDLGDAIRYQTNDDDFSHDSDED-----VEATRNHVHPNKKEY----------DVESIKDAFEDRS---------------------

GDGKDLNKLLEYKFDVGDAIRMETNLEEEEDNEETERAELRKTTTNATSKLRTKGSDTESSDHATASIASRRNEQDLEKFESESFENGE-----------

-TENDLNHILVSKFDIGDALRLEHNGEGEEGEDAVH-----SFQSTATSLKDLESRIHTPRPHHDDNNTSSKANIAEMIQRRKSEGQEQEQEQEQEQEQG

-IPEELDKQLTSRFDLADAIRLKSNCESDTDDEDKI-----KDLEHSPEKIRRILTENSVTSGDVVSMVTNQKAQDCPL---------------------

SSEAHSVKSIDSKAHLYEGQIGQHRIQEIKSSNNCT-----ESLSRNSTRRSKSQH--------------------------------------------

IDDNTANEYLISQFNVGDAFRLIDSRNAASQLPSHS-----DEESNIYEPSITSYR-------TKLNHDDQSSSFDNGITRRITENQDYDGD--------

-DEVELDRALTSYFDVADAMRIQTNEGSRGQIKLED-----SESGNEEGAKEYDGN--------------------------------------------

-DQGNLNTVLKSRFDLGDAIRMEHNRGTEEGTVPYD-----EESMASWDDESRRKG----------EVP-------------------------------

-NTDDLNKLLERNFDIDDALRLTETAKRTDSRYTTN-----TNTNTNANAVNAKGS----------DKWFDQTSDSEGEYRSEVPVELA-----------

-NPQDLNELLKNQFDLEDALRLHTNTEDAPVQMTAQ-----DKPLTN-----------------------------------------------------

-DPTGLERILTQRFEPEDAMRITANSERFETARSSQ-----DS---------------------------------------------------------

         6   f   da r                                                                               

      

      

 : 180

 : 178

 : 177

 : 177

 : 119

 : 141

 : 148

 : 172

 : 179

 : 152

 : 137

 : 164

 : 109

 : 151

 : 167

 : 130

 :  79

      

             

             

YNL125C    : 

Smik_14.20 : 

Skud_14.20 : 

Suva_14.21 : 

CAGL0I0908 : 

KAFR0J0213 : 

KNAG0I0217 : 

NCAS0G0242 : 

NDAI0F0291 : 

TBLA0C0547 : 

TPHA0I0145 : 

Kpol_1048. : 

ZYRO0G0638 : 

TDEL0B0507 : 

KLLA0F2420 : 

SAKL0E1111 : 

Kwal_23.28 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

ITEFEPDEPTVKKVFTNKSTGQLELPPDGGYGWVVTFCVFLTMFSTWGCNASFGVDLAYYLNHDTYPGASKYDYALIAGLTVFLGQLLSPLVMALMRIIG

ISEFEPDEPTVRRVFTNKSTGQLELPPDGGYGWVVTFCVFLTMFSTWGCNASFGVDLAYYLNHDTYPGASKYDYALIAGLTVFLGQILSPFVMALMRIIG

IREFEPDEPTVKRVFTNKSTGQLELPPDGGYGWVVTFCVFLTMFSTWGCNASFGVDLAYYLNNDTYPGASKYDYALIAGLTVFLGQILSPFVMALMRIIG

ISEFEPDQPTVKRVFTNKSTGQLELPPDGGYGWVVTFCVFLTMFSTWGCNASFGVDLAYYLNHDTYPGASKYDYALIAGLTVCLGQILSPLVMALMRIIG

---QLERVPTIKKVFTNKSTGQIDLPPDGGYGWICCFCVFLVMFSTWGCNSGFGVFLGFYLNNDTYPHATKYDYALIAGFTVALGQGMSPFVMVIMRIIG

---LSQLGETIKKVYTNISTGKVELPPDKGYAWVVVFSVWLVMFNTWGCNSAFGIFLSHYLSSDTYPGASKYDYALIAGLTAALGQGLAPIAMYFVRIFG

---DASDVETLRKVFTNKSTGQLELPPDKGYAWVVVFSVFLVMFNTWGCNAAFGVFLSFFLSNGTFKGATKYDYALIAGLPVALGQGLAPLSMITMRIIG

---NLEEQPTVKRVFTNKEKGAVDLPPDGGYGWIVVMGITLIFINSWGCNSAFGIFLSFYLTNNTYAGATKYDYALIAGLTVFLGQGLPPFVMVLARVIG

TEEESEEGETIKRVFTNKESGNVDLPPDGGYGWVVVVAVTVIFLNSWGCNSAFGIFLSFYLSNGTYAGASKYDYALVTGLSVFIGQGFCPFVMVIAKVIG

---KNNSGAIIEKVFTNKESGEVSLPPEGGYGWVCVVCSFLIFFSTWGCNAGFGVFLAFYLNDNTYAGASKYDYALIAGFTVFLGQGLCPVVAFVMRVVG

---NEDNQSIVQRVYTNQTTGKLDLPPDGGYGWVSLVCVFLTMFSSWGCNSSFGVFLAFYLNNDTFPGASKYDYALIAGLPVFIGQVLCPIVTVIMKVIG

---DDDGVSIVQKVFTNHSTGKVELPPDGGYGWVSVFCVTLIMFSTWGCNSSFGIFLSFYLSNGTFPNATRYDYALIGGLTVFLAQLLSPFVMILMRTIG

---DLDDDDNLKKVFTNHSTGEIDLPPDGGYGWVVTLCVFLVMFSTWGCNSGFGIFLAFYLKSGAFAGANKFDYATIAGITVACGQGFAPFVVVCYRVIG

---EDTDDQTVKRVFTNKSTGDLELPPDGGYGWVVLFCVWLIMFSTWGCNSGFGVFLAFYLNENTFPGATKYDYALIAGLTVCLGQGFSPFVMVVMRIIG

---GDDEGQTLNKVFTNKETNTLDLPPEGGYGWVCCLCVTLVMFSTWGCNSAFGVFLAFYLNNSSFPGASKYDYALIAGMTVFFGQGLPPFVLLFMRIFG

---VSDDQRTITKVFTNKSTGNLDLPPDGGYGWVCCLCVTLIMFSTWGCNSGFGVFLAYYLNNNTFLDATKYDYALIAGITVCLGQGLALVAMIAMRVVG

---SAHERSIIAKVFTNRSSGGIELPPDGGYGWVCCLCVTLIMFSSWGANSGFGVYLAYYLNNGVFEGASKYDYALIAGMTVAFGQGMAPVALVLARVMG

          6 4V5TN   g 6 LPPdgGYgW6      6 mf 3WGcN  FG6 L  5L    5 gA 45DYAl6aG  v  gQ   p      4  G

      

      

 : 280

 : 278

 : 277

 : 277

 : 216

 : 238

 : 245

 : 269

 : 279

 : 249

 : 234

 : 261

 : 206

 : 248

 : 264

 : 227

 : 176
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YNL277W (MET2) 

  

             

             

YNL277W    : 

Smik_14.61 : 

Skud_14.64 : 

Suva_14.66 : 

CAGL0J0831 : 

KAFR0D0400 : 

KNAG0F0042 : 

NCAS0A0054 : 

NDAI0F0427 : 

TBLA0A0531 : 

TPHA0B0461 : 

Kpol_2000. : 

ZYRO0F1702 : 

TDEL0C0634 : 

KLLA0C0201 : 

AFR682C    : 

Ecym_1073  : 

SAKL0C0226 : 

KLTH0F0204 : 

Kwal_33.13 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-----------MSHTLKSKTLQELDIEEIKETNPLLKLVQGQRIVQVPELVLESGVVINNFPIAYKTWGTLNEAGDNVLVICHALTGSADVADWWGPLLG

-----------MSHTLKSKTLRELDVEEIQESNPLLKLVQGQRIVQVPSLVLESGVVINNFPIAYKTWGTLNEAGDNVLIICHALTGSADVADWWGPLLG

-----------MPHTLRSETLQELDIEEIKETNPLLKLVQGQRIVQVPELVLESGVVISNFPIAYKTWGTLNKAGDNVLVISHALTGSADVADWWGPLLG

-----------MSHTLKSKTLQELDIEDIKETNPLLKLVQGQRIVQIPELVLESGVVLSNFPIAYKTWGTLNEACDNVLVICHALTGSADVADWWGPLLG

------------MGRRATNMLKEVDIAELSKTNPFVKLVKGQKIVEVPELVLESGVVLNNFPIAYKTWGHLNSRGDNCMVICHALTGSSDVSDWWGPMLG

-----------MSRTLKCESLKELDVNELARENPFIKLVNNQRIVEVPELILESGLKIRNFPIAYKTWGQLNATGDNVLVICHALTGSSDVSDWWGPLLG

------------MNTLKCKTLRELDIEQIQAVNPLAKLVHEQRVVEIPELVLESGITIHNFPIAYKTWGSLNEARNNVLVICHALTGSSDVADWWGPLLG

----------------MTFNLRKLDVEEIKRENPFTKLVQGQTIVEIPSLQLESGLTINNFPIAYKTWGTLNEKRDNVLVICHALTGSADVADWWGPLLG

------------MSISLKQPLKKLDVEQIKLENPLTKLVHNQTIVEIPELELESGLTIKNFPIAYKTWGSLNENADNCLVICHALTGSSDVADWWGPLLG

-----------------MSVLRELDIEQVKQENPFAKLVNNQTIVEVSELKLESGITIHNFPIAYKTWGKLNSTKDNVLIVCHALTGSADVADWWGPLLG

MTTLSGSHHIDNNLTAKSKTLRELDMLEQKRFNPLLNLVNNQRIVEVPELTLESGATIRNFPIAYKTWGKLNETGDNCIVICHALTGSSDVSDWWAPLLG

-----MTSSPDYNYTAKSEMFRELDISQINESNPLTKLVHNQRIVEVPELELESGITIRNFPIAYKTWGRLNENGDNCIVICHALTGSSDVSDWWNPLLG

-----------MSGTIPSKTLREVDVEELTPTNPYVKLVRDQRIVEIPELTLESGVSIRNFPIAYKSWGNLNAEGDNCMVICHALTGSSDVSDWWGPLLG

-----------MSATRESKTLKELDIDEVVKVNPFAKLVNGQRIVEVPELTLESGITINNFPIAYKSWGSLNEKGDNCLVICHALTGSSDVADWWGPLLG

-------------MSTVKSSLPELDQEELSKTNPFIKIVHGQTIVEVPELELECGITINNFPIAYKTWGYLNEAKDNVLVICHALTGSSDVSDWWGPLLG

---------------MTAMELKEIDVVTLAKANPFVQLVQKQKIVEVPELTLESGITISKFPVAYKTWGKLNDAGDNVLVICHALTGSADVADWWGPLLG

-------------MTSIKSSLKEIDAEILYQTNPLAKFVENQRIVEVPELTLESGITIRNFPVAYKTWGRLNEARNNVLLICHAMTGSADVSDWWGPLLG

------------MPSTAKSSLKELDPLSLEEINPFTKLVLDQRIVEIPEFTLESGVTIRNFPVAYKTWGELNEKGDNVLVICHALTGSSDVADWWGPLLG

----------MIEYPVRESSLKGVDPESLEATNPYVKLVKNQRIVEVPELELESGVVLKNFPIAYKTWGELNERGDNVIVVCHALTGSSDVSDWWGPLLG

----------MLEHAVRESSLKSVDPASLEATNPYVKLVNNQRIVEVPELELESGVTIRNFPIAYKTWGELNDKGDNVLVVCHALTGSSDVADWWGPLLG

                    l e6D       NP  k V  Q 6V26pel LEsG  6 nFP6AYK3WG LN   1N 666cHA6TGS DV DWWgP6LG

      

      

 :  89

 :  89

 :  89

 :  89

 :  88

 :  89

 :  88

 :  84

 :  88

 :  83

 : 100

 :  95

 :  89

 :  89

 :  87

 :  85

 :  87

 :  88

 :  90

 :  90

      

             

             

YNL277W    : 

Smik_14.61 : 

Skud_14.64 : 

Suva_14.66 : 

CAGL0J0831 : 

KAFR0D0400 : 

KNAG0F0042 : 

NCAS0A0054 : 

NDAI0F0427 : 

TBLA0A0531 : 

TPHA0B0461 : 

Kpol_2000. : 

ZYRO0F1702 : 

TDEL0C0634 : 

KLLA0C0201 : 

AFR682C    : 

Ecym_1073  : 

SAKL0C0226 : 

KLTH0F0204 : 

Kwal_33.13 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

NDLAFDPSRFFIICLNSMGSPYGSFSPLTINEETGVRYGPEFPLCTVRDDVRAHRIVLDSLGVKSIACVIGGSMGGMLSLEWAAMYG---KEYVKNMVAL

NNLAFDPSRFFIICLNSMGSPYGSFSPLTINEETGARYGPEFPLCTVRDDVRAHRIVLDSLGVKSIACVIGGSMGGMLSLEWAAMYG---KEYVKNMVAL

NDLAFDPSRFFIICLNSMGSPYGSFSPLTINEETGARYGPEFPLCTVRDDVRAHRIVLDSLGVKSIACVIGGSMGGMLSLEWAAMYG---EEYVKNMVAL

NDLAFDPSRFFIICLNSMGSPYGSFSPLTINEQTGTRYGPEFPLCTVRDDVRAHRIVLDSLGVKSIACVIGGSMGGMLSLEWAAMYG---NEYVKNMVAL

NDLGFDPSRFFIVCLNSMGSPYGSFSPLTINEETGRPYGPEFPLCTVRDDVRAHKIVLESLGVKSVACVIGGSMGGMLALEWASLYGHGPEKYVHNLVAL

NDLAFDPSRFFIICLNSMGSPYGSFSPLSYDEETNEPYGPEFPLCTVRDDVRAHRLVLDSLGVKAIACVIGGSMGGMLALEWSTIYG---EDYVKNLVAL

DDRAFDPSRFFIICLNSMGSPYGSFSPLCINEETGERYGPEFPLCTVRDDVRAHRLVLDSLGVESIACVIGGSMGGMLALEWTCMFG---KEYVRNTVAL

DNLAFDPSRFFIICLNSMGSPYGSFSPLSINEETNERYGPEFPLCTVRDDVRAHKIVLDSLGVSSIACVIGGSMGGMLALEWTVMYG---KDYVRNLVAL

DNLAFDPSRFFIVCLNSMGSPYGSFSPLSINESTGERYGPEFPLCTVRDDVRAHRIVLDSLGVKSIACVIGGSMGGMLALEWTAMYG---KEYVRNLVAL

SNLAFDPSRFFVICLNSMGSPYGSFSPLTINAQTGLPWGPEFPLCTVRDDTRAHRIVLDYLGVTSVAAVIGGSMGGMLALEWATTFG---KDYIHNLVAL

KDKAFDPSRFFIVCLNSMGSPYGSFSPLSVNEDTGRPYGPEFPLCTIRDDVRAHRLVLDSLGVKSLASVIGGSMGGMLALEWATLYD---KQYVNNLVAL

QDKAFDPSRFFIICLNSMGSPYGSFSPLTINEETGTPYGPEFPLCTVRDDVRAHKLVLDSLGINQIACVIGGSMGGMLALEWAAIYG---TSYVKNLVAL

DNMAFDPSRFLVICLNSMGSPYGSFSPLSINSETGKPYGPEFPLCTVRDDVKAHRMVLESLGVKSVACVVGGSMGGMTALEWAAMYG---DDYVKNVIAL

NDQAFDPSRFFVICLNSMGSPYGSFSPLSINEDTGEPYGPEFPLCTVRDDVRAHRIVLDSLGVSSVACVIGGSMGGMLALEWATIYK---KDYVRNLVAL

NGLAFDPSKFFIICLNSMGSPYGSFSPLSIDSSTGERYGPEFPLCTVRDDVNAHRIVLDSLGISSIACVIGGSMGGMVALEWAAIFG---TDYVKNLIAL

RGLAFDTSRFLVVCLNALGSPYGSFSPLTVNSETGARYGPEFPLCTVRDDVRAHKLVLESLGVRQIACVVGGSMGGMVVLEWAALF----KDYVQNVVAL

TNLAFDPSRFLVVCLNCLGSPYGSFSPLSVSAVTGRRYGPEFPLCTVRDDVRAHKIVLDSLGVNSIACVVGGSMGGMLALEWAVMYS---AGYVRSLVAL

NDLAFDPSRFFIVCLNSLGSPYGSFSPLNINGDTGERYGPEFPLCTVRDDVRVHKLMLDSLGVQSVACVIGGSMGGMLVLEWATIFG---KEYVRNFVAL

PDLAFDISRFLVVCLNSMGSPYGSFSPMNINAQTGEPYGPEFPLCTVRDDVRAHRIVLDSLGVNSIACVVGGSMGGMLALEWSVTFG---KAYVKNMVAL

PDLAFDISRFLVVCLNSMGSPYGSFSPMNVNSETGEMYGPEFPLCTVRDDVRAHKIVLDSLGVKSIACVIGGSMGGMLALEWAASFS---KEYVKNMVAL

   aFDpS4F 66CLNs6GSPYGSFSP6     Tg  5GPEFPLCT6RDDv aH466LdsLG6 s6AcV6GGSMGGM  LEW   5      Y6 n 6AL

      

      

 : 186

 : 186

 : 186

 : 186

 : 188

 : 186

 : 185

 : 181

 : 185

 : 180

 : 197

 : 192

 : 186

 : 186

 : 184

 : 181

 : 184

 : 185

 : 187

 : 187

      

             

             

YNL277W    : 

Smik_14.61 : 

Skud_14.64 : 

Suva_14.66 : 

CAGL0J0831 : 

KAFR0D0400 : 

KNAG0F0042 : 

NCAS0A0054 : 

NDAI0F0427 : 

TBLA0A0531 : 

TPHA0B0461 : 

Kpol_2000. : 

ZYRO0F1702 : 

TDEL0C0634 : 

KLLA0C0201 : 

AFR682C    : 

Ecym_1073  : 

SAKL0C0226 : 

KLTH0F0204 : 

Kwal_33.13 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

ATSARHSAWCISWSEAQRQSIYSDPNYLDGYYPVEEQPVAGLSAARMSALLTYRTRNSFENKFSRRSPSIAQQQKAQREE------------TRKPS-TV

ATSARHSAWCISWSEAQRQSIYSDPNYLDGYYPVEEQPVAGLSAARMSALLTYRTRNSFENKFSRRSPSIAQQQKAQREE------------TRKPS-TI

ATSARHSAWCISWSEAQRQSIYSDPNYLNGYYPVEEQPVAGLSAARMSALLTYRTRNSFENKFSRRSPSIAQQQKAQKEE------------TRKPS-TV

ATSARHSAWCISWSEAQRQSIYSDPNYLDGYYPVEEQPVAGLSAARMSALLTYRTRNSFENKFSRRSPSIAQQQKAQKAE------------ARKPS-TI

ATSARHSAWCISWSEAQRQSIYSDPKYMDGYYTFDEPPVTGLSAARMSALLTYRSRNSFENKFSRRKPSIEQAQKSNRKASAGEG-----QEATIPS-SV

ATSARHSAWCISWSEAQRQSIYSDPKYLDGYYPLDDPPLSGLSAARMSALLTYRSRNSFEKKFARKTPSPWQKEKSRQVK--------------RAAHSI

ATSARHSAWCISWSEAQRQSIYSDPNYLDGYYDLENPPVVGLSAARMSALLTYRTRNSFENKFARRGPSAEQQKKATSNAPTQCT-----TRPEQPR-TL

ATSARHSAWCISWSEAQRQSIYSDPKYQDGFYPLEDPPLAGLSAARMAALLTYRSRNSFESKFARRTPSLLQQQKAQRVE-------------SRPASTV

ATSARHSAWCISWSEAQRQSIYSDPKYMDGYYSLEDPPVAGLSAARMSALLTYRSRNSFENKFARRTPSIQQQQKSLQQQQQQSQRY---FDISRPTSTI

ATSARHSAWCISWSEAQRQSIYSDPKYCDGYYELDDPPVAGLSAARMAALLTYRSRNSFEKKFSRNTPSLAQRKKSGASINLTNQSRQDSIRTSLTEVDI

ATSARHSAWCISWSEAQRQAIYSDPKYANGYYTPENPPVSGLSAARMSALLTYRSRNSFETKFSRRSPSLLQQQKSKNAQAVASQ-----LGQSSCP-SI

ATSARHSAWCISWSEAQRQAIYSDPKYLDGYYPFDDPPASGLSAARMSALLTYRSRNSFESKFSRRTPSNDQQLKSGSAR-----------PKIQPS-SV

ATSARHSAWCISWSEAQRQSIYSDPKYRGGYYPLDDPPIAGLSAARMSALLTYRSRNSFEKKFSRRVPSLAQSKKAVTPT------------LRKPA-TV

ATSARHSAWCISWSEAQRQCIYSDPKYDDGYYSLNDPPIAGLSAARMSALLTYRSRNSFETKFARNTPSVEHQSKAPKSS------------LPAPS-SV

ATSARHSAWCISWSEAQRQSIYSDPKYLDGYYPLEEPPTVGLSAARMSALLTYRSRNSFENKFARSVPSQQHQQKSGRSES---------QNSLTSK-KL

ATSARNSAWCISWSEAQRQSIYSDPKYLDGYYPLEDPPVVGLSAARMSALLTYRSRDSFETKFARKVPSTQQQRMSKRE-------------PLKPS-PI

ATSARNSAWCISWSEAQRQSIYCDPKYLDGYYSLDDPPNVGLSAARMSALLTYRSRDSFETRFSRNSPTTVEQLKSSLPD-----------KGNKP--DF

ATSARHSAWCISWSEAQRQSIYSDPKYLDGYYSLDQPPVAGLSAARMSALLTYRSRNSFESKFARRSPTQAHQQKLNKAE------------APKPS-NL

ATSARHSAWCISWSEAQRQSIYSDPNYLDGYYSHENPPVVGLAAARMSALLTYRSRNSFENKFSRRSPSVAQQEKSNKQS-----------VKLKPS-NL

ATSARHSAWCISWSEAQRQSIYSDPNYLDGYYTHDNPPVVGLSAARMSALLTYRSRNSFENKFSRRSPSLAQQQKAKIIS-----------TTPKPS-NL

ATSARhSAWCISWSEAQRQsIYsDP Y  G5Y    pP  GLsAARMsALLTYR3R1SFE 4F R  P3   q k                    p    

      

      

 : 273

 : 273

 : 273

 : 273

 : 282

 : 272

 : 279

 : 268

 : 282

 : 280

 : 291

 : 280

 : 273

 : 273

 : 274

 : 267

 : 271

 : 272

 : 275

 : 275
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YNL286W (CUS2) 

  

             

             

YNL286W    : 

Smik_14.45 : 

Skud_14.51 : 

Suva_14.53 : 

KAFR0A0825 : 

KNAG0K0227 : 

NCAS0A0983 : 

Kpol_1066. : 

ZYRO0B0699 : 

TDEL0E0083 : 

SAKL0C1196 : 

KLTH0A0171 : 

Kwal_23.52 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

-----MDADELELKGHLKKLKKEELLRRKQLKESNLQKRELEYNNASKNTSIYISGLPTDKTTKEGLTEQFCKYGMIRTN-RDGEPLCKLYVNDKGAFKG

-----MDADELELKGRLKNLKKEELLKRKQLKENSTRKRELEYKSTSRNTSIYISDLPTDKITKEELIKQFSKYGKIRIS-RDGEPICKLYMNDKHLPKG

---MNMDAEELELKGQLKNLKQQELLRRKQSKENNTRKREVEYKNSSKSSSVYISGLPTDRITKDELTKQFSKYGKIRIN-RDEEPLCKLYVNDEGVPKG

-----MDADELELKESLRILKKEELLKRKLSKESNERKREFAYRNSSKTTSIYISDLPTDRITKEELTEQFSKYGTIRMN-RDGEPHCKLYVNDKGIPKG

-----MDKEELELKEQLKKQKKEELERRR--QASKQKRSS-------EPTGLYISNLSLESTTVDSLIDEFSTFGKIKKD-HQNNYRCKLYLDENGRFKG

-----MDAEEVELKEQLKHLKKAELAKRK--LERREREQQKLKRPIKPPAAVYISGLPTSGISEDDIVDEFQPYGAVRKD-HEGDWKCRLYRDAAGELKG

-----MDKDELELKEHLKAIKKEALEKRK--KEIIKRKQG--SQHSRESSAIYVSNISKH-TSQLDLITLFSKYGKIRRT-REEALNCKMYQDEKGNFKG

-----MDKEELELKEELKRLKQEELEKRKRILSITNEK-----HNKDNITSVFLSNLPNIDNLKQELTINASKFGTIRKD-KDGNTLCKIYYDKAGNFEG

-----MEKDELDLKEELKELKE---LKRQELKKRRNREDGGSKEGKIKPNAIYLSNLEKQNTTEDQLIDEFSKFGAIKRD-QAGVPKCKLYKDDEGKVKG

-----MEAEELELKEALKELKKKELERRK--EASNDRNTGN-DEDAYKPSAIYISNLPKQANVENELIYEFSKFGKIKKD-QDGNVKFKVYKDDDGEMKG

-----MDQEELELKEELKRLKQDELVKRK--KEREERLSKQLTMKRKQNSAIFVSNLSVENTKRDELISEFNKFGMIRRDLSTNDYKCKLYFDSTGNFKG

-----MDEEELQLKKELREKKAQELARRK--RARDNTERKEDTKRPLKNCAIYISHLPLE-VTKDEVIEEFTKYGVIRKDLKSSEPKCKFYYGVDGSFEG

MVDKSVDEEEVQLKLELKELKAQELAKRK--RLREESE-DLKVKKPLHNCAIYVSNLPLGSTTKDAVVKEFSKYGIIQKDAKTNEPRCKLYTDEQGSFKG

     6d  E6 LK  L4  K  el 4R                       656S 6         6   f k5G 6          c4 Y    g  kG

      

      

 :  94

 :  94

 :  96

 :  94

 :  85

 :  92

 :  89

 :  89

 :  91

 :  91

 :  93

 :  92

 :  97

      

             

             

YNL286W    : 

Smik_14.45 : 

Skud_14.51 : 

Suva_14.53 : 

KAFR0A0825 : 

KNAG0K0227 : 

NCAS0A0983 : 

Kpol_1066. : 

ZYRO0B0699 : 

TDEL0E0083 : 

SAKL0C1196 : 

KLTH0A0171 : 

Kwal_23.52 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

DALITYSKEESVTLAIEMMNESIFLGKQIRVERAQFQNKEGDNMHGKENDLKEFNGPE------PPIKRLKKAKSEGEG--EVIDYN-------------

DALITYCNEESVILAIEMMDESTFLAKQIKVERAQFRDKENESMVRKEENSNELREAE------LPMKRPKKTRSEKQE--EIIDYN-------------

DALIIYSKEESVTLAVDMMDESIFLGNKIRVEKAQFEDRGSENMDKKESSLKELDECE------PPTKKPKQTNFSRAE--DVIDYN-------------

DALIIYSKEESVTLAIEMMDESNFLGKKIRVERAQFDDSESINVDNKENSTKGLRESE------RPVKKLKPTNLKEEG--ETVDYN-------------

DALIIYERAESVQLAIDLINDAELNGCKIKVERAEFNNDKRERIHDKDDSEP------------PLKRRVIEVSQEK-----------------------

DAILFYMNDESVTLAVEMMNGYAIKGCKINVEVAKFEEPKKETTSGDIEAEEEEEEEEEHED--HKRRKLDNKAR-------------------------

DALVVYEKPESVQLAIDMVDGTIFNKSTIKVERAQFEDNKR----KLDDVDSAAEDPP------NKKIKSEDPVTSAHGKDNIPEET-------------

NALIVYSRAESIPLAIEMMDDSMFHGNQIKVELASFENKKR-NYENMNKDKSEEHDV-------KPLKKLQDVHNKSEQILEVNEQTSDTD---------

DALIVYARHESVPIAIEMMNGYKLNGFEIKVEVAQFQDKKR---------------------------KLEDSNDEERSYKSVKSHN-------------

DALIVYARHESVPIAIQMMDGYEFDGAKIKVEVATFKNEKKRKYDKLTNDQESQSS--------SRATKLLKKNDTVEEVASHLSDS-------------

EALIVYVRPESVGMAINMMDGFELNGEKITVQEAVFSKKNS--------KEDELGMPT------TKRRKLENEKEQAKRLDDWEDTD-------------

AALIVYMRPESVRMAVDLMDGYSFMGNKLKVEEATFKKEPKDDKKSPNASQEGSRDVSAEPKLNNIHAKLNEQERELQDWDDTTDEKTTPREEGSEVDSI

SALVVYMRRESVDLAIDLMNGYRFLGNELKVEEATFKKDIRDSNDKNQRPDTGESNADHAPE--EKRARLSEMEETNAQDDNSLDDEGSLETTSAN----

 A66 Y   ES6 6A6 661     g  6 V2 A F                                4                               

      

      

 : 173

 : 173

 : 175

 : 173

 : 150

 : 165

 : 166

 : 172

 : 151

 : 170

 : 166

 : 192

 : 191

      

             

             

YNL286W    : 

Smik_14.45 : 

Skud_14.51 : 

Suva_14.53 : 

KAFR0A0825 : 

KNAG0K0227 : 

NCAS0A0983 : 

Kpol_1066. : 

ZYRO0B0699 : 

TDEL0E0083 : 

SAKL0C1196 : 

KLTH0A0171 : 

Kwal_23.52 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

DDES-----LAKADRTVIFANVFNIYKS-YTN----DDINDIQEDLLEGCEEIGQVDSISVSPNKGEATVVFKNNKVALQCCKIMTGRYFDGQKLLAFIS

DDES-----LAKADRTVIFANLLNIYKE-YTN----DDIADIEDDLLDGCEEVGQVESVSILPDKGEAIVVFWKGRDAIQCCKVMSGRYFDGQKLLAFML

DDES-----LAKADRTVVFANVFNIYKE-YTP----DDITDIQDDLLGGCEEIGQVDGLSVSPSKGEATVLFKKSKDALRCCKIMTGRYFDGQKLLVFII

DDES-----LAKADRTVVFANVFDIYKE-YTQ----DDINDVKEDLLDGFQEIGQVDSLSVSPDKGEATVVFKRSKDALECCKIMSGRYFDGQKLLAFML

IDTS------SRKERTIVLSNILDIYED-IES----DELHDLKQDILEGCESFGEVLNITVDSNRGEAHVVFKRQKDALQCCKKMNNRFFDGRKLIAFML

DNTG-----ESRTSRTLILANVLDIYRD-FEL----GEIQDIKEDIVTGCEDFGEVINAEVDTGRGQIHVVFKLRKEAL-CCRENEGQVLRRSELLAYMI

NKQDGEDGNVNEEEKTVILANVLGVHQK-YSS----EEIDDITDDILGGCSSIGTVQSLKIDINSDEAKVVFATVEDAIKCKLQMNGRFFDGRELVAYML

DDWVSEKLVIENRKKTAVLSNIVDIYGE-QND----EELDEITDDIIEGCQQMGTIEDFKLLKELGKAEIRFSKKEEAHHCISKMNNRFFDGRKIVAYML

NEEN------VPKPPVVVIGNILDLYED-YHE----QELDDIKRDILDGCLEIGFVKKIDLNSVTGEAEVSFENESHARNCCKEMNGRFFDGRRLLVYMK

DDES------LKRARTIVIANCIDLYYD-LDGEELVEELNEIRLDLLDGCKATGPVERIQLNARQGKATVIFEKERDAQECCRKMNKRFFGGRELAVFML

SQQG--------ETYTVILGNVLPPYDDPVDD----EEIKEIERDVREGCEQIGKIIEFQLDKILGKAVLTFESRADALKCCNVMNGRFFDGRKIVAYML

PDES-----ENASSRTVVLANVLDLYAN-LAP----QQIAEVAADLKEGCEAIGSVSSFEFDEVLGQAKVEYKSSEIAQKCCQLMNGRYFDGRKLVAYNL

SKEN-----LDRDSRTVILANVLDLYAT-LNA----QQIAEIADDIKEGCESIGPTTRFALDEVLGQATVEYETKELAHLCTQRMSGRYFDGRKLLAYTL

               t 6  N    y            6  6  D6  Gc   G           g a 6 5     A  Cc  m gr fdg  6 a5  

      

      

 : 263

 : 263

 : 265

 : 263

 : 239

 : 254

 : 261

 : 267

 : 240

 : 263

 : 254

 : 282

 : 281
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YOL068C (HST1) 

  

             

             

YOL068C    : 

Smik_15.90 : 

Skud_15.84 : 

Suva_15.97 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MNILLMQRIVSFILVVSQGRYFHVGELTMTMLKRPQEEESDNNATKKLKTRLTY--PCILGKDKVTGKFIFPAITKDDVMNARLFLKDNDLKTFLEYFLP

----------------------------MTMMKRPHEEESDNNDTKKLKLRS-TY-PFILRKDNVTGKFIFPAITKDDVMNARLFLKNNDLKTFLEYFLP

----------------------------MTMMKRTLEEES--DSKETKKPKPRATYPCILGKDKVTGRFIFPTISKDDVMNARLFLKNNDLKTFLEYFLP

----------------------------MTMMKRPLEEDSDHKETKKLKPRAAY--PSILGKDKVTGKFIFPAISKDDVMNARLFLKNNDLKTFLEFFLP

                            MTM6KRp EEeSd   tkklK 4     P ILgKDkVTG4FIFPaI3KDDVMNARLFLK1NDLKTFLE5FLP
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 :  70

 :  70

 :  70
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Smik_15.90 : 

Skud_15.84 : 

Suva_15.97 : 
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VEVNSIYIYFMIKLLGFDVKDKELFMALNSNITSNKER-SSAELSSIHAKAEDEDELTDPLEKKHAVKLIKDLQKAINKVLSTRLRLPNFNTIDHFTATL

VEVNSIYIYFMVKLLGFDVKDKELFMALNSNITSNKERNTSTEVSSSHAKFEDDDELTDPLEKKHAVKLVKDLQKAINKVLSTRLRLPNFSTVDNLTATL

VEVNSIYIYFMIKMLGFDVKDKELFMSLNSNITSNKERKNSTVALSPRAEDDNGDGLTDPLEKKYAVKLIKDLQKAINKVLSTRLRLPNFNTIDHLTATL

AEVNSIYIYFMIKLLGFDVKDKELFMALNSNITSAKERKISDIASLPHANIDNNDGLTDPLEKKHAVKLIKDLQKAINKVLSTRLRLPNFTTIDHLTATL

vEVNSIYIYFM6K6LGFDVKDKELFMaLNSNITSnKER  S   ss hA   1 D LTDPLEKKhAVKL6KDLQKAINKVLSTRLRLPNF T6DhlTATL
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YOL068C    : 

Smik_15.90 : 

Skud_15.84 : 

Suva_15.97 : 
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RNAKKILVLTGAGVSTSLGIPDFRSSEGFYSKIRHLGLEDPQDVFNLDIFLQDPSVFYNIAHMVLPPENMYSPLHSFIKMLQDKGKLLRNYTQNIDNLES

HNAKKILVLTGAGVSTSLGIPDFRSSEGFYSKIRHLGLEDPQDVFNLDIFLQDPSVFYNIAHMVLPPENMYSPLHSFIKMLQDKGKLLRNYTQNIDNLES

HNAKKILVLTGAGVSTSLGIPDFRSSEGFYSKIRHLGLEDPQDVFNLDIFLQDPSVFYNIAHMVLPPENMYSPLHSFIKMLQDKGKLLRNYTQNIDNLES

HNAKKILVLTGAGVSTSLGIPDFRSSEGFYSKIRHLGLEDPQDVFNLDIFLQDPSVFYNIAHMVLPPENMYSPLHSFIKMLQDKGKLLRNYTQNIDNLES

hNAKKILVLTGAGVSTSLGIPDFRSSEGFYSKIRHLGLEDPQDVFNLDIFLQDPSVFYNIAHMVLPPENMYSPLHSFIKMLQDKGKLLRNYTQNIDNLES

      

      

 : 297

 : 270

 : 270

 : 270
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YOL159C (CSS3) 
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YOR011W (AUS1) 

  

             

             

YOR011W    : 

YIL013C    : 

Smik_9.181 : 

Smik_15.18 : 

Skud_9.159 : 

Skud_15.17 : 

Suva_15.18 : 

Suva_9.192 : 

CAGL0F0141 : 

KAFR0K0123 : 

KAFR0G0301 : 

KNAG0G0104 : 

NCAS0F0079 : 

NDAI0H0128 : 

TBLA0A0115 : 

TPHA0L0081 : 

AFR326W    : 

Ecym_1222  : 

SAKL0F0431 : 
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---------MSISKYFTPVADGSLTFNGANIQFGADAQGESKKSYDAED---------SMPNPANQLNDITFQAEAGEMVLVLGYPTSTLFKTLFHGKTS

---------MSLSKYFNPIPDASVTFDGATVQLEESLGAVQNDEESASE---------FKNVGHLEISDITFRANEGEVVLVLGNPTSALFKGLFHGHKH

---------MSLSKYFNPIPDASVTFDGATVQLEDSLGTVQNDGESISE---------SKNVDHLEICDITFRANEGEVILVLGNPTSALFKGLFHGHKH

---------MSISKYFTPVANGSLTFNGANIQFGFDAESDSRRNYDAED---------GSQPPLNQLNDVTFQAEAGEMVLVLGYPTSTLFKTLFHGKTS

---------MSLSKYFNPIPDASVTFDGATVELEESLGAVQNDEE---------------SIGHLEIGDITFRANEGEVILVLGNPTSALFKGLFHGNKH

---------MSISKYFTPVANGSVTFNGANIQFGADTQSECRKNYDAEG---------STPAPINQLNDITFQAEAGEMVLVLGNPTSTLFKTLFHAKTS

---------MSISKYFTPVANGSLTFNGANIHFGSNAQSDSQKSYDAEG---------STPPSADQLNDITFQAEAGEMVLVLGNPTSTLFKTLFHGKTS

---------MSLSKYFSPIPDASVTFDGTTVQLEESLGAVRNDEESLSD---------LENAGRVEISDITFRANEGEVVLVLGNPTSALFKGLFHGHKN

---------MSLADYFTPVPNASVTFEGTTVNLNETATGSAHSHAEDPEFGEKLPLPSVSPCENGQVVDLTFQATAGEMVLVLGAPTSGIFKSLFHAHKH

---------MLISDYFTPVPDASVTFNGADVYFDRNHLPKQIAAQTSRT---NLNERMELTGKNRGLHDLTFKAKKGEVILVLGNHTSSLFKAMFHASKK

---------MSISKYFTPVSDASVTFDGTNVDLSANLSADDATD----------------GIQISQLNDVTFKADGGEVVLVLGKPTSALFKSLFHSDKN

---------MSMSNYFTPVADASVTFNGANINIIHTPGDEEKVDRVSNV---NLDTTGNTEIKANTLNDVTLKADEGEVILVLGNPTSAFFKTLFQGKKN

---------MSISKYFTPVQDASVTFDGANVKVRTSLFDDSNDDIESQQ---LLSSAAVSEKPKNILNDLTFKADEGEVVLVLGAPTSELFQALFHGHKS

---------MSISKYFTPVEDASLTFDGATVKVGSPLLQKKQNVDPENQ-----SVAADPKTAQQQVNDLTFKVDEGEVVLVLGNPTSDLFQALFHGHKN

---------MSYAQYFTPVPDASVTFNGANVQINPFDPKNATSKDNFNN----------LESNDDLLQNLTFQANKGEVVLVLGEPSSGLFKAMFHANQN

---------MSFSNYFNPVADASVTFNGANIHLDTLGSNAVRDAETLNS--------RAPGVSSSQINDLTFQAKQGEVVLVLGKQSSELFKSIFHGNDN

------------------MKNRSLRANGASIGGKNNISDIEEY-----------------NSNATIIRDLTFKVGAGEIVLVVGDKSSQFLRNLADGNSA

------MALDSLSEQFNPIRDLCLTAKDSTICGGKRDAEYQ---------------------GATAIHNITFRAEGGQVILLVGEKASQVLRRLEVGNSE

MAKPVPVLLDQLADYFTPIKESSLSFLNATVTSKRVDQDLEKF------------------QNGGCIKDLTAHIKGGELVLTMNYKDSSILEPL--SRSS

         ms s yf p6   s6 f ga 6                                   6 16Tf a  G266L 6g   S  f  6fh    
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LSYSPPGSIKFKNNEFKSFSEKCPHQIIYNNEQDVHFPFLTVEQTIDFALSCKFDIPKGERDQIRNELLREFGLSHVLKTIVGNDFF----RGVSG---G

LKYSPEGSIRFKDNEYKQFASKCPHQIIYNNEQDIHFPYLTVEQTIDFALSCKFHIPKQERIEMRDELLKEFGLSHVKKTYVGNDYV----RGVSG---G

LKYSPEGSIRFKDNEYKQFAAKCPHQIIYNNEQDIHFPYLTVEQTIDFALSCKFRIPKQERIEMRNVLLKEFGLSHVRKTYVGNDYV----RGVSG---G

LSYSPPGSIKFKNNEFKAFSNKCPHQIIYNNEQDVHFPFLTVEQTIDFALSCKFDIPIGERDQIRNELLREFGLSHVLKTIVGNDFF----RGVSG---G

LKYSPEGSIRFKDNEYRQFAAKCPHQIIYNNEQDIHFPYLTVEQTIDFALSCKFHIPKQERIEMRDQLLKEFGLSHVKKTYVGNDYV----RGVSG---G

LSYSPQGSIKFKNNEFKRFSDKCPHQIIYNNEQDVHFPFLTVEQTVDFALSCKFDVPKGERDQIRNELLKEFGLSHVLKTIVGNDFF----RGVSG---G

LSYSPQGSIKFKNNEFKNFSDKCPHQIIYNNEQDVHFPFLTVEQTIDFALSCKFDIPKGERDEIRNELLKEFGLSHVLKTIVGNDFF----RGVSG---G

LRYSPEGSIRFKNNEYKQYAAKCPHQIIYNNEQDIHFPYLTVEQTIDFALSCKFRVPKHERIEMRDELLKEFGLSHVKKTYVGNDYV----RGVSG---G

LSYSPQGSIRFKDNEFKAYSSKSPHQIIYNNEQDVHFPFLTVNQTVDFALSCKFDIPKEERENMRNELLREFGLSHVGDTIVGNDYF----RGVSG---G

LHYSPTNAVRFKNNEFKAFSQKCPQEIIYNNEEDMHYPFLTVQETIDFALSCKFNIPLNDRIELRNALLSEFGLSHVLNTIVGNDYV----RGVSG---G

LNYEPQGSVRFKTNEIKAYNEKCPHQIIYNNEQDVHFPFLTVKQTIDFALSCKFDIPKEERDTIRNDILKNFGLSHVLDTIVGNDFF----RGVSG---G

LNYTPENAILFKNNEFKSFSSKCPQQIIYNNEKDVHFPYLTVRQTIDFALSCKFDIPKEERDNLRNEILQEFGLSHVLDTFVGNDFV----RGISG---G

LKYKPEGSIRFKDNEFKAFSSKCPQEIIYNNEQDIHFPFLTVRQTIDFALSCKFHIPLEERNQMRDELLNGFGLSHVVDTFVGNDYV----RGVSG---G

LSYTPEGSVRFKDNEYKAFSSKCPHEIIYNNEQDIHFPFLTVEQTVDFALRCKFNIPTEERVAMRNELLKEFGLSHVLKTFVGNDYV----RGVSG---G

MFYNPANSVRFKNNEFKSYSKKCPHQIIYNNEQDTHFPFLTVRQTIDFALSCKFRIPREERDQMRDDILEEFGLSHVLDTIVGNDYV----RGVSG---G

LCYSPEGSVRFKDYEYKQYSKKCPQEIIYNNEQDVHFPYLTVAQTIDFAIECKFKMPLEERINLRNQLLEEFGLSHVLDTFVGNDFV----RGVSG---G

I--SPENKLVFKNYEYLKFAERCTGEIIYSNAEDNHMKQLTVQETIDFAVNCNVDVAKEDKILLRDTLLSAFKLSEVRHTLVADENS----SKLSV---G

VMVRPAESLRVNEYSYQDFAIRYPQQIIYDNGRDLHFEHLTVQQTVDFVVDCKFRCSRQAKLSIRDTLLSDFKLSHTRSALVGSEGCVAAGRGSGGISTT

LFKVSQGSVLFKDYDYEDFAKHCPHQVIYNNEKDVHIPHLTVEQTVDFAISCKFNYKPFVNHSIRDVLLKTFGLERARHTIVGDDHV----RGISG---G

6 y p  s6 fk ne   5   cp 26IY Ne D H p LTV 2T6DFa6sCkf  p  e   6R1 6L  FgLshv  t Vg d      rg sg   g
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 :  175
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 :  181

 :  168

 :  181

 :  181

 :  179

 :  174

 :  176

 :  156

 :  173

 :  173

       

             

             

YOR011W    : 

YIL013C    : 

Smik_9.181 : 
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Skud_9.159 : 
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ERKRISIIETFIANGSVYLWDNSTKGLDSATALDFLEILRKMAKATRSVNLVRISQASDKIVDKFDKILMLSDSYQLFYGTVDECLTYFRDTLGIEKDPN

ERKRISIIETFIANGSVYLWDNSTKGLDSATALEFLSITQKMAKATRSVNFVKISQASDKIVSKFDKILMLGDSFQVFYGTMEECLTHFHDTLQIKKNPN

ERKRISIIETFIANGSVYLWDNSTKGLDSATALEFLSITQKMAKATRSVNFVKISQASDKIVSKFDKILMLSDSFQVFYGTIDECLSHFHDTLQIKKNPN

ERKRISIIETFIANGSVYLWDNSTKGLDSATALDFLGILRKMAKATRSVNLVRISQASDKIVDKFDKILLLSDSYQLFYGTVDECLTYFHDTLGIEKDPN

ERKRISIIETFIANGSVYLWDNSTKGLDSATALEFLSITQKMAKATRSVNFVKISQASDKIVSKFDKILMLSDSFQVFYGTMEECLTHFHDVLQIKKNPN

ERKRISIIETFIANGSVYLWDNSTKGLDSATALDFLEILRKMAKATRSVNLVRISQASDKIVDKFDKILMLSDSYQLFYGTVDECLDYFHDTLGIEKDPN

ERKRISIIETFIANGSVYLWDNSTKGLDSATALDFLEILRKMAKATRSVNLVRISQASDKIVDKFDKILMLSDSYQLFYGTVDECLAYFHDTLGIEKDPN

ERKRISIIETFIANGSVYLWDNSTKGLDSATALEFLSITQKMARATRSVNFVKISQASDKIVSKFDKILMLSDSYQVFYGTMDECLSYFHDTLQIKKNPN

ERKRISIIETFIANGSVYLWDNSTKGLDSSTALDFLTILQKMARTTRSVNLVRISQASDKIVEKFDKILMLSDSYQVFYGTVDECLHHFRDNLGIKKDPN

ERKRISIIETFIANGSVYLWDNSTKGLDSSTALDFVNILDSLGKATSSVNFVKISQASDKIIEKFDKILLLSDSYQVFYGTLDECLHYFREELGILKQTN

ERKRISIIETFIANGSVYLWDNSTKGLDSSTALDFLSILQTMAKTTKSVNFVKISQASDKIVEKFDKILLLSDSYQIFYGTIDECMTHFRETLGIEKNPN

ERKRISIIETFIANGSVYLWDNSTKGLDSATALDFLSILQRMARATRSVNFVKISQASDKLVDKFDKILMFSDSYQVFYGTIDECLKFFHDDLGIEKNRN

ERKRISIIETFIANGSVYLWDNSTKGLDSSTALEFLSILQTMARTTRSVNFVKISQASDKIVEKFDKILMLTESYQVFYGTVDECLVYFRDTLGIQKDPN

ERKRISIIETFIANGSVYLWDNSTKGLDSSTALEFLAILNRMARATRSINFVKISQASDKIVEKFDKILMLTDSYQVFYGTVDECLTFFHDTLGIKKNPN

ERKRISIIETFLSNGSVYLWDNSTKGLDSSTALDFMNILQTLGRATQAISLVKISQASDQIIDKFDKILMLSKNRQIFFGTLDECLDYFINDLGIEKNPN

ERKRISIIETFISNGSVYLWDNSTKGLDSATALDFLSILRTMADATRSVNLVKISQASDKIVEKFDKILMFTESYQVFYGTVDECLKFFHDDLGIKKDPN

ERRRLSIIEAFLGNASLYLWDNCTNGLDSMTAMDIIQGLKLMARVTKTVNLFGCTQANGILLGQVDKVLVLIGDYQVFYGSYQDCILFF-ESLYFPKDPN

DRRKLSMIEAFLSRGSLYFWNDSTRGLDSSGALDFVQCLKRMARVTQTINLVNSTQAGEQFFREFDKILVIVGEYQVFYGSLDDCLEFF-QSLKFYRDPN

ERKRLSIIESFIANGSLYLWDNSTKGLDSSTALEFIQCLRSMAKLTRTINIVKISQASDKLVEQFDKILIILENYQVFYGTVSDCIQFF-KDLGFRKDPH

eR446S6IE F6angS6YlW11sT GLDS tA6 f6 il  6a  T  6n v i3QAsdk   kfDK6L6   s Q6F5G3 deC6  F   L i 4 pn

       

       

 :  275

 :  275

 :  275

 :  275

 :  269

 :  275

 :  275

 :  275

 :  284

 :  281

 :  268

 :  281

 :  281

 :  279

 :  274

 :  276

 :  255

 :  272

 :  272
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YOR032C (HMS1) 

  

             

             

YOR032C    : 

Smik_15.21 : 

Skud_15.19 : 

Suva_8.84  : 

CAGL0H0810 : 

KAFR0C0594 : 

KNAG0B0316 : 

NCAS0G0078 : 

NDAI0F0086 : 

TBLA0J0082 : 

TPHA0C0039 : 

Kpol_526.2 : 

ZYRO0G1597 : 

TDEL0A0490 : 

KLLA0E1676 : 

AER385C    : 

Ecym_1333  : 

SAKL0G0728 : 

KLTH0E0237 : 

Kwal_55.19 : 
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MPNFQKPFSGSSDGNSVMNDLGNKVAIKVFDCRSAQDGSEEQNVNVTTNQMYLMFQSNNYNVPPPNYNTEDL--GSQGPPTHAYYAPFQHPIHLQPPVPP

MPNFQKPFSGSSDTSSVMNDLGNKVAIKVFDCRSAQDGSEEQNVNVTTNQMYLMFQSNNYNALPPNYNANDL--GSQGSSAQAYYAPFQGPVRLQPPMPP

MPNFQNSFSGRSETDSVMNDLSNKVAIKVFDCRSAQDGNEEQGVNVTTNQTYLMFQSNNFNVPQPAYNSNSL--GSQGPSTQAYYAPFQAPVHLQPPMPP

MPNFQNSFSGSLDADTVMDDLSDKVAVKVFDCRTAQETNEEQAVNVSTNQMYMMFQSNNYSVPPQNYNANSL--GSQVPITQAYYAPFQAPVHLQHPMPP

-------MKFHKQIKSILSTQENFDNIQLFSSQEAVNQMNMVIPLFPDQSDELRSGNGDSEQNWRNQGDVHIDHSVPCSLNEDWIDCKSDGESQQSVSSF

--------MSTANVKATTVINQPINNIYDERKMTFIESIHSQSSIFNKNPNIPQFADDTLFQMLHNGSID----QKMSGTSYGALDPYEGSTTAG-----

--------------------------------------------------------------------------MSNYSTVYTNMSAPEIDCEF------

------------------------------------------MLNKLNAKRQVSLGNPIQMKETESGTERIFQFIPSYKEQEQQMNENVVAT--------

-----------------MKEEFPYDNVNMFGTNPFDVSPLSTLEHSNNEHLLGLLQDGFQHEDISPNYNNELQQFDSTIATDSTANKNQQQNK-------

-MSLNHSQPKSPDTPDVPDVPDTFGSLDLLDAFCQDNRPLFRPSYQLDSPLSPLSGNQGQLQGQPQGQPQPY--PNPYPNPYATMQPYSAAQPYPNPHPS

--MVYFVGNQPLEIGTLFQNSLGKNYRNPDNSVKKENIPFNLDVNYIPIDYDYDAKLVKFNNNSYTNDQDEFS-DVPQPTEDTNVSVAQQPDSMVETELP

--------MALTSECLIRDNNLLFTNKNKYIDVSSSYPSMDLMQNNTINNNNQNSNMTGMVNYSKNQKHSLNQYPVNANDNNGNFESKQLQESAVIAQEN

-----MNEADVFLQALQGGDSNSGDPFMLFGSGSNSVSEVDKLPGNFENSQGPSPKDRGPSNQFEPMSLTPESYHSFYEDPSSANMSFQFQQQPQQLQQP

-----------------MNGSDFFGKDQLYGGEVDDGGYYASSCLTSHHSSPAGAQNAASITPES---------FHSYQNGSQQQQDPQEAKLRGSPFDF

---------MPFTHSVNLGAPSSFSEVDMFLQSLTSEESSDADSYDFFSPESQQMRQSFQSTGTNGNGNININ-GNGYVNGRSQMDSVPQGAFNPQYLNA

-----------------MQMSTSLLEAEMFLASLNSEESDNDSYN-----------------------------LFNTLTGRGVQVPLGLE---------

-------------MCAAMRANGSLFEVEMFLASLQSEDSDNDSYD-----------------------------LFNTPQNQAAYASFGGRPSI------

-----------------MAYNNNFSEADLFLASLQSEDSSDGERSNSYSFFNGTTTTTPNNNAMVMNRNNHFT-PSQISSAPMNLTPESFNSYYEPQQPQ

--------------MTSMGFNSGFSEAEMFLATLQSEDSSDGDKSDYNGY------------------------GLLQESPDQSMGNYGAWN--------

----------------------------------------------------------------------------------------------------
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VYKNNT-----------------YSATDQYSDSSFPNTSGHTPVIDSNYYNDALASIPTTTTGSTTMTTDNGNTIDSEEYID---NMEVFSSEE------

IYKDNA-----------------YSGADQYNDSSFANNSSHASVIENNYYTDALTSIPTTTTGSTTMTTDNGNTIDSEDYID---NMEVFSNDD------

VYRNSA-----------------YSTTDQYSDSSFPNTSSHGSVIDNNYYTDALNSIPTTTTGSTTMTADNGDTIDGEDYIH---NMEAFNNND------

TYKNNS-----------------YPIGGQYD-SSFPSTSSHGSVMDTNYYTDALASIPTTTTASTTMTTENGNAIDSEEYID---SMEAFSNDD------

G----------------------NTCTTGSEPKHFESATSSMQ-----------------------------TSSQFMNEKHSFIDEQPFPSFT------

-----------------------TRSNSSRQSTTFP-------------------------------------------------YQSSYTSSE----SL

-------------------------DNLYVGPHGMENILGHE-------------------------------------------AISDFDLIQ------

-----------------------NNDDINFNLNSFKTPN----------------------------------------------SMDPFDESS------

-----------------------NELKLTDSLEGSTTPLGQLTQVSNNYQLNMSVPRRSESNIERMMNSKKHCFVPFVVNTEGGRSKIRRTKEE----DI

GMQLAAAEMRGCA----------ARASPPATVGAGQLAPTRAALEQYSLSGSVRGSSPAHHGGTALAQSRRGTALSFTEALHGVGSRQSSASSNFQGGPA

KSFNINNVSRMSEPSSN------LLMDSSVNNNLFQDVISNASYNINSKETYKNRTGEIDRYYNDSMKGEDDEESIKVDINDFLSNDGKIESFN----EM

-----------------------VAISNDLTFSDITDLSQKSSFPD---------------------------------------FNEPIQFQN----DM

QQQN-------------------FSRNSIFDVNGFEKPQQQSQ------------------------------------------GDDAFALGR----PN

SD---------------------YDESINFDIQPPRQLEQNSQ------------------------------------------VKVPVPQVE-----N

GMKARDSDDVSPSSVGVSGMASVSIGQVPQDVRSMRSSNGISSLGTSPHGYNEQTFIPQSLPLDQVNSASFGSTSSSDHYN----NNSPFDLSDTELKPS

-----------------------AGMPSDLTPESFKSNTGFDS-----------------------------------------GLTEGLASTE------

-----------------------GGAAVDFTPESSQSHVGFVS---------------------------------------------------------

P----------------------QQVDFSVNALPLEQINSFDSVSS---------------------------------------STNTFTNTE-----N

-----------------------NKQEPNLTPESFHSGVAD--------------------------------------------LAEPRAPTR------

----------------------------------------------------------------------------------------------------
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----NENIDNVKQTDLKSEKDSSLLSAASIVKKEQLSGFE---------------NFLP---------------------------LSKTESPLVTADEI

----NENIDNVRQTALKSEQNPNLLSAASIVKKEQLSGFE---------------NLLP---------------LSRTESGLVTADEIKSSLNLENIDDS

----NENIDNLKRTALKSERDPNLLSAASIVKKEQLFD-----------------DLLP---------------LSKNESALVTADEMKTSLSLENLDDD

----NDNIDSVEEAALKSEQNSNLLPAASIVKKEQFSGFE---------------SLLP---------------LSRTDSSLVTAEELKASLNLESNDEN

---EPADIESRMEKAFDSLISENVLTITDEKRGKNTSTQC----------------------------------------VSTKESVIDKNQHIPFCVSR

VLQPKSLVDNSDPDSFVTPIFPNELFDGNGRQDGKSNNFV---------------NFEP--------------------------SDSKTDPNNQIASDL

------NFETEYGNGMNMSVTANTNLDSTGN--GLHKMDP---------------AFIT---------------------------NNSSNLNMSTPGYD

--NPVFDFVHNNLNMGLSFVAQGTKVNDDDEQSDGVVLKT----------------------------------------------EEEPGLGVAFDDMD

CDSTYSEFETNFKRNFSESDVEGLKSKNVKKIPTPKKNKA---------------INHG-------------------KLMQMQMVERNGSVKLEVTDSC

VSPPVFETPVTLSRALGSPTTTAISAGARDRDHDHDRDRDRDHDRDHGYSLGLGQDFLD--ELAGVTGLAELPARDTDLGEMDLSGEIPSSLPLDFGSND

MLPDRNKLHLQLLNTFDSYVPVDENIHSDSILDAPNLIKS---------------AELT--------NLRRLSRSAKPVISNKSSTILYGQANNPRNTVG

NFLSKSSSISPYEDQYDGEMPEGMVKKEFPGKPEYMMMFE---------------NYFP-------------LVNNNNSNINYVNGLKNNNPNLDIQANM

NGYVKSEFSPKLSSGTDDNKSNNGGVGSIDGDGDVDGESD---------------DLVK--------------------------DEFGFNLDETPSTEE

PNVVKSEFSPVFPASESSSTSQSSSWMNRPQANDFFNDGY---------------DYLV-------------------------KDELDVNLDNDVGSHD

ITNDTDLVPHVMIKSESDSWGEYNGRNGGVNAPNRNEAKS---------------GYLVVDNKLGPINLTSAAISGAAAAAAAAAATTTNRPGSTFTGNV

---FTSPLDPGDGDLKGSCRDRLLVNGGNINVSANGGNEA---------------GFLG---------------------LEEHEGLSSVSPSVVNRKVV

--------EPVKGVGYTGFTSPAELSDGELRWVSKDNTIL---------------RVVK--------------MESSSSGETGDSANLPTESSEPPSSVQ

NSPFEFSDSEVRPTEVQSQQPKDDVFFPVKSEKSPHSKLE---------------GLLS------------------------SEVSLANGTPIDVKSSS

---PAQDVQAGPGGVSATPLQQISSFGSSSSYANGFDVSA---------------------------------------GVNAGAPDSAVRIKEDASPEL

----------------------------------------------------------------------------------------------------

                                                                                                    

      

      

 : 226

 : 238

 : 236

 : 237

 : 193

 : 166

 :  96

 : 127

 : 215

 : 285

 : 264

 : 198

 : 189

 : 166

 : 271

 : 136

 : 135

 : 177

 : 139

 :   -
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YOR208W (PTP2) 

 

N/A   
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YOR328W (PDR10) 

  

             

             

YOR328W    : 

Smik_15.50 : 

Skud_15.49 : 

Suva_8.379 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MLQAPSSSNSGLNQGNAAPDG-PPNETQPYEGLDAAAQEEIKELARTLTSQSSLLSQEKR--ITGTGDPNTLTAASSSSLS-RSIFASDIKGVNPILLDV

MLQAFSNSNSSLNGISASPSGFPPSESQPYEGLDAVAQEDIRELARTLTSQSSLLSREKH--LAGTSGPNTSTAAASSSSSNQSIFTSDVKGVNPVFLDV

MSSELSNSNASLNEENADSSGYALRESHPYGGLDEAAQREIKELARTLTSQSSILSKGKN--LALRGDPNTIAASSSSSN--KSLFATDIKGVNPILLDV

MLSSFSHSNQSMNEHDACSSDHPTSETHPYEGLDEAAQQEIRKLARTLTSQSSLQSQEKNTGTARARDPNTATTASSSSSK-ESIFATDIKGVNPVLLNV

Ml   S SN s6N   A  sg p  E3 PYeGLD aAQ eI4eLARTLTSQSS6lS eK    a   dPNT taasSSS    S6Fa3D6KGVNP6lL1V

       

       

 :   96

 :   98

 :   96

 :   99

       

             

             

YOR328W    : 

Smik_15.50 : 

Skud_15.49 : 

Suva_8.379 : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

NDPDYDETLDPRSENFSSVRWVRNMAQICENDSDFYKPFSLGCAWKDLSASGDSADITYQGTFGNMPIKYLKMSWRCISRRLFHRTHGKSEDNDSGFQIL

NDPNYDETLDPRSDNFSSVRWVRNMAQVCENDLDFYKPFSLGCAWKNLSASGDSADISYQGTFGNMPVKYLKMGWRCISRHLFCRQHDKGEENGSTFQIL

NDPDYDESLDPQSDNFSSVRWVRNMAQVCENDLDFYKPFSLGCAWKNLSATGDSADISYQGTFGNMPIKLLKMGWRCISRHIFHRQNSKNKENGSTFQIL

NDPGYDESLDPRSDNFSSVRWVQNMAQVCENDPDFYKPFSLGCVWKDLSASGDSADISYQGTFSNMPMKVCKLVWRCMSRRVFCREKNKNKEDSSTFQIL

NDP YDE3LDPrSdNFSSVRWVrNMAQ6CEND DFYKPFSLGCaWK1LSA3GDSADI3YQGTFgNMP6K lK6 WRC6SR 6F R   K  e1 StFQIL

       

       

 :  196

 :  198

 :  196

 :  199

       

             

             

YOR328W    : 

Smik_15.50 : 

Skud_15.49 : 

Suva_8.379 : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

KPMDGCINPGELLVVLGRPGAGCTTLLKSISVNTHGFKISPDTIITYNGFSNKEIKNHYRGEVVYNAESDIHIPHLTVFQTLYTVARLKTPRNRIKGVDR

KPMDGCIDPGELLVVLGRPGAGCTTLLKSISVNTHGFKVSPDTTITYNGFSNKEIQNHYRGEVVYNAETDIHIPHLTVFQTLYTVARLKTPRNRIKGVDR

KPMDGCVDPGELLVVLGRPGAGCTTLLKSISVNTHGFKLSPDTRITYNGFSNKEIKNHYRGEVVYNAESDIHIPHLTVYQTLYTVARLKTPRNRIKGVDR

KPMDGCIDPGELLVVLGRPGAGCTTLLKSISVNTHGFKLSPDTKISYNGFSNKEIKNHYRGEVVYNAESDIHIPHLTVFQTLYTVARLKTPRNRIKGVER

KPMDGC61PGELLVVLGRPGAGCTTLLKSISVNTHGFK6SPDT I3YNGFSNKEIkNHYRGEVVYNAE3DIHIPHLTV5QTLYTVARLKTPRNRIKGVdR

       

       

 :  296

 :  298

 :  296

 :  299
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YPL089C (RLM1) 

  

             

             

YPL089C    : 

YBR182C    : 

Smik_2.322 : 

Smik_16.14 : 

Skud_2.308 : 

Skud_16.19 : 

Suva_4.433 : 

Suva_16.22 : 

CAGL0H0562 : 

CAGL0M0632 : 

KAFR0E0080 : 

KAFR0I0073 : 

KNAG0A0183 : 

KNAG0A0356 : 

NCAS0B0203 : 

NCAS0C0198 : 

NDAI0C0565 : 

NDAI0E0270 : 

TBLA0B0450 : 

TBLA0H0377 : 

TPHA0A0134 : 

Kpol_1048. : 

Kpol_397.4 : 

ZYRO0A1346 : 

TDEL0A0509 : 

KLLA0E2402 : 

AGR198C    : 

Ecym_7060  : 

SAKL0H0941 : 

KLTH0E1315 : 

Kwal_YGOB_ : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MGRRKIEIQRISDDRNRAV--TFIKRKAGLFKKAHELSVLCQVDIAVIILGSNNTFYEFSSV-DTNDLIYHY----QNDKN---LLHEVKDPSDY-----

MGRRKIEIEPIKDDRNRTV--TFIKRKAGLFKKAHELSVLCQVDIAVIILGSNNTFYEYSSV-DMSNLLNVH----QNNTD---LPHNIIEPSDY-----

MGRRKIEIEPIKDDRNRTV--TFIKRKAGLFKKAHELSVLCQVDIAVIILGSNNTFYEYSSV-DMSNLITVH----QNNSE---LPHNIIEPSDY-----

MGRRKIEIQRISDDRNRAV--TFIKRKAGLFKKAHELSVLCQVDIAVIILGSNNTFYEFSSV-DTNDLIDHY----QNDKN---LLHETKDPSDY-----

MGRRKIEIEPIKDDRNRTV--TFIKRKAGLFKKAHELSVLCQVDIAVIILGSNNTFYEYSSV-DMSNLITVH----QNNAD---LPHNVIEPSDY-----

MGRRKIEIQRISDDRNRAV--TFIKRKAGLFKKAHELSVLCQVDIAVIILGSNNTFYEFSSV-DTNDLIDHY----QNDKN---LLHEVKDPSDY-----

MGRRKIEIEPIKDDRNRTV--TFIKRKAGLFKKAHELSVLCQVDIAVIILGTNNTFYEYSSV-DMGNLISVH----QNNAD---LPHNVIEPSDY-----

MGRRKIEIQRISDDRNRAV--TFIKRKAGLFKKAHELSVLCQVDIAVIILGSNNTFYEFSSV-DTDDLIDHY----QNDKN---LLHEVKEPSDY-----

MGRRKIEIEPIRDDRNRLV--TFIKRKQGLFKKAHELAVLCEVDVAVIILGSNDTFYEFSSV-DTNQLLDAY----QNKPE---LHHDCCDPSAF-----

MGRRKIEIEPITDSKTRGI--TFLKRKAGIFKKAHELSVLCNVDVAVVVLGANGTFYEFSSV-EMDELLRYY-----TDQNGMGLLHIKTEPSAY-----

MGRRKIEIQPISDERNRTV--TFIKRKAGLFKKAHELSVLCQVDVAVLILGPNNTFYEFSSV-DANQLIDEF----QNNAD---LIHESMDPSHF-----

MGRRKIEIEPITEDRNRTV--TFIKRKAGLFKKAHELSVLCQVDVALIILGSNNTFYEYSSV-DMGDLLEHY----KLNST---LRHSVKEPSDF-----

MGRRKIEIQPITDERNRAV--TFIKRKAGLFKKAHELAVLCSVDVTVLILGTNNTFYEFSSV-EPDQLINLY----QNDHT---LPHDTKDPADY-----

MGRRKIQIKTIAEKRSRTV--TFFKRKSGLLKKSKELSILCGARVGLIIISETGRLYEFCST-DMKDLIDTY----LYDPT---IKHVTKN---------

MGRRKIEIKPIAEEKNRSV--TFAKRKAGLFKKAHELAVLCKVEVALIVLGSNNAYYEYSSM-DLDEFLKCY----LRNKE---SEHYVQHPTEYELKRK

MGRRKIEIQPITDERNRTV--TFIKRKAGLFKKAHELAVLCQVDVAVIILGSNNTFYEFSSV-DADELLKYY----KDDKT---LTHDRKDPSSY-----

MGRRKIEIKPIEEEKNRSV--TFAKRKAGLFKKAHELAVLCQVDVALIVLGANNAYHQYSST-PLDEFLDGY----YR----------------------

MGRRKIEIQPIHDERNRTV--TFIKRKAGLFKKAHELAVLCQVDVAVIILGSNNTFYEFSSV-DTNDLIKYY----QHDKD---LNHDVKDPSSY-----

MGRRRIEIRPIADERAKSI--TFFKRKAGLFKKAHDLAVLCNVDVAVVIVGPNKTFYEFSTV-DLDDLHKHL----REDKS---FAHTIKNPADF-----

MGRRKIEIQPIDQERNRSV--TFIKRKAGLLKKAHELSVLCKVDVAVIILGTNNTFYEFSST-DINDLLNCYSNSLQSSNQNSKLSHIKKTPMDY-----

MGRRKIDIQPIVQDRNRSV--TFIKRKAGLLKKAYELSVLCQVDVSLIILGTNKTLYEFKSMNDIDDFLTFY----KENKSNETLNHSVKTPLDYD----

MGRRKIAIKPITEERNRSV--TFIKRKGGLFKKAHELAVLCQVDIAVIILGANSTFYEFSSC-DIKELLEHY----KNDKQ---FAHISKDPSHF-----

MGRRKIDIEPISEDRNRSV--TFIKRKAGLLKKAYELSVLCQVDVSLIILGTNKTIYEFKSMENIVDFLKFY----EDNENI--LNHNIKTPTDY-----

MGRRKIEIQPIHEERNRTV--TFIKRKAGLFKKAHELAVLCQVDVAVIILGSNNTFYEFSSV-DVEEMLRYY----HR-TD---LVHDVKEPKDF-----

MGRRKIEIQPICEERNRTV--TFIKRKAGLFKKAHELAVLCQVDVAVVILGSNNTFYEFSSV-DMQEMIKYY----QRDD----LVHDVKGPSDF-----

MGRRKINIEPITHERNRTV--TFIKRKAGLFKKAHELAVLCQVDVAVIILGHNNTFYEFSSV-DTNDLIRHY----QSDQ----LVHDIKEPSDY-----

MGRRKIAIEPITQDRNRTV--TFIKRKAGLFKKAHELAVLCQVDVSVIILGNNNTFYEFSSV-DTEDLLRHY----RRED----LPHDVKTPADY-----

MGRRKIAIEPITQDRNRTV--TFIKRKAGLFKKAHELAVLCQVDVSVIILGNNNTFYEFSSV-DTDDLLKHY----KRAD----LPHDVKTPADY-----

MGRRKIAIEPITDERNRTVNRTFIKRKAGLFKKAHELAVLCQVDVAVIILGANNTFYEFSSV-DADDLISHY----QNDD----LPHDAKDPSDY-----

MGRRKIAIEPILDERNRTV--TFIKRKAGLFKKAHELAVLCQADVAVIILGANNTFYEFSSV-DANDLIRHY----QNDE----LPHDVKGPANY-----

MGRRKIAIEPILDERNRTV--TFIKRKAGLFKKAHELAVLCQADVAVIILGANNTFYEFSSV-DTEDLIRHY----QSDA----LPHDVKGPANY-----

MGRR4I I pI   4n4 6  TF KRKaG6fKKaheL 6LC vd6a6666g n t y25s3                         h    p        

      

      

 :  85

 :  85

 :  85

 :  85

 :  85

 :  85

 :  85

 :  85

 :  85

 :  87

 :  85

 :  85

 :  85

 :  81

 :  90

 :  85

 :  71

 :  85

 :  85

 :  92

 :  90

 :  85

 :  87

 :  84

 :  84

 :  84

 :  84

 :  84

 :  86

 :  84

 :  84

      

             

             

YPL089C    : 

YBR182C    : 

Smik_2.322 : 

Smik_16.14 : 

Skud_2.308 : 

Skud_16.19 : 

Suva_4.433 : 

Suva_16.22 : 

CAGL0H0562 : 

CAGL0M0632 : 

KAFR0E0080 : 

KAFR0I0073 : 

KNAG0A0183 : 

KNAG0A0356 : 

NCAS0B0203 : 

NCAS0C0198 : 

NDAI0C0565 : 

NDAI0E0270 : 

TBLA0B0450 : 

TBLA0H0377 : 

TPHA0A0134 : 

Kpol_1048. : 

Kpol_397.4 : 

ZYRO0A1346 : 

TDEL0A0509 : 

KLLA0E2402 : 

AGR198C    : 

Ecym_7060  : 

SAKL0H0941 : 

KLTH0E1315 : 

Kwal_YGOB_ : 

             

                                                                                                    

         *       120         *       140         *       160         *       180         *       200

---GD-FHK--------SASVNINQDLLRSSMSNKPSKS-----------------------------------------------NVKGMNQSENDDDE

---GD-YVK--------KPRVVLNERKRRRRRATVLQPASHSGSCTVS--------------------------------------SQDSSSVQNNGNLS

---GD-YVK--------KPRIVLNERKRRRKRGTVLKPDSHSE-------------------------------------------GCASSNVQSNGYLG

---GD-FHK--------SASVNINQELLRTSTTNKAST------------------------------------------------SNPTVMNHIENNDE

---GD-YVK--------KPRVVLSERKRRRRRATVLQPDSNSGSSTIS--------------------------------------SQDSSGVQEKRNLS

---GD-FHK--------SASVNVNVELLRSSMANKFSKSN----------------------------------------------PTAMQQVESDGDDN

---GD-YVK--------KTHVVLNEKKRRRRRTAALELDSNCGSSIIS--------------------------------------SQGSSGNQSSGNLN

---GD-FQK--------NASVNINQELLRSSIANKPS-------------------------------------------------KQNITPMKQVYNDD

---GD-FKK--------NKTTILHHSRSTARPTNTTTKDISMSQ------------------------------------------IEDTTGDEDEDESN

---GDGYKK--------TPTVKYQGTRHLKRGRRLAKTKSVDLNQI----------------------------------------RRASVGAPDNSTVN

---GD-FQK--------KSLVHFQKPAT----------------------------------------------------------MDNDMAQDEILFMK

---GD-FQK--------KPRVILNPKSRRKRQNH----------------------------------------------------HYQPVLNTSLSSNP

---GPMYRK--------KQTINLRRDGARNSLNYLQQEHKFKRTLPSTITRSHARRPS----------------------------KNSTSYRTDEDDDD

-----------------------------------------------------------------------------------------TINDAELDDIR

RSWGD-FTE--------DNKPILTNDPNRDGMISNHSP------------------------------------------------YNTNAARPLVVNSQ

---GD-YTM--------KPFISLNPKYLNKNKKGKNKEM-----------------------------------------------PVKKAPSSEEEEED

------YQ---------KSITEMKNSTSRESPSNIA--------------------------------------------------YHAYTNNLNMPINS

---GA-YTK--------KKKVTLNPKYHGRSKKARVGKHDQKKDEEIELGAD----------------------------------FEGNDGEDEDEEGQ

---SS-NLK--------RNRCVLDRAVPPQRATR----------------------------------------------------DRRNFAFKQDDAID

---GD-YQP----KSYVLNKLPQHYLNPRKRSVDQNSSSSIENSRLFK--------------------------------------RQIATPSTNTTSLP

---GE-YRKNNVYEAIRKNESSISNKKSRKPYTRKSKVKVESVNESDNTG------------------------------------HSNNTKSETKSENS

---GN-YP---------NTSESRHNSFVTSESINDNGDDDFNKDEI----------------------------------------DDDDADNENDSELN

---GGKYKKTHVYDAIRNNKSTIFNKKPRKPYTRKVKVEATSKDGQDQKVDNHDKTNSKNTNRISHTDIIRNEDEDDDNNDEDGENINDDNNNDNNNDDD

---GH-YAK--------KQKINLSDRKKKRI-------------------------------------------------------RDDDVGGPHDPDKR

---GD-YAK--------KQQIKLNEHTGRKPVRN----------------------------------------------------VRHRTEEEEEEEEE

---GD-YVK--------KERVVLRPNRKRNAANRNAANAAVGPNVGAADTSSSVNSPDSRRVKRQLRSKGSVSTRSMSNGTQHGDDNEDDLDDDDMDDDD

---GK-YTK--------KAKVVLNERRRRKQAKFAGE-------------------------------------------------ERAKSEGEEEEEEE

---GD-YLK--------KPKVVLNEKRRRKPIKFAGELPYDGSTA-----------------------------------------RIEKVDEEDLDDED

---GD-YQK--------KDKVIIQDRKKRKALSIGITRPRPQQ-------------------------------------------AQEITKRKDSTNED

---GN-YTK--------KDRVVIHGKNRKRGGAAHAAAARASRSASHSIEGSRPGTGAHGVAPDSSSGGGTAAATALGSKRGAGSDSHDGHDDHDHDNDH

---GN-YQR--------KERVVLHDRTARKRAAT----------------------------------------------------ARNTAPKPEDTDED

   g                                                                                                

      

      

 : 126

 : 135

 : 130

 : 125

 : 135

 : 127

 : 135

 : 124

 : 131

 : 136

 : 115

 : 121

 : 146

 :  92

 : 133

 : 126

 : 106

 : 139

 : 121

 : 146

 : 150

 : 132

 : 184

 : 117

 : 120

 : 172

 : 123

 : 131

 : 131

 : 172

 : 120

      

             

             

YPL089C    : 

YBR182C    : 

Smik_2.322 : 

Smik_16.14 : 

Skud_2.308 : 

Skud_16.19 : 

Suva_4.433 : 

Suva_16.22 : 

CAGL0H0562 : 

CAGL0M0632 : 

KAFR0E0080 : 

KAFR0I0073 : 

KNAG0A0183 : 

KNAG0A0356 : 

NCAS0B0203 : 

NCAS0C0198 : 

NDAI0C0565 : 

NDAI0E0270 : 

TBLA0B0450 : 

TBLA0H0377 : 

TPHA0A0134 : 

Kpol_1048. : 

Kpol_397.4 : 

ZYRO0A1346 : 

TDEL0A0509 : 

KLLA0E2402 : 

AGR198C    : 

Ecym_7060  : 

SAKL0H0941 : 

KLTH0E1315 : 

Kwal_YGOB_ : 

             

                                                                                                    

         *       220         *       240         *       260         *       280         *       300

NNDEDDDDHGN-FERNSNMHSNKKASDKNIPSAHMKLLSPTALISKMDGSEQNKRHPENALPPL-QHLKRLKPDPLQISR-------TP-----------

APLASNDAGNA-GVSTPLVHCHGAISRSGSNHS--------------------------------DCARNSADYQMLQGG--------------------

ASLMSNENEGA-RIRTPLVHYQGNTSQIGSNNF--------------------------------EFTKKNADHPILQDG--------------------

NSDKEPDNQVN-FERDTNMSINKKTFNREISTTQLKLLSPTALISKIDGNNHSKNHHENALPPL-QRLKRLKPDPLQMKNRILQQHQQQ-----------

VPMVSNDIGNT-VAGNSLIHMQGSISGSVSSNS--------------------------------GYTSNNVNYPMLQDY--------------------

REEEEEEEENG-QERDSNLNSNAKTSDKSISSTQLKLLSPTTLNSKMDGNDHSKRHADNALPPL-QRLKRLKPDPSQINN-RSPRQQQQ-----------

APPVSNEIEHA-GTGTSLVTTQGKVSRNGSNVS--------------------------------DHRKNGISYAMPRDQ--------------------

DEEDEEEEEGH-TNLQMEQHANTRSSGGQVSNTQLKLLSPTALISKMDGNDHSKRHPENALPPL-QRLKRLKPDPLQINN--RSPQQQQ-----------

TKDEDTNNYTY-HNKEPDNRYNSSISDISKTRDNSQFISNNNRGFPKRPFVQTMDSFDNNSSDN-SSSDTNNTKRMRFDN--------Q-----------

ASSETNKKRQI-KDEEGNGVDDDLNNAAVKLRKLTHA----------------------------RHHSTGNSLLPQMDS--------N-----------

RSSRSSMENPN------------------------------------------------------KKTKFDNAATSPIFN--------------------

VTSETHSNYHD-IHINNAVHMSSS-----------------------------------------VHSRHSVKRP-RLDD--------------------

DDDDDDENDDE-VDGTPRATPRHTPANRHKRSRSA------------------------------ITLGKSAQDQMNMNS--------------------

ACMKSDDESNE-SEINSNV----------------------------------------------VRRSDSVTEP-EIGE--------------------

EQLRAEGLRTGTVYRYPPGMNVGSVHGTGE-----------------------------------VIMTQPFPTPQVVDN--------------------

DEEGDESQDDS-VNTIKKMEKVMKFIPSSHKRSRSEQIGST------------------------SSPKRIKSEL-PTLN--------------------

FQPRRYEGQDG-FYGNPVI----------------------------------------------YHPVNIKRER-NVSE--------------------

EFSRDDIEDSN-TTSSNNMIPQSSTSVVSDDDRTANTLRNITIHSTSNKRSRSENNIGP------TFIYERTKKPDLNNNKRLKKESSV-----------

SLKRSLQTEEP------------------------------------------------------SPTKRARTDGMVLGE--------------------

VPNNSNFRNTT-TSSISNTLVPSSTPPATAAAAPTHQLQDHVQRQFHNLYRAMSATNSSTSSNS-PNSATIDVPPSTINP--------------------

SEEYFDEDDDE-EEEEVRVIKSEFEDPANNDTVMYQENENEQVHRYKRSLTVDTDN---------EEKKRAKRDKVKSMS-------HK-----------

DTDILNKNELM-TDSLPLCLTKTTTNDTNTERKRKLETDQESQHFCQKFYRTKFLPDNFDIEPCKEPLHINKVIP-NIDN--------N-----------

DDDDDDDDDDY-DDDYEDSDNNYKHRRMNHKKSLSNISYTT------------------------DSSSYTNQNP-SKRS--------------------

IKMEVQSRAPQ------------------------------------------------------PSPSETTPSP-AFNN--------------------

EEEEEEEERSR-SGSRGRMTRNSLKREQEQEQEG-------------------------------PDSKRAKTDVPPKFN--------------------

IDDDDIDDDDDDDIEDDDIDNEGGDGDINDSVTESRDHSNSSTMSNRGRSTKSQRSNATKKNKTRSRTVDSSVNLSTSNDKSIDNDGSNPRSIGSSGMNM

ERAATPEAKGARADGE-------------------------------------------------PYAKRFKAEAPKFNP--------------------

DDDNDDDEDDT-IEPESNEQNDTVPSIKIQQQIKDQTQEVIPLEAQTGVEQGQGEEQEEGVDE--PFAKRFKVGEPPKFN--------------------

VEGDDEDDTDD-EETVPF-----------------------------------------------SANKKIKRETSAKFN--------------------

DRDDDDDDEDD-DDENSNSNNGADASDAQASGPRAPHQQ--------------------------QFPKRPKTAAAASNP--------------------

DGEAEEEEDDD-AETSSNLAVTTAPAKNGHTTARTDPEPD-------------------------SGPAHFAKRA-KINS-----SNLR-----------

                                                                                                    

      

      

 : 206

 : 182

 : 177

 : 212

 : 182

 : 213

 : 182

 : 209

 : 210

 : 188

 : 141

 : 158

 : 195

 : 124

 : 178

 : 180

 : 138

 : 221

 : 147

 : 224

 : 222

 : 211

 : 238

 : 142

 : 168

 : 272

 : 154

 : 208

 : 163

 : 225

 : 177
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YPL151C (PRP46) 

  

             

             

YPL151C    : 

Smik_6.348 : 

Skud_16.13 : 

Suva_16.15 : 

CAGL0M0227 : 

KAFR0H0245 : 

KNAG0J0168 : 

NCAS0C0168 : 

NDAI0E0240 : 

TBLA0C0184 : 

TPHA0G0161 : 

Kpol_1072. : 

ZYRO0F0728 : 

TDEL0A0618 : 

KLLA0F1123 : 

ACR137W    : 

Ecym_2401  : 

SAKL0H0666 : 

KLTH0D1113 : 

Kwal_26.87 : 

             

                                                                                                    

         *        20         *        40         *        60         *        80         *       100

MDGNDHKVENLGDV---DKFYSRIRWNNQFSYMATLPPHLQSE--MEGQKSLLMRYDTYRKESSSFSGEGKKVTLQHVPTDFSEASQAVISKKDHDT---

MVEDDYKGESLGEI---DEFYSRIRWNNQFSYMATLPSHLQRE--IEDRKSLLARYDTYTSKLTASGSGSEKVPSQDGLKSLPKTSQELITKKDQNA---

MDENGYKFENLGDI---DDFYSRIRWNNQFSYMDSLPPHLRRE--VEGQKHLLERYDAYANKIPFSDKESRDVASQRMHGDMPGTSHALVSKKDQDA---

MDENGYKFENLGDI---DKFYTTIRWNNQYSHMSTLPSHLQRE--VESHKSLLERYGTYANKNSSPDGESKELALQITSKDITETSQALVEKREQDV---

----MSIGDELVDA---DEVYRQARWKNQFEVLSKLPRVLQER--VDAQKPVIEASGNSATPS-----N---------------ASRALVRHQQNPG---

MDSYDGENPLLREI---DDFYSEIRWNNQFKYMGKLPSYLEDQ--INERKPILEQNDPFDIQEK----P---------------LSTALIPLDNTTR---

MNSA-------------DDLYRELRWNNQFQVMGTLPRNLQQV--IDERTRGSG------------------------------AGTTVVAYDGRSG---

-MSTHDENLSLKEL---DDFYANIRWRNQFSSMDVLPKHIQDK--IDAKKTVLQRYKSVQNESSTNQ-M---------------ESTQLIKATPSNT---

-MDNYGNYETPIPIQRINDYYSSLRWRNQFSYMERLPQHLKEK--VDSQDPVLQRY---RLQISEGNDT---------------TSQDLAKVDSSST---

-MNYDNPGI--------EDLYVNTRWHNQFRYMDTLPDHLQEK--INKSLRLKSAIYPALQQEYR---Q---------------ISSALVTTKSNEN---

--MEEDKIESLSSI---DKFYTEVRWNNQFRHMKDIPQHIQKRIGIDCHQRNIDQ-----------------------------ATDDKINSNAANQ---

-MSNHEDISTVDEV---DKFYTDIRWNNQFKHMGTLPKHLQDV--INEKSSILIGDGEGTVSSGLKVHDS--------------VVDQMVKADERNI---

----MDDVDTLESI---NGFYSRVRWNNQFKQLTIVPKHLQTV--FDGRKTVLEKYQDIAGRSNGI--D---------------ESKSLVKSENDHQ---

-MVAEDDFNVFEEA---EQFYTGTRWRNQFTCMAKLPAHLQEI--IDNKKSVLQRYDLYAQSCYGG--G---------------DSKQLIEFNKKAE--E

MNTSSRSSEPSKVA---DDVYVQTRWNNEFKHADYLPESLQKC--LDQEKTVLERYSELVEVSKTVANE---------------SSQALVKHTTKPG---

---MNEHS---------DDVYVRARLRNQFGYMTWVPEYVEDR--ISSKKGILQRYEDYQQKQAKAQEV---------------KTDSLVKYDGAKD---

---MTDNF---------DELYMNLRWRNQFGNMSVLPRHVQQE--IDCSKGVLQRYDEFQQQLKRGQLN---------------ETTSLVKFDSGSQ---

-MSTNDAGISKIDHEIGDDIYLKTRWNNQFKYMAQLPDHLQQK--IDKNKTVFQKFEEFQSQNTRHS-Q---------------ESGALIRYEEGSQ-TN

--MSIDRIHGPEHA---REVYLKHLWEKRFKNLAQVSPDLQKK--IEDRKNVLERYEEFRSASSAPSEP---------------STGALVHYEKPLPDTA

--MSIEHVSDVEDS---RNVYVKHLWEKRFKGLTKLSTDLQGQ--LDARKEVLERYEEFKTSEGVRN-G---------------VEGSVVKYQETGA---
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         *       120         *       140         *       160         *       180         *       200

HASAFVNKIFQPEVAE--ELIVNRYEKLLSQRPEWHAPWKLSRVINGHLGWVRCVAIDPVDNEWFITGSNDTTMKVWDLATGKLKTTLAGHVMTVRDVAV

QASTFVDEIFQPKVSE--EFIVKRYEKLLSQKPEWHAPWKLSRVINGHLGWVRCAAIDPVNNEWFITGSNDTTMKVWDLATGKLRTTLAGHVMTVRDIAI

HTSTFVSEIFQPEIAG--EFIVNRYEKLLSQKPEWHAPWKLLRVINGHLGWVRCAAIDPVDNEWFVTGSNDTTMKVWDLATGKLKTTLAGHVMTVRDIAV

DASSFVDKIFQPESTG--HFIVDRYEKLLSQKPEWHAPWKLSRVINGHLGWVRCAAIDPVDNEWFVTGSNDTTMKVWDLASGKLKVTLTGHVMTVRDIAV

DVGLVLNKKFADEQGH--ESVIERHDKLLNQTPRWHAPWHLTRVIHGHHGWVRCIAMDKVDNEWFATGSNDKTIKIWNLASGKLKVTLKAHDMTVRDLAI

------------DVAG--ESLLDRYQKLITQEPRKHNPWKLSKVINGHLGWVRCIAMDPVDNEWFATGSNDSTIKVWDFASGKLKLTLSGHVMGVRDLVV

------------EEGQ---AAVQRYQQLVAQKPQWHAPWRLSKVINGHLGWVRCVAVEPVDNEWFVTGSNDTTLKVWDLASGKLKLTLSGHTMGVRDVAV

--GSLVEKVFDSSNDQ---SVMTRHRELIVQQPEWHAPWKLKRIINGHLGWVRSIEVDPVDNEWFATGSNDTTIKIWDLAKGKLKVTLAGHIMTVRDIAI

KINATLEKTFGNSMED---SILGRHQQYISQRPEWHAPWKLKRVINGHLGWVRCVAVDPIDNEWFVTGSNDATIKIWDLAKGHLKLTLAGHAMTVRDIAI

---NNVETITQFQNQG---SVLKRYQTLVSQKPDWHAPWKLMRVIKGHNGWVRCVQIDPVDNEWFATGSNDTTIKIWDLASGKLKITLSGHAMTVRDIAI

----------DNNENNGMHSVLDRHRNLMLQTPEWHEPWQLKRVINGHLGWVRCVEVDTVENKWFATGSSDTTIKIWDLESGKLKITLSGHVMPVRDIAI

--SNQVAMTAGNGKSS---SVMGRYNELLLQRPEWHAPWKLMRVINGHMGWVNCVASEPVENTWFATGSTDTTVKVWDLVSGHLKLTLSGHVMPVRDITV

---NMLSQVFGQDSAS--HSVLQRQEQLLSQRPAWHAPWKLIRVINGHVGWVRCLKVDPVDNEWFATGSNDTTVKIWDLASGKLKLTLAGHVMTVRDVAI

PSKAMIKKVYNYAGGQ--HSVMERQEQLISQKPSWHAPWKLIRVINGHIGWVRCVEVDPVDNAWYATGSNDTSIKVWDLASGKLKLTLSGHIMTVRDLAI

--DQLVRRVFQQPHQQ--ISLMERYEKTRSYKPQWHAPWKLSKVINGHTGWVRCVCVDPVDNEWFATGSNDTTIKIWDLAAGKLKITLIGHVMSVRDIAI

-VPRNLLRIYRFEADT---SALARYEEVVSQKPQWHAPWKLTRVINGHTGWVRCVCVDPVDNAWFATGSNDSTIRVWDLATGKLKVTLQGHIMTVRDICI

KSAQLLDKVYQEQAGS---NILGRQQQVLLQRPDWHAPWKLMRVINGHRGWVRCVKVDPVDNEWFATGSNDSTIKVWDLASGKLKVTLQGHIMTVKDIAI

SGNALVTKVFNSSEDDVFHSIMHRHEQMISQKPKWHAPWKLMRVINGHNGWVRTVAVDPIDNEWFATGSNDTTIKIWDLATGKLKLTLSGHIMTVKDICI

QTASLVRKVYREDDSF--NLLMERQSRQLALEPSWHAPWKLMRVINGHNGWVRCVCVDPVDNEWFATGSNDTTIKVWDLASGKLKLTLAGHVMTVRSIAI

QSESLVQKVFGEKDSF--GSLMERHKQQLELQPEWHAPWKLMRVINGHNGWVRCVCPDPVDNAWFATGSNDTTIKVWDMASGKLKLTLTGHVMTVRSVAV
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SDRHPYLFSVSEDKTVKCWDLEKNQIIRDYYGHLSGVRTVSIHPTLDLIATAGRDSVIKLWDMRTRIPVITLVGHKGPINQVQCTPVDPQVVSSSTDATV

SDRHPYLFSVSEDKTVKCWDLEKNQIIRDYYGHLSGVRTVSIHPTLDLIATAGRDSVIKLWDIRTRVPVITLVGHKGPINQVQCTPVDPQIVSSSTDATV

SDRHPYLFSVSEDKTVKCWDLEKNHIIRDYYGHLSGVRTVSIHPTLDLIATAGRDSVVKLWDIRTRMPVITLVGHKGPINQVQCTPVDPQIVSSSTDATV

SDRHPYLFSVSEDKTVKCWDLEKNQIIRDYHGHLSGVRTVSIHPTLDLIATAGRDSVVKLWDIRTRVPVITLVGHKGPINQVECAPVDPQIVSSSTDATV

SNRHPYMFSVSEDKTVKCWDLEKNTAIRNYHGHLSGVHTVDIHPTVDVVVTAGRDSVVKVWDIRTRLPVMTLPGHKGPITKVRCLPVDPQVISSSVDASI

SKRHPYMFSASEDKLVKCWDLEKNAPIRDYFGHLSGVHTVDIHPTLSLIASAGRDSVVKLWDIRSKKAVITLVGHKSPINSVKCTPADPQIISCSNDTTV

SERHPYMFSASEDKLVKCWDLEKNTAIRDYYGHLSGVHTVDIHPTLDLIATGGRDAVVKLWDIRTRKAVKTLVGHKAPITKVKCTPVDPQVVSSSTDTTV

SKRHPYLFSASEDKLVKCWDLEKNMAIRDYHGHLSGVHSVDIHPTLDLIATAGRDSVVRLWDIRARVAVMTLIGHKNPINKVHCLPVDPQIVSCSTDATI

SERHPYMFSASEDKLVKCWDLEKNTAIRDYHGHLSGVHSVDIHPTLDLIATAGRDSVVRLWDIRARVSVMTLIGHKSPINKVHCLPVDPQIVSCSTDATI

SNRHPYLFSASEDKLAKCWDLEKNTAIRDYHGHLSGVHTVDIHPTLDLIATAGRDSVVKLWDIRSRVPVVTLIGHKSPINKVHCLPVNPQVISSSVDATI

SKRSPYLFSASEDKLIKCWDLEKNMAIREYFGHLSGVNTVDVHPTLDLIATAGRDSTIRLWDIRSRTAVMTLIGHKAPVTTVKCIPVDPQVVSASNDATV

SDRHPYLFSASEDKLVKCWDLEKNMAIRDYHGHLSGVYSVAIHPTLDLIATAGRDSVVRLWDIRSRMEVMTLIGHKGPINKVRSLPVDPQIISCSTDATV

SQRHPYLFSASEDKMVKCWDLEKNQIIRDYHGHLSGVHTVDIHPTLDLIASAGRDGVVKLWDIRSRTAVMTLIGHKSPITKVHCLPVNPQVVSSSTDATV

SERHPYMFSASEDKTIKCWDLEKNMVIRNYHGHLSGVHTVSLHPTLDLVVSAGRDSVVKLWDMRTRVPVMNLIGHKSPINKVRCLPVDPQIISCSTDANI

SKRHPYMFSASEDKLVKCWDLERNTAIRDFHGHLSGVHTVDVHPSLDIIATAGRDAVVRLWDIRSRSEIMVLPGHKSPINKVKCLPVDPQIISCSGDATV

SARHPYMFSASQDKLVKCWDLERNTVVRDFHGTLSGVHSVDLHPSLDLIVSAGRDSVVRVWDIRSRSCVLTLAGHRGPINKVRCLPVDPQIVSCSTDATV

STRHPYMFSASEDKLVKCWDLEKNMVIRDFYGTLSGVYSVDVHPTLDLIVSAGRDSVVRIWDIRSRTCVMTLAGHKGPINKARCLAVDPQVVSCSTDATV

SKRHPYMFSASEDKLVKCWDLEKNRVIRDYHGHLSGVHTVDIHPTLNLIATAGRDSVVRLWDIRTKLPVMTMAGHKSPINRVKCLPVDPQVVSCSADATV

SQRHPLMFSASEDKLVKCWDLEKNTVVRDYHGHFSGVHTVDVHPTLDLIASAGRDAVVRLWDIRTRVPVMTLAGHKGPINQVKCFPVDPQIMSGSADSTV

SQRHPLMFSASEDKMVKCWDLERNAAIRDYHGHFSGVNTVDVHPTLDLIASAGRDAVVRLWDIRTRLPVMTLAGHKSPINQVKCFPVDPQIMSCSSDATV

S RhPy6FS S2DK  KCWDLE4N  6R 5 GhlSGV 3V 6HP36 66a3aGRD v646WD6R 4  6 t6 GH4 P6n v c pv1PQ66S S Da 6
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