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AT1G16390  Organic cation/carnitine transporter 3

AT1G43980  TPR-like superfamily protein

AT1G63100  GRAS family transcription factor

AT5g67080  MAPKKK19

AT5g22630  Arogenate dehydratase 5
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Ath_FL    347 TCTATGCTTACGGTTTCGAAAAGCCTTCTGCTATTCAGCAAAGAGGAATTGTACCCTTTT 
Ath_EI    347 TCTATGCTTACGGTTTCGAAAAGCCTTCTGCTATTCAGCAAAGAGGAATTGTACCCTTTT 
Bna_EI_1  283 TCTATGCCTATGGTTTTGAAAAGCCTTCTGCTATTCAGCAAAGAGGAATCGTTCCCTTCT 
Bna_EI_2  283 TCTATGCCTATGGTTTTGAAAAGCCTTCTGCTATTCAGCAAAGAGGAATCGTTCCCTTCT 
Bna_FL    271 TCTATGCCTATGGTTTTGAAAAGCCTTCTGCTATTCAGCAAAGAGGAATCGTTCCCTTCT 
Rra_EI    270 TCTATGCCTATGGTTTTGAAAAGCCTTCTGCTATTCAGCAAAGAGGAATCGTTCCCTTTT 
Hsa_FL    276 TCTACGCGTATGGTTTTGAGAAGCCCTCTGCCATCCAGCAGCGAGCCATTCTACCTTGTA 
Hsa_EI      1 --------------------AAGCCCTCTGCCATCCAGCAGCGAGCCATTCTACCTTGTA 
__________________________________________________________________________ 
Ath_EIF4A     I  Y  A  Y  G  F  E  K  P  S  A  I  Q  Q  R  G  I  V  P  F   
Hsa_EIF4A1    I  Y  A  Y  G  F  E  K  P  S  A  I  Q  Q  R  A  I  L  P  C   
                                    Q-motif 
 
Ath_FL    407 GCAAGGGTCTTGATGTGATCCAGCAGGCACAGTCTGGTACTGGAAAAACCGCCACTTTCT 
Ath_EI    407 GCAAGGGTCTTGATGTGATCCAGCAG---------------------------------- 
Bna_EI_1  343 GCAAGGGTCTTGATGTGATCCAGCAG---------------------------------- 
Bna_EI_2  343 GCAAGGGTCTTGATGTGATCCAGCAG---------------------------------- 
Bna_FL    331 GCAAGGGTCTTGATGTGATCCAGCAGGCTCAGTCTGGTACTGGCAAAACCGCCACTTTCT 
Rra_EI    330 GCAAGGGACTTGATGTGATCCAGCAG---------------------------------- 
Hsa_FL    336 TCAAGGGTTATGATGTGATTGCTCAAGCCCAATCTGGGACTGGGAAAACGGCCACATTTG 
Hsa_EI     41 TCAAGGGTTATGATGTGATTGCTCAA---------------------------------- 
__________________________________________________________________________ 
Ath_EIF4A     C  K  G  L  D  V  I  Q  Q  A  Q  S  G  T  G  K  T  A  T  F   
Hsa_EIF4A1    I  K  G  Y  D  V  I  A  Q  A  Q  S  G  T  G  K  T  A  T  F   
                                            Motif I (Walker A) 
 
Ath_FL    467 GCTCTGGTGTCTTGCAGCAGCTTGACTATGCCCTTCTCCAGTGCCAGGCTCTCGTTTTGG 
Ath_EI    435 -----------------------------------------------GCTCTCGTTTTGG 
Bna_EI_1  373 -----------------------------------------------GCTCTCGTCTTGG 
Bna_EI_2  373 -----------------------------------------------GCTCTCGTCTTGG 
Bna_FL    391 GCTCTGGTGTCTTGCAGCAGCTTGACTTCTCCCTCGTCCAGTGCCAGGCTCTCGTCTTGG 
Rra_EI    360 -----------------------------------------------GCTCTCGTCTTGG 
Hsa_FL    396 CCATATCGATTCTGCAGCAGATTGAATTAGATCTAAAAGCCACCCAGGCCTTGGTCCTAG 
Hsa_EI     70 -----------------------------------------------GCCTTGGTCCTAG 
              ____________________________________________________________ 
Ath_EIF4A     C  S  G  V  L  Q  Q  L  D  Y  A  L  L  Q  C  Q  A  L  V  L   
Hsa_EIF4A1    A  I  S  I  L  Q  Q  I  E  L  D  L  K  A  T  Q  A  L  V  L   
 
