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Ps3. 4 1 MEGEL GDGGGVPPDVAQEL NEEGHEGQEVAEQEAEQEAPDYATPEL VRPLANWEI SRDHLVFADMCGL DTGKRHI LHVLEPRLEGEHGSVLLTAAGNTVQ
Pr3.4 1 MEGEELSDGGLLSEWQEQLEDG QGTQQGVPDYATSEL VRPLNNVEI ARDHL VFSKMNGLDTGKRRI L HVWEPMHGKEHGGVLLTAAGNTVQ
Pi 3. 4A 1 MEYAELGEDATSATTAQEQNESA- - - - QEVEPEALDYVTSQLVRPLSNVEI SRDHLVFADI CGLDTGKRHI LHLLEPAI VGVHGGVLLTAAGNTVQ
Pi 3.4V 1 NEYAELGEDATSA'I'I'AQEQ\IESA -------- QEVEPEALDYVTSQ_VRPLSNV\EI SRDHLVFADI CGLDTGKRHI LHLLEPAI VGVHGGVLLTAAGNTVQ
consensus 1 %% B LRk K kkkkk kkkk KAkkKKk  KKKKEKKR KKK KK kK KAKKKKKAEAK
Ps3. 4 101 LLTMVPQVAPSGSSVQSRRYLFGFGGSG GSLAVHPSGEFFAVGEKGVKPNI SI YRYPQ TVSQVLRNGTERAYASVEFSQDGETLASVGSAPDFLLTVW
Pr3.4 93 LLTMIPHVSVSGSNVKYRRY!I FGFGGSGVGSLAVHPSGEFFAVGDKGVRPNI SI YRYPQ TVSHVL RNGTERAYASVEFSKDGETLASVGSAPDFLLTVW
Pi 3. 4A 93 LLTMSPQVAASSSNI QSRRYVFGFGGSG GSLAVHPSRQFFAVGGKGVKPNI S| YRYPEI SVSHVLRNGTERAYASVEFSKDGDTLASVGSGPDFLLTVW
Pi 3.4V 93 LLTMBPQVAASSSNI QSRRYVFGFGGSG GSLAVHPSRQFFAVGGKGVKPNI S| YRYPEI SVSHVL RNGTERAYASVEFSKDGDTLASVGSGPDFLLTVW
CONSENSUS 101 ***% % % % % 4k *akkkhhs *AkKXXxA  KKXAA KKK XAKKKIXAE K 5% AKKKAAAKKKIAAARR Kx AKKKKAA KRRAAAEK
Ps3. 4 201 NWREEQTVL RCKAFGQDVFSVRFAPTDSGFLATSGVGH RLWKMVAATFTGLKL QGDI GKFGKSEL SDI EAFCVL PDKKVL SGTERGVL LLWDGNFI KCEI
Pr3.4 193 NVWREEQTVLRCKAFGQDVFSVRFAPTDSGFLASSGVGHI RLVWKVAATFTGLKL QGDI GKFGKSEL SDI EAFCVL PDKKVL SGTERGVL LLWDGNFI KCEI
Pi 3. 4A 193 KWREEQTVLRCKAFGQDVFSVRFAPTDSGFLATSGVGHI RLVKVAATFTGLKL QGDI GKFGKSEL SDI EAFCVLPDKKVLSGTERG LLLWDGNFI KCEI

Pi 3. 4V 193 KWREEQTVLRCKAFGQDVFSVRFAPTDSGFLATSGVGH RLWKMAATFTGLKL QGDI GKFGKSEL SDI EAFCVLPDKKVLSGTERG LLLWDGNFI KCEI

CONSENSUS 201 FH***kkdkxkkkdk kk kAR AR AR KKK KKK KK A KA HRK KKK KKK KR KK R IR AKX KR KRR AR AR KRR KKK R KRR H KRR I AR KRk

Ps3. 4 301 LTSRRHLPHAGTI NVVDFDEAEGLI VTAGKDGFVRFWSFNSI DSADVATDETVALVPMRRQ Q KPQVDI RAVVKEDSGRYLLQDGVGGVHLLVLKSNDE
Pr3.4 293 LTSRRHLPHTGT| NVVDFDEEEGH! VTAGRDGYVRFWSFDS| DSADVAADET VAL VPMKRQVFVKPQVDI RAVVKEDT SRYL L QDGAGGVHLLLLKSNDE
Pi 3. 4A 293 MTSRRHLPHAGT| NVVDFDEDESHI VTAGKDGYVRFWSFDSI DSADVPVDETVAL VPMKRQVLVIVPQVDI RAVVKQDTGRYLLQDGAGGVHLLLLI NNDE
Pi 3.4V 293 MISRRHLPHAGT| NVVDFDEDESHI VTAGKDGYVRFWSFDS| DSADVPVDETVAL VPMKRQVLVVPQVDI RAVVKQDTGRYLLQDGAGGVHLLLLI NNDE

CONSENSUS 301 . **kkkkhn Hkkkhhhhkhh * khhhk Ak Khkkhk Krkhkhh kkkkkhrdd kk kKKK AKKKK K KKKrkkk Khrkkk k  Kkk
Ps3. 4 401 HQVEFDYVANDTGRATG ACSPYEHI AATCGEDGSVRAVDYVSGACL MTVFPEQSFTDEKNNSNDRASLAPASTI TWIPNSAAVI NDTI TQSRQVAVGFD
Pr3.4 393 HEVELDYVSNDTGRATDVACSPYEHL AATCGEDGSVRAVDYVSGSCL M VHPEQGRVEDQDNTSDRTTLAAATTI RWPDSAAVVTDL VPASRQVAVGFD

Pi 3. 4A 393 HHVEMDYVANDTGRATG ACSPYEHLAVI CGEDGGVRAVDYVSGT CLLAVFPEL SCLEDQDN- VDYTTLGAATTI AWPNSAAVI NDNI PSSRQVAVGFD
Pi 3. 4V 393 HHVEMDYVANDTGRATG ACSPYEHLAVI CGEDGGVRAVDYVSGT CLLAVFPELSCLEDQIN- VDY'I'I'LGAATTI AW/PNSAAVI NDNI PSSRQVAVGFD

CONSENSUS AQL *, %% *kk *kkkkkk kkkkxkd *  xkkkk kxkkhkkxe *kk  x kk LUk K KR K % kkKk K XKKKKKKKK
Ps3. 4 501 DGLVRVM.MDI DHRAW/RI NI FKPHSKRVTCIVAYSHSGSAFVTASADGT FFLFQVVPNI KSSKFSKYPCEYEPYGFQRVPAAVI AVCWRGDDEAI LATLA
Pr3.4 493 DGLVRVLLMDVEHRAW/RI NVFKPHTRRVTCVAYSHSGSTFVTASDDGTFFLFQVVPS| KSSKFAKYQCEYEPFGFQRVPASVI Al CWREDDEAVLVTLV

Pi 3. 4A 492 DGLVRI LLMDVDHRAW/L L NVFKPHRKRVTCVAYSHSGSAFVSASADGT FFLFHVVPNI KSSKYVKYQPEYEPYGFQHVPGSVAAI CWRDDDAAVLVTLA
Pi 3.4V 492 DGLVRI LLMDVDHRAW/L L NVFKPHRKRVTCVAYSHSGSAFVSASADGTFFLFHVVPNI KSSKYVKYQPEYEPYGFQHVPGSVAAI CWRDDDAAVLVTLA

CONSENSUS 501 ***%% *kx  kkkkk % *kkk hkkk *kkkhdk Kk Xk k*krdkd *hk XKXKK k% AKAK KKK KKk K KKK KK K K k%

Ps3. 4 601 NGQVLEFFLPSGEL YAKTTGDKEDADSFETAHESDEPAL | AG- TKSAERESYEL HL SSREWAL RQRKRFMSVKEL DTLEAQYPSI TAPQVEDKI RNQFQV
Pr3.4 593 NGQVFEFFLPSQELHGKTEGSSEDGDGSEG HDI DEL ADRTDSTNVSERESYEL HL SSREWILHQRNRFMSVKEL ETL EAQHPSI TAL QTEEKVRNQFQV
Pi 3. 4A 592 NGQVLEYFVS- GELDGNTGEKSDTTTTDESMFQS- - - - - - - - - EVSAERESFEL HL STREW/L QQRNRFMIVKELEI LEAQYPNVSSPETEEKI RNQFQV
Pi 3.4V 592 NGQVLEYFVS- GELDG\ITGEKSDTTTTDESM:@ --------- EVSAERESFELHL STREW/L QORNRFMIVKEL EI LEAQYPNVSSPETEEKI RNQFQV
CONSENsUS 601 **** * % x%_ _ % L L KRRK KKKk KKk K kK KKK KKk kKKK K K K KKEKKK
Ps3. 4 700 El KPGNPGSKALAAL YTVVPEKDKGKPL SRASKDRI YL SCQAPL DGNL FVAQHDL PTPFQELASETGGNI TSLEL STSEKFLLCGVBNGKFQ RSARRPH
Pr3.4 693 EVRPANGT TKAWAAL YTVVPEKDKGKPLGRTNKDRI YL SCQAPL DGNL FVWQHDQPTPQQEMASETGGHI TSLEL STSERFLLCGL SNGKFQLRSARRPH
Pi 3. 4A 682 EVKPANGRAKALAALFTPVTEQD-------- TEDRI YLSCQAPLDGTLFI VQHDRSMPL QELASESAGHI TSLSLSSSERFI LCGLSNGKFQLRSARRPH
Pi 3.4V 682 EVKPANGRAKALAALFTPVTEQD- - - - - - - - TEDRI YLSCQAPLDGTLFI VQHDRSMPL QELASESAGH! TSLSLSSSERFI LCGL SNGKFQLRSARRPH
CONSENSUS 701 *..* *. . . %% *%% % * % x L RRRAKKARKAKKK KK kkk K Kk KKk K KKKk Kk Kk K KKk KKKKKK KKAKRAK
Ps3. 4 800 AFLSGEFHDYAASSADGRLHLALSFDDSYAI TVGSDGNLSI CRVYSEKVEEASAVL SGKFESM AEATI ARDQAFEKQEAVVTMQQKAVSDDKSDDDPSN
Pr3.4 793 AF| SGEFHDYTASSSNGRLHLAL SFDDSYVVAVGCDGNL S| CRLHSDKVEEASKL L AGKYESLLAEAAI ARDQAREKQETVI TMQQKAMDD- KNEDEASN

Pi 3. 4A 774 AF|I SGEFHDYAASTSNDKL YLATSYDDSYVVAVGSDGNVSI CRVHSNRVEEAAKL L TVKYKSI LAEADI ARDQAREKQDSVL TMORKAMED- KGEGDPSN
Pi 3.4V 774 AF| SGEFHDYAASTSNDKL YLATSYDDSYVVAVGSDGNVSI CRVHSNRVEEAAKL L TVKYKSI LAEADI ARDQAREKQDSVL TMORKAMED- KGEGDDSN

CONSENSUS BO1 ** **kkkxx Kk K *k % kkkk  kk kkk kkkk Kk kkkk Kk Kk KKk KkkkKK KKK K KKk KKK K K
Ps3. 4 900 SGGGASNTDL SALPAFHGAKAYAAY! ENKL SPSVAAANMDNEEFQGVI RFVSDARSTEGLPNVTP- - RHGDSAGKT- GVPGAGLI QLGVADLANPREAYTI
Pr3.4 892 TGGGSASTDLRDLPAFHAAKAYATY! EGKL SPSVGAATDNEEFQGVI RLVGDQKSTDGLPEAAPPI RDDASSNKTNGVPAAAL TQL GVADL TNPREAYTI

Pi 3. 4A 873 SEG TANTDL SALPAFHGAKAYAAY! ESKL SSRVAAAKDKEEYL GVTRLASDDQSI EGLPKATPPSRDDGKAQTG- - VAATALLQLSVEDI ADSKEAYTI
Pi 3.4V 873 SEG TANTDLSALPAFHGAKAYAAY| ESKL SSRVAAAKDKEEYLGVT RLASDDQSI EG_PKATPPSRDDGKAQT G - VAATALLQ_SVEDI ADSKEAYTI

CONSENSUS Q01 . *. .. **% _kkkxx #kkkx %4k *xx * k% % *k %% * * o kkk . R
Ps3. 4 997 EDAKLKSEADARARSTL SKQDSTRAVL SKVRKQL QEL QAQDAAL PSQSRVDPEEVEI DL DYGDL L TRQGDEACDEVRKEL AFAVEKEEL LLLKMRETYVG
Pr3.4 992 EDAKLKSEADARARSTLSKQDSTRAVI SKMRAQL L DL QAQDAAL PFQSRVDPEDVEI DL DYGEL L TRQGDEACEEVRKELAFAVEKEEL LLLKMRNTYVG

Pi 3. 4A 970 EDAKLKSEADARVRSTLRKQDSTRAVLNQVRTEL QEL QAQDAAL PPQSRVDSEEVEI DL DYGDL L TRQGDEACDEVRKEL AFAVEKEEL LLLKMRETYVG
Pi 3.4V 970 EDAKLKSEADARVRSTLRKQDSTRAVLNQVRTEL QEL QAQDAAL PPQSRVDSEEVEI DL DYGDL L TRQGDEACDEVRKELAFAVEKEEL LLLKMRETYVG
Pi 3.4T 1 - NRTELQELQAQJAALPP@R’\/DSEEV\EI DL DYGDL L TRQGDEACDEVRKELAFAVEKEEL LLLKVRETYVG

CONSENSUS 1001 *** %k kkkkskkh kokkk & kkkhkkx K KRk Kk KKk KKkEK K KAKKKKAK KK KKKKEKKA KA KKK KKK KKK KKK KA KKK KA Kk kK



Ps3. 4 1097 PLAVELLTLRAFESG.SVQSFRTMKMPVTLQKRLAEI HI AD- AAKKQASVGLKPAGSTRRPSVL DI MEKDTPL DEAFPLKEDERRM MSYHEPAVDGTHG
Pr3.4 1092 PLAVELMTLRAFESGL SVQSFRTMKMPPTLQKRLAEI HTAEAAAKI QL PAGGKAGGVPRRASVL DI MEKDVPL DEEFPLKEDERRM MSHI EPAVGGS- G
Pi 3. 4A 1070 PLAfLLTLRAFESG.SVQSFRTM(NPATLQ(RLAEI HTADAAAKKQPSTGAKTG- PPRRASVLDI NEKDTALDEDFPLKEDERRKLNBHNL‘PAngA

Pi 3.4V 1070 PLAVELLTLRAFESG.SVQSFRTMKMPATLQKRLAEI HTADAAAKKQPSTGAKTG- PPRRASVL DI MEKDT AL DEDFPL KEDERRKL MSHNDPAVGGNEA
Pi 3. 4T 72 PLAVKLLTLRAFESGLSVQSFRTMKMPATLQKRLAEI HTADAAAKKQPSTGAKTG- PPRRASVL DI MEKDT AL DEDFPL KEDERRKL MSHNDPAVGGNCA
CONSENSUS 1101 ****kk Hkkkkxkkhkkhnkhnkhhh Khkhrkhhdkh *  *kk * Kk % Kk KKKKKKKNK KKK KKKAKKAKKK Kk KKK K

Ps3. 4 1196 GAGWSPAAQESGGSKSVHGFEARKRL RTERKERL ARWRSNKPGEDADDPRDVVAI AFAQRNMGDYKL KTAADYVVPEHQRVNAVKKL RQVALLEESL YSA
Pr3.4 1191 AAGAMTWVS- ETGSSKSVHGFEARKRL RTERKDRL TRWNSKPGEDADDPRDVWAI AFAQRNMGDYKL KTAADYVVPEHORVNAVKKLRQI ALLEESL YAA

Pi 3. 4A 1169 ASSGPTAVQETSGSKSVHGFEARKSEL RTERKERL ARWQSNKPGEDADDPRDVVAI AFAQRNMGDYKL KTAPDYVVPEHQRVNAYKKL RQVALLEESL YAA
Pi 3.4V 1169 ASSGPTAVQETSGSKSVHGH 8 RTERKERL ARWQSNKPGEDADDPRDVVAI AFAQRNMGEDYKL KTAPDYVVPEHQRVNAKKL ROVAL LEESL YAA

Pi 3.4T 171 ASSGPTAVQETSGSKSVHGFEARKRL RTERKERL ARWQSNKPGEDADDPRDVVAI AFAQRNMEDYKL KTAPDYVVPEHQRVNAAKKL RQVAL LEESL YAA
consensus 1201 .  ..... T R R T T T N R I
Ps3. 4 1296 RLRFNAKVLELRELKVQLI NELRHDQERL VKLRATLAAGDDGSSAQPPPPPSGLSI DLREWPEQRERVSDGDI ELFLKEKKVI SHSQTQSADANVSMIRL
Pr3.4 1290 RLRFNAKVLELRELKVQLI NELRRDQERL| ELLVALAAKGSGGGSSAPPAPAGLAVDLREWPEQRERVSDADI ELFLREKKVI SHSQSQTAGSE! SLTRT

Pi 3. 4A 1269 RLRFNAKVLELRELKVQLI NELHRDQERLVELRAALASSG - - ATPSSVgSKDL VWDLREWPEQRERVSDADI ELFLREQKVI SHVQT QT BLALTRI
Pi 3.4V 1269 RLRFNAKVLELRELKVQLI NELHRDQERLVELRAALASSG - - ATPSSVjgSKDL WDL REWPEQRERVSDADI ELFLREQKVI SHVQT QT BLALTRI

Pi 3. 4T 271 RLRFNAKVLELRELKVQLI NELHRDQERLVELRAALASSG -- ATPSSVSSKDLWDLREV\PE(RER\/SDADI ELFLREQKVI SWQTQTGEAHLALTRI
CONSENSUS 1301 ****kkkkaahkhhnnshkhnn kkkkx & *%x K KRKKKKAKKKKKKA KKKKKE K KKK K X

Ps3. 4 1396 SGAENPHQTSDRSI AAVARALEGPNSTLTAGNEVLTGLTI GHLHL QVEDGAAVASAATVSAPATGSQAL GSNGGNFDEDDVSVREYL MRQEAL LLERKQR
Pr3.4 1390 GGAEKHHQSSDRSI AAVARAI EGPGSTVSTGSSASVG Tl GHLHL QVDDGGAAATATAAPAASTGSSSL GL DGGNFDGDDVAVREYL MRQEAL LLERKQR

Pi 3. 4A 1366 GGAEKRPQSADRSI AAVARALEG - - - - TSGKEAAKGVTI GHLHLQVDDE- - TAAAATASSAHAG - - - ALNVENVDEDDVWVHEYL MRQEAL LLERKQQ
Pi 3.4V 1366 GGAEKRPQSADRSI AAVARALEG - - - - TSGKEAAKGVTI GHLHLQVDDS- - TAAAATASSAHAG: - - - ALNVGNVDEDDVVVHEYLMRQEAL LLERKQQ

Pi 3. 4T 368 GGAEKRPQSADRSI AAVARALEG- - - - - TSG(EAAKGVTI GHLHLQVDLIE- - TAAAATASSAHAG— --- ALN\IEN\/DEDD\/\/\/HEYLNRQEALLLERKQQ
consensus 1401 . *** K kkkkkkkAkkR Kk Kk KkkkRRKKKK K K . TH kKKK K RKKKAKKKKKK KK KK

Ps3. 4 1496 REI VAFDAAVAHL RREKLALEVGFKQAELRLFTLFSELSLLESFESKENLLSSKLEKSKSEKAQ VAEL RDVQEL L ASKKREL DEWSRQERAVQGEFLTL
Pr3.4 1490 REVVAFDAAVAHLRRERLALGVGFKQAELRLFTLVSEL SLLESFESKENL L SNKLEKSKGEKAQ MAEL RDVQDL L ASKKHEL DEWSRQERSVQAEFL M.

Pi 3. 4A 1455 REI ASFDAAVAHL RHEKLALEVRFKQAELRLFTLLSELSLLESFESKENL L SSKLEKSKGEKAQ VADLRDVQDLLTI KKRDL DEWARQEKAVQAEFLTL
Pi 3.4V 1455 REI ASFDAAVA}-LRHEKLALE:EFKQAELRLFTLLSELSLLESFESKENLLSSKLEKSKGEKAQ VADL RDVQDLLTI KKRDL DEWARQEKAVQAEFLTL

Pi 3. 4T 457 RE| ASFDAAVAHL RHEKL AL EVIEFKQAEL RLFTLL SELSLLESFESKENL L SSKLEKSKGEKAQ VADLRDVQDLL TI KKRDL DEWARQEKAVQAEFLTL
CONSENSUS 1501 **,  *kkkkskas % hhk K KkArstdtnsh khkksxstbhntnkhhn *xxtth whkhh % rxtn ok Kk AArE KAk KA KEX X
LS
Ps3.4 1596 VNGGTGSSTTPHPSFSALQKLFKRKI KRAKKKPTASG- KDDGKDGNGQSPESARDGEEQEEEEEEEEDEDEDY DEDDDDDDEEEEDT CPPGCDL TL YEKV
Pr3. 4 1590 VNGGTGSTATPHPSFAAL QKL FKRKI KRAKKKPTASGGKEEGKDGNGQSPESARDGEE QEEEEEEEEDEDEDYDEDDDDDDEEEEDACPL GCDL TL YEKV
Pi3.4A 1555 VNGGTGSSATPHPSFAALQKLFKRKI KRAKKKP- ASGGKEEGKE- - - - - PDSARDGEEL EDDDEEEEDEDEDYDEDDDDDDEEEEDECPSGCDL TL YEKV
Pi3.4V 1555 VNGGTGSSATPHPSFAALQKLFKRKI KRAKKKP- ASGGKEEGKE- - - - - PDSARDGEEL EDDDEEEEDEDEDYDEDDDDDDEEEEDT CPSGCDL TL YEKV
Pi 3. 4T 557 VNGGTGSSATPHPSFAAL QKLFKRKI KRAKKKP- ASGGKEEGKE:- - - - - PDSARDGEEL EDDDEEEEDEDEDYDEDDDDDDEEEEDECPSGCDL TL YEKV
CONSENSUS 1GOL ****kkh  KAkxst +hrkkkkxssxstrrnn kuk % *k ST NN AN
Ps3.4 1695 LALREKRADVDDAVGELNKAI EEL RKAGERQAAKQRAI DKEL AATEQDT QQF QSEKQSRFNQL DVWVAL STRQLRCLESPSPNQLNWL L PAQAAGCLVFT
Pr3.a 1690 LALREKRADVDDAMGEL NKAI EEL RKAGDRQAAKQRAI DKEL AATEQDT QQF QSEKQSRFNQLDVWVPL STRQLRCL EPPSPNQQGW. L SAQMAGCLVFT

Pi3.4A 1649 LALREKRADVDDAMGELNKAI EELRKAGERQTAKGRAI DKELAATEQDT(BFQSEKQSRFNQLERVVPL STRQLCCL EAPSPTRQNWIL PAQADGCLVFT
Pi3.4V 1649 LALREKRADVDDAMGELNKAI EELRKAGERQTAKQRAI DKEL AATEQDTQQFQSEKQSRFNQLDVWVPL STRQLCCL EAPSPTRQNWIL PAQADGCLVFT

Pi 3. 4T 651 LALREKRADVDDANGELNKAI EEL RKAGERQTAKQRAI DKEL AATEQDT (EF QSEKQSRFNQLEFVVPL STRQL CCL EAPSPTRQNWIL PAQAAGCLVFT
COMSENSUS 1701 F*FH ¥ kkhkhhh KAAKH Ak kN K ARR KA H KRk k kR ARRAE KA KR K RRAR RN KRR Kk KREAAK HHE KRE K K KTk RARRAN
Ps3.4 1795 TQAFAALTERI ESLQAENKQLRQQFRDL HKQQEVIAREKRL QQETI ARSQERSEQL QRLKFGQL VDL EVL DRACDASAVDEL QARVKL REVEGERTL RRV
Pr3.a 1790 TRAFSALTERI ESLQAENKHLRQQFRDL HKQQSVL AREKRL QES! ARAQERSEQL QRLKFGQL VDL EVL DRACDASSMDEL QTRVKL REVEGERAL RRV

Pi 3. 4A 1749 TRAFSALSERI ESL QAENKKL RQQFRDL HKQONVL AKEKRQQQEAI ARAQDRSEQL MRLKFGQL VDL EVL DRACDASSVDEL QTRVKL REVEGERALRRA
Pi 3.4V 1749 TRAFSALSERI ESLQAENKKL RQQFRDL HKQONVL AKEKRQQQEAI ARAQDRSEQL MRLKFGQL VDL EVL DRACDASSVDEL QTRVKLREVEGERALRRA
Pi 3. 4T 751 TRAFSALSERI ESLQAENKKL RQOFRDL HKQONVL AKEKRQQQEAI ARAQDRSEQL MRLKFGQL VDL EVL DRACDASSVDEL QTRVKLREVEGERALRRA

CONSENSUS 1801 * **% %% Hxkkkkkskhd XAkhxhxhkkhk Akk KKK KKK Kkh * KAKA* KAKXKKKFKRARARARKKK Kk hk ARAKARAKKKX Kok ok

Ps3. 4 1895 KQVHPQLQHAI LQATEQNTALLAQ AAL TERQAEL EREL NRSQGSGSGSGG - DGSGLL SLEDDAAL AEREMKERNKL VRL VKL QAREVEALKQEI GLLR
Pra.a 1890 KQTHPQFQHAI LQATEQKTALLTQ AEL TERQAEL EREL NHNQGGGSGSSGERDGGE. LNVEDDAAL AERENMKERNKL VRLVKL QAREVEALKQEI GLLR
Pi3.4A 1849 KQTHPQLQHAI LQATEQNTALLAQ AAL TERQAEL EREL NRHQGGGS- SSG- - DSGGVL SLDDDELYEREMKERNKL VRLVKL QAREVEAL KQEI GLLR
Pi 3.4V 1849 KQTHPQLQHAI LQATEQNTALLAQ AAL TERQAI LERELNRHQGGGS- SSG - DSGGVL SLDDDEVL AEREMKERNKL VRL VKL QAREVEALKQEI GLLR

Pi 3. 4T 851 KQTHPQLQHAI LQATEQNTALLAQ AAL TERQAEL EREL NRHQEGGS- SSG- - DSGGJLSLDEDEELEEREM(ERNKLVRLVKLQAREVEALKQEI GLLR
CONSENSUS 1OOL **, ¥¥ 5, Fhkkrarkrr ¥khk Fhh *AXATH KHRHRR KR K & K K K Ak Ok kA kA A A Ak kKRR RRRRAN KA E KRR AR R AN
Ps3.4 1993 GKDGKVYAPRV
Pra.a 1990 GKDGKVYAPRG

Pi 3. 4A 1946 GKDGKVYAPRG
Pi 3.4V 1946 GKDGKVYAPRG
Pi 3.4T 948 GKDGKVYAPRG
consensus 2001 **x*xxkxksk,

Figure S1. Sequence alignment of Ps3.4, Pr3.4, Pi3.4F", Pi3.4F" and Pi3.4T. The polk/morphisms in blue
are between Pi3.4T and Pi3.4F (A and V) in black between Pi3.4F" and both, Pi3.4F" and Pi3.4T, and in
red between Pi3.4F” and both, Pi3.4F" and Pi3.4T. The predicted protein domains are shaded.