 
Ath_FL    527 CTCCCACCAGAGAGCTTGCTCAGCAGATTGAGAAGGTCATGCGTGCCCTTGGTGACTACC 
Ath_EI    446 CTCCCACCAGAGAGCTTGCTCAGCAGATTGAGAAGGTCATGCGTGCCCTTGGTGACTACC 
Bna_EI_1  382 CTCCCACCAGAGAGCTTGCTCAGCAGATCGAGAAGGTCATGCGTGCTCTCGGAGACTACC 
Bna_EI_2  382 CTCCCACCAGAGAGCTTGCTCAGCAGATCGAGAAGGTCATGCGTGCTCTCGGAGACTACC 
Bna_FL    451 CTCCCACCAGAGAGCTTGCTCAGCAGATCGAGAAGGTCATGCGTGCTCTCGGAGACTACC 
Rra_EI    369 CTCCCACCAGAGAGCTTGCTCAGCAGATCGAGAAGGTCATGCGTGCTCTCGGAGATTACC 
Hsa_FL    456 CACCCACTCGAGAATTGGCTCAGCAGATACAGAAGGTGGTCATGGCACTAGGAGACTACA 
Hsa_EI     80 CACCCACTCGAGAATTGGCTCAGCAGATACAGAAGGTGGTCATGGCACTAGGAGACTACA 
              ____________________________________________________________ 
Ath_EIF4A     A  P  T  R  E  L  A  Q  Q  I  E  K  V  M  R  A  L  G  D  Y   
Hsa_EIF4A1    A  P  T  R  E  L  A  Q  Q  I  Q  K  V  V  M  A  L  G  D  Y   
                     Motif Ia 
 

Supplemental Figure 7.
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A   
THIC phosphomethylpyrimidine synthase AT2G29630 

B  
 CBS/octicosapeptide/Phox/Bemp1 domain-containing protein AT3G52950 

A. thaliana AT2G29630

Chlamydomonas reinhardtii CHLREDRAFT_196900

A. thaliana AT3G52950

A. thaliana AT5G63490

Brassica rapa Bra006962

Brassica rapa Bra038638
Populus trichocarpa POPTR_007s04880

Physcomitrella patens trichocarpa PP1S87_48V6

Supplemental Figure 11.

Alternative splicing in AT5G63490

Alternative 5’ splice site in exon 2 and skipping of exons 3 to 7 
Skipping of exon 5 

Reference transcript 

C  

Ath (AT5G50530.1)
Ath (AT5G50640.1)

Sly (Solyc06g072050.2.1)
Sly (Solyc03g019680.2.1)
Sly (Solyc12g032930.1.1)

Vvi (VIT_17s0000g0.1200.t01)

Smo (EFJ18044)
Smo (EFJ09565)

Ppa (PP1S119_11V6.1)

Ppa (PP1S11_325V6.1)

Ppa (PP1S87_48V6.1)
Ppa (PP1S86_26V6.1)

Ppa (PP1S86_24V6.1)

Smo (EFJ25849)
Smo (EFJ12244)
Smo (EFJ29517)
Smo (EFJ28088)

Vvi (VIT_01s0026g00380.t01)

Vvi (VIT_07s0031g02750)
Atr (ERN08594)

Sly (Solyc12g0329501.1)
Ath (AT3G52950.1)

Osa (OS12T0169400-01)
Osa (OS11T0170300-01)
Osa (OS01T0961200-01)

Osa (OS01T092300-01)

Atr (ERN09863)

Ath (AT5G63490.1)
Bra (Bra038638.1)

Osa_OS11T0496400-01

Bra (Bra006962.1)
Ath (AT2G36500.1)

Protein residue
Species (transcript id)



A  
 
 
Cre       1 ---------MLPALGRVGAQQA---AGAAASLLFTRGYAD-LSSLKKTMLYDFHVAHGGK 
Vca       1 MSSTRRLLTLLPQLGRAGALRASEHASATGSLLFTRGFAD-DANLKKTVLYDFHVANGGK 
Smo_1     1 -----MRKLVAEKLGRLVSNAGGQIRRGFAS---AAPLASESPPLKKTVLYDFHVENGAK 
Smo_2     1 -----MRKLVAEKLGRLVSNAGGQIRRGFAS---AAPLASESPPLKKTVLYDFHVENGAK 
Bra_2     1 -----MRGGSLWQLGQSITRRLAQSDKKPLSP--RRHFAS-GADLKKTALYDFHVAHGGK 
Bra_1     1 -----MRGGSLWQLGQSITRRLAQSDKKALS---RRCFSS-DADLKKTALYDFHVAHGGK 
Ath_FL    1 -----MRGGSLWQLGQSITRRLAQSDKKVVS---RRYFAS-EADLKKTALYDFHVAHGGK 
Ath_EI    1 -----MRGGSLWQLGQSITRRLAQSDKKVVS---RRYFAS-EADLKKTALYDFHVAHGGK 
Aly       1 -----MRGGSLWQLGQSITRRLAQSDKKGVS---RRYFAS-EADLKKTALYDFHVAHGGK 
Ptr_2     1 -----MRGGGLWQLGQSITRRLAQVDKKVVG---RRYFAS-EAELQKTVLYDFHVANGGK 
Ptr_1     1 -----MRGGGLWQLGLSITRRLAQADKKAVG---RRYFAS-EAELKKTVLYDFHVANGGK 
Vvi       1 -----MRGGGLWQLGQSITRRLAQADKKAVA---RRCFAS-EAELKKTVLYDFHIANGGK 
Osa       1 -----MRG---LLACATLARRAAGATSTARRHLAGAAEAA-EAELKKTALYDFHVAHGGK 
Ppa_1     1 ------MKRAVSQLGGTVRRTLAQQSSNALRETSRRCYADDAANLKKTMLYDYHVENGGK 
Ppa_2     1 ------------------------------------------------MLYDYHVENGGK 
Hsa_FL    1 -----------MQRAVSVVARLGFRLQAFPP-ALCRPLSCAQEVLRRTPLYDFHLAHGGK 
Hsa_ES    1 -----------MQRAVSVVARLGFRLQAFPP-ALCRPLSCAQEVLRRTPLYDFHLAHGGK 
 
 
Cre      48 MVDFAGWALPIQYKDSIMDSTTHCRQNASLFDVSHMCGFSLKGKDAIQFLEGLVVGDIAG 
Vca      60 MVPFAGWSMPIQYKDSIMESTIFCRKNASLFDVSHMCGLTLKGKDAIKFLEGLVVGDIAG 
Smo_1    53 MVPFAGWSMPLLYKDTILNSTLNCRQNGSLFDVSHMCGLTLKGKDAIPFLETLVVGDIAG 
Smo_2    53 MVPFAGWSMPLLYKDTILNSTLNCRQNGSLFDVSHMCGLTLKGKDAIPFLETLVVGDIAG 
Bra_2    53 MVPFAGWSMPIQYKDSIIDSTVNCRVNGSLFDVAHMCGLSLKGKDCVPFLETLVVADVAG 
Bra_1    52 MVPFAGWCMPIQYKDSIMDSTVNCRVNGSFFDVAHMCGFSLKGKDCVPFLETLVVADVAG 
Ath_FL   52 MVPFAGWSMPIQYKDSIMDSTVNCRENGSLFDVAHMCGLSLKGKDCVPFLETLVVADVAG 
Ath_EI   52 MVPFAGWSMPIQYKDSIMDSTVNCRENGSLFDVAHMCGLSLK------------------ 
Aly      52 MVPFAGWSMPIQYKDSIMDSTVNCRQNGSLFDVAHMCGLSLKGKDCVPFLETLVVADVAG 
Ptr_2    52 MVPFAGWGMPIQYKDSIMESTVNCRQNGSLFDVSHMCGLSLKGKDCIPFLEKLVIADVAA 
Ptr_1    52 MVPFAGWGMPIQYKDSIMESTVNCRQNGSLFDVSHMCGFSLKGKDCVPFLEKLVIADVAA 
Vvi      52 MVPFAGWSMPIQYKDSIMDSTVNCRENGSLFDVSHMCGLSLKGKDCIPFLEKLVIADVAG 
Osa      52 MVPFAGWSMPIQYKDTIMDSTLNCRANGSLFDVSHMCGLSLHGRQAIPFLESLVVADVAA 
Ppa_1    55 MVPFAGWAMPIQYKDSIMDSTINCRTNGSLFDVSHMCGLSLKGPDAIDFLETLVVADIKG 
Ppa_2    13 MVPFAGWSMPIQYKDSIMDSTTNCRSNGSLFDVSHMCGLSLKGPDAIDFLETLVVADIKG 
Hsa_FL   49 MVAFAGWSLPVQYRDSHTDSHLHTRQHCSLFDVSHMLQTKILGSDRVKLMESLVVGDIAE 
Hsa_ES   49 MVAFAGWSLPVQYRDSHTDSHLHTRQHCSLFDVSHMLQTKILGSDRVKLMESLVVGDIAE 
 
 
Cre     108 LKDGTGSLSAFTNEKGGIIDDTVITKVNGQHIYTVVNAGCRDKDLAHLSKHLAAAKSKGL 
Vca     120 LKDGTGSLSVFTNEQGGIIDDTVITKVNGQEIYVVVNAGCRDKDLAHLDKHLQAAKSKGL 
Smo_1   113 LSDGSCSLSAFTNEKGGTIDDTVITKVKDGHVYLVVNAGCRDKDLAHIGKHLEAYKSKGK 
Smo_2   113 LSDGSCTLSAFTNEKGGTIDDTVITKVKDGHVYLVVNAGCRDKDLAHIGKHLEAYKSKGK 
Bra_2   113 LAPGTGSLTVFTNEKGGAIDDSVITKVTDEHIYLVVNAGCRDKDLAHIEEHMKAFKSKGG 
Bra_1   112 LAPGTGSLTVFTNEKGGAIDDSVITKVTDEHIYLVVNAGCRDKDLAHIEEHMKAFKSKGG 
Ath_FL  112 LAPGTGSLTVFTNEKGGAIDDSVITKVTDEHIYLVVNAGCRDKDLAHIEEHMKAFKSKGG 
Ath_EI   94 --------------------------VTDEHIYLVVNAGCRDKDLAHIEEHMKAFKSKGG 
Aly     112 LAPGTGSLTVFTNEKGGAIDDSVITKVTDEHIYLVVNAGCRDKDLAHIEEHMKAFKAKGG 
Ptr_2   112 LAPGTGTLTVFTNEKGGAIDDSVITKVQNDHMYIVVNAGCRDKDLAHIEEHMKAFKAKGG 
Ptr_1   112 LAPGTGTLTVFTNEKGGAIDDSVITKVTDDHMYIVVNAGCRDKDLAHIEAHMKSFKAKGG 
Vvi     112 LAPGTGTLTVFTNEKGGAIDDSVITKVKDNHIYLVVNAGCRDKDLAHIEEHMKAYKSKGG 
Osa     112 LKDGTGTLTVFTNDRGGAIDDSVVTKVTDQHIYLVVNAGCRDKDLAHIGEHMEAFNKKGG 
Ppa_1   115 LANGTGTLSVFTNENGGVIDDTVITKVTDDHIYLVVNAGCRDKDLAHLEKYLKPFLASGK 
Ppa_2    73 LAPGTGTLSVFTNENGGVIDDTVITKVSDDHIYLVVNAGCRKKDLAHLKKHLKPFQDTGK 
Hsa_FL  109 LRPNQGTLSLFTNEAGGILDDLIVTNTSEGHLYVVSNAGCWEKDLALMQDKVRELQNQGR 
Hsa_ES  109 LRPNQ--------------------------------------------DKVRELQNQGR 
 
 
Cre     168 DVAMTVHDDRSLLALQGPAAAEVVAGLVAPGVDLKAMYFSDFKPIDLGGIP-CWVTRTGY 
Vca     180 DVALTVHDDRSLLALQGPAAKDVLG-ALAPGVDLAAMYFSDFRTFDVAGIP-CWVTRTGY 
Smo_1   173 DVSSHVHDERSLLALQGPLAASTLQHLVKE--DLSKVYFGNFRILSVNGAE-CFITRTGY 
Smo_2   173 DVSSHVHDERSLLALQGPLAASTLQHLVKE--DLSKVYFGNFRILSVNGAE-CFITRTGY 
Bra_2   173 DVSWHIHDERSLLALQGPLAAPVLQHLTKE--DLSKLYFGQFQILDINGST-CFLTRTGY 
Bra_1   172 DVSWHIHDDRSLLALQGPLAAPVLQHLTKE--DLSKLYFGQFQILDINGST-CFLTRTGY 
Ath_FL  172 DVSWHIHDERSLLALQGPLAAPVLQHLTKE--DLSKLYFGNFQILDINGST-CFLTRTGY 
Ath_EI  128 DVSWHIHDERSLLALQGPLAAPVLQHLTKE--DLSKLYFGNFQILDINGST-CFLTRTGY 
Aly     172 DVSWHIHDERSLLALQGPLAAPVLQHLTKE--DLSKLYFGQFQILDINGST-CFLTRTGY 
Ptr_2   172 DVSWHIHDERSLLALQGPLSASVLQHLTKD--DLSKLYFGEFRITDINGAY-CFITRTGY 
Ptr_1   172 DVSWHIHDERSLLALQGPLAAPVLQHLTKE--DLSKVYFGEFRITDINGAR-CFITRTGY 
Vvi     172 DVSWHIHDERSLLALQGPLAAPVLQHLTKE--DLSKLFFGEFQILDINGAT-CFLTRTGY 
Osa     172 DVKWHVHDERSLLALQGPLAAPTLQLLTKE--DLSKMYFSDFKMIDINGYA-CFLTRTGY 
Ppa_1   175 SVGWHIHDERSLLALQGPLAGEVLQKLTKE--DLSKMYFSDFKIIDINGSE-CFLTRTGY 
Ppa_2   133 SVGWHIHDERSLLALQGPLAADILQTLTKE--DLSKMYFSDFKVIDINGSE-CFLTRTGY 
Hsa_FL  169 DVGLEVLDN-ALLALQGPTAAQVLQAGVAD--DLRKLPFMTSAVMEVFGVSGCRVTRCGY 
Hsa_ES  125 DVGLEVLDN-ALLALQGPTAAQVLQAGVAD—-DLRKLPFMTSAVMEVFGVSGCRVTRCGY 
 
 
Cre     227 TGEDGFEISVPNSHAVALAEKLTAN--KRVRMAGLGPRDSLRLEAGLCLYGNDLNEDLTP 
Vca     238 TGEDGFEISVPSTHAVALAEKLTAS--ERVRLAGLGPRDSLRLEAGLCLYGNDLNESLTP 
Smo_1   230 TGEDGFEISVPSEHALELAKALLEKSEGKILLTGLGARDSLRLEAGLCLYGHDMDDNTSV 
Smo_2   230 TGEDGFEISVPSEHGVELAKALLEKSEGKILLTGLGARDSLRLEAGLCLYGHDMDDNTSV 
Bra_2   230 TGEDGFEISVPSEHAVDLAKAILEKSEGKVRLTGLGARDSLRLEAGLSLYGNDMEQHISP 
Bra_1   229 TGEDGFEISVPSEHAVDLAKAILEKSEGKVRLTGLGARDSLRLEAGLCLYGNDMEQHISP 
Ath_FL  229 TGEDGFEISVPDEHAVDLAKAILEKSEGKVRLTGLGARDSLRLEAGLCLYGNDMEQHISP 
Ath_EI  185 TGEDGFEISVPDEHAVDLAKAILEKSEGKVRLTGLGARDSLRLEAGLCLYGNDMEQHISP 
Aly     229 TGEDGFEISVPDEHAVDLAKAILEKSEGKVRLTGLGARDSLRLEAGLCLYGNDMEQHISP 
Ptr_2   229 TGEDGFEISVPSENAVDLAKAILEKSEGKIRLTGLGARDSLRLEAGLCLYGNDMEQHITP 
Ptr_1   229 TGEDGFEISVPSENAVDLAKAILEKSEGKVRLTGLGARDSLRLEAGLCLYGNDMEQHITP 
Vvi     229 TGEDGFEISVPSENAVDLAKAILEKSEGKVRLTGLGARDSLRLEAGLCLYGNDMEQHVTP 
Osa     229 TGEDGFEISVPSENAVDLAKALLEKSEGKVRLTGLGARDSLRLEAGLCLYGNDMEQHITP 
Ppa_1   232 TGEDGFEISVPDESALDLTKAIMDKAPGKLRLTGLGARDSLRLEAGLCLYGNDLEQHISP 
Ppa_2   190 TGEDGFEISVPDESALDLTKAIMDKGQGKIRLTGLGARDSLRLEAGLCLYGNDLEQHISP 



Hsa_FL  226 TGEDGVEISVPVAGAVHLATAILKN--PEVKLAGLAARDSLRLEAGLCLYGNDIDEHTTP 
Hsa_ES  182 TGEDGVEISVPVAGAVHLATAILKN--PEVKLAGLAARDSLRLEAGLCLYGNDIDEHTTP 
 
 
Cre     285 VEAGLAWTIGKRRREKFDFLGGDIIKKQLAEGVSKRRVGFVSTGAPARQHSVVSTPDGKV 
Vca     296 VEAGLAWTIGKRRREGFDFLGGDVIKKQLAEGVSKRRVGFVSSGAPARQHSVISTPDGQV 
Smo_1   290 VEAGVAWTIGKRRRAEGGFLGADVILKQLKEGVSRKRVGMISEGAPARAHCPIYNASDEV 
Smo_2   290 VEAGVAWTIGKRRRAEGGFLGADVILKQLKEGVSRKRVGMISEGAPARAHCPIYNASDEV 
Bra_2   290 VEAGLTWAIGKRRRAEGGFLGADVILKQLEDEPTIRRVRFFSSGPPARSHSEVHDENGNK 
Bra_1   289 VEAGLTWAIGKRRRAEGGFLGADVILKQLQDGPTIRRVGFFSSGPPARSHSEVHDESGNK 
Ath_FL  289 VEAGLTWAIGKRRRAEGGFLGADVILQQLKDGPTIRRVGFFSSGPPARSHSEVHDESGNK 
Ath_EI  245 VEAGLTWAIGKRRRAEGGFLGADVILQQLKDGPTIRRVGFFSSGPPARSHSEVHDESGNK 
Aly     289 VEAGLTWAIGKRRRAEGGFLGADVILQQLKDGPTIRRVGFFSSGPPARSHSEVHDESGNK 
Ptr_2   289 VEAGLSWAIGKRRKAEGGFLGAEVILKQLAEGPKIRLVGFTSTGPPPRSHSEIQDEKGTN 
Ptr_1   289 VEAGLNWAIGKRRKAEGGFLGAEVILKQLAEGPKVRLVGFSSTGPPPRSHSEIQDEKGTN 
Vvi     289 VEAGLTWAIGKRRRAEGGFLGAEVILKQLEEGPSVRRVGFFSSGPPARSHSEIQDDKGNN 
Osa     289 VEAGLSWAIGKRRKAEGGFLGADVILKQLQEGPKIRRVGLLSQGPPPRSHSEIVSNSGEN 
Ppa_1   292 IEAGLAWTVGKRRRAEGNFLGAEPILRQIKDGVSRRRVGFISTGAPARAHSEILDLEGKN 
Ppa_2   250 IEAGLAWTVGKRRRAEGNFLGAETILRQIKDGVSKRRVGFISTGAPARAHSEILDLEGNN 
Hsa_FL  284 VEGSLSWTLGKRRRAAMDFPGAKVIVPQLKGRVQRRRVGLMCEGAPMRAHSPILNMEGTK 
Hsa_ES  240 VEGSLSWTLGKRRRAAMDFPGAKVIVPQLKGRVQRRRVGLMCEGAPMRAHSPILNMEGTK 
 
 
Cre     345 VGEITSGAFSPCLKKNIAMGYVDKDFAKAGTALKVEVRGKVNDAVVTKMPFVPTPYYKRP 
Vca     356 VGEVTSGAFSPCLKKNIAMGYVEKDFSKPGTQLKVEVRGKQNEAVVTKMPFLPTPYYKRP 
Smo_1   350 IGEVTSGGFSPCLKKNIAMGYVSTGNHKEGTPISVAVRDKKNAGVITKMPFVPAKYHKKP 
Smo_2   350 IGEVTSGGFSPCLKKNIAMGYVSTGNHKEGTPISVAVRDKKNAGVITKMPFVPAKYHKKP 
Bra_2   350 IGEITSGGFSPNLKKNIAMGYVKSGQHKNGTKVKILVRGKPYEGNITKMPFVATKYYKPT 
Bra_1   349 IGEITSGGFSPNLKKNIAMGYVKSGQHKNGTKVKIVVRGKPYEGNITKMPFVATKYYKPS 
Ath_FL  349 IGEITSGGFSPNLKKNIAMGYVKSGQHKTGTKVKILVRGKPYEGSITKMPFVATKYYKPT 
Ath_EI  305 IGEITSGGFSPNLKKNIAMGYVKSGQHKTGTKVKILVRGKPYEGSITKMPFVATKYYKPT 
Aly     349 IGEITSGGFSPNLKKNIAMGYVKSGQHKTGTKVKILVRGKPYEGSITKMPFVATKYYKPT 
Ptr_2   349 IGEITSGGFSPCLKKNIAMGYVKSGSHKAGTKAKILVRGKAYDGAVTKKPFVPTKYYKPS 
Ptr_1   349 IGEITSGGFSPCLKKNIAMGYVKSGFHKAGTKAKILVRGKAYDGVVTKKPFVPTKYYKPS 
Vvi     349 IGEITSGGFSPCLKKNIGMGYVKSGSHKAGTKVKILIRGKPYDGVVTKMPFVPTKYYKPS 
Osa     349 IGEVTSGGFSPCLKKNIAMGYVKSGLHKAGTEFKVVVRGKSYDAVVTKMPFVPTKYYKPS 
Ppa_1   352 IGEITSGGFSPCLKKNISMGYIATGHHKNNTQVKVTVRSKSYDAVVTKMPFVPSKYYKPP 
Ppa_2   310 IGEITSGGFSPCLKKNISMGYIATGHHKNNTKVKLAVRSKTYDATVTKMPFVPSKYYKPP 
Hsa_FL  344 IGTVTSGCPSPSLKKNVAMGYVPCEYSRPGTMLLVEVRRKQQMAVVSKMPFVPTNYYTLK 
Hsa_ES  300 IGTVTSGCPSPSLKKNVAMGYVPCEYSRPGTMLLVEVRRKQQMAVVSKMPFVPTNYYTLK 
 
 
Cre     405 EPAKK- 
Vca     416 EAAKK- 
Smo_1   410 ------ 
Smo_2   410 ------ 
Bra_2   410 ------ 
Bra_1   409 ------ 
Ath_FL  409 ------ 
Ath_EI  365 ------ 
Aly     409 ------ 
Ptr_2   409 ------ 
Ptr_1   409 ------ 
Vvi     409 ------ 
Osa     409 ------ 
Ppa_1   412 Q----- 
Ppa_2   370 QEAAKS 
Hsa_FL  404 ------ 
Hsa_ES  360 ------ 

 



 

SpliceAid2   
Smo_1   220 CTCAATTGTCGCCAGAATGGTAGCCTTTTCGACGTGTCTCATATGTGTGGCCTCACCCTC 
Smo_2   220 CTCAATTGTCGCCAGAATGGTAGCCTTTTCGACGTGTCTCATATGTGTGGCCTCACCCTC 
Ath_FL  217 GTTAACTGCAGGGAAAATGGGAGTTTGTTTGATGTTGCACATATGTGTGGTTTGAGCCTT 
Ath_EI  217 GTTAACTGCAGGGAAAATGGGAGTTTGTTTGATGTTGCACATATGTGTGGTTTGAGCCTT 
Aly     217 GTTAACTGCAGGCAAAATGGGAGTTTGTTTGATGTTGCACATATGTGTGGTTTGAGCCTT 
Bra_1   217 GTTAACTGCAGAGTCAATGGCAGTTTTTTTGATGTTGCTCACATGTGTGGTTTTAGCCTC 
Bra_2   220 GTTAACTGCAGGGTCAACGGGAGTTTGTTCGATGTTGCGCACATGTGTGGTCTGAGCCTC 
Ptr_2   217 GTGAATTGTAGACAGAACGGTAGCCTTTTTGATGTCTCACATATGTGTGGGTTGAGCCTC 
Ptr_1   217 GTGAATTGTAGACAGAATGGTAGCCTTTTTGATGTCTCACATATGTGTGGGTTTAGCCTG 
Vvi     217 GTGAATTGTCGGGAGAATGGTAGCCTCTTTGATGTCTCCCATATGTGTGGGCTAAGCCTC 
Osa     217 CTCAACTGCCGCGCCAACGGCAGCCTCTTCGACGTCTCCCACATGTGCGGCCTCAGCCTC 
Ppa_1   226 ATCAATTGCCGGACTAACGGCAGTTTGTTCGATGTGTCGCATATGTGTGGGCTGAGCTTG 
Ppa_2   100 ACGAATTGCCGCTCCAATGGCAGTTTGTTTGATGTCTCGCACATGTGTGGGTTGAGCCTC 
Cre     205 ACGCACTGCCGTCAGAACGCCTCGCTGTTCGACGTGTCGCACATGTGTGGTTTCTCGCTG 
Vca     241 ATTTTTTGCCGAAAGAATGCATCTCTTTTTGACGTGTCCCACATGTGTGGGCTCACGCTC 
            ___________________________________________________________ 
Protein      V  N  C  R  E  N  G  S  L  F  D  V  A  H  M  C  G  L  S  L  
 
Smo_1   280 AAAGGCAAGGACGCGATTCCTTTCCTCGAGACGCTGGTCGTGGGTGATATCGCGGGTCTG 
Smo_2   280 AAAGGCAAGGACGCGATTCCTTTCCTCGAGACGCTGGTCGTGGGTGATATCGCGGGTCTG 
Ath_FL  277 AAGGGTAAAGATTGTGTTCCTTTTCTTGAGACACTTGTGGTTGCTGATGTGGCTGGTTTG 
Ath_EI  277 AAGG-------------------------------------------------------- 
Aly     277 AAGGGTAAAGATTGTGTTCCTTTTCTTGAGACACTTGTGGTTGCTGATGTGGCTGGTTTG 
Bra_1   277 AAAGGCAAAGACTGTGTTCCTTTTCTCGAGACGCTCGTGGTTGCTGACGTGGCTGGTTTG 
Bra_2   280 AAGGGCAAAGACTGTGTTCCCTTTCTCGAGACGCTAGTGGTTGCTGACGTGGCTGGTTTG 
Ptr_2   277 AAGGGCAAGGACTGTATTCCTTTCCTAGAGAAGCTTGTTATTGCTGATGTTGCCGCGCTT 
Ptr_1   277 AAGGGAAAGGACTGTGTTCCTTTCCTAGAGAAACTTGTTATTGCTGATGTTGCTGCGCTT 
Vvi     277 AAGGGAAAGGACTGCATTCCTTTTCTGGAAAAGCTTGTCATTGCTGATGTTGCTGGGCTT 
Osa     277 CACGGCCGCCAGGCCATCCCCTTCCTCGAGTCCCTCGTCGTCGCCGACGTCGCGGCGCTC 
Ppa_1   286 AAAGGCCCAGATGCCATTGATTTCTTGGAGACGCTTGTTGTCGCCGACATCAAAGGCCTC 
Ppa_2   160 AAGGGCCCTGATGCCATCGACTTCCTTGAGACGCTCGTCGTGGCCGACATTAAGGGCCTC 
Cre     265 AAGGGCAAAGACGCCATCCAGTTCCTGGAGGGGCTGGTGGTTGGTGACATCGCCGGCCTC 
Vca     301 AAGGGCAAAGACGCGATCAAGTTCCTTGAGGGCCTTGTGGTGGGCGACATCGCTGGGCTC 
            ___________________________________________________________ 
Protein      K  G  K  D  C  V  P  F  L  E  T  L  V  V  A  D  V  A  G  L  
 
Smo_1   340 TCAGACGGCTCGTGTAGTCTCTCGGCGTTCACCAACGAGAAGGGAGGGACCATCGACGAC 
Smo_2   340 TCAGACGGCTCGTGTACTCTCTCGGCGTTCACCAACGAGAAGGGAGGAACCATCGACGAC 
Ath_FL  337 GCTCCTGGAACTGGGAGCTTAACTGTGTTCACAAACGAGAAAGGAGGTGCCATTGATGAC 
Ath_EI  281 ------------------------------------------------------------ 
Aly     337 GCTCCTGGAACTGGGAGCTTAACTGTGTTTACAAATGAGAAAGGAGGTGCCATTGATGAC 
Bra_1   337 GCTCCTGGGACCGGGAGCTTGACGGTGTTCACGAACGAGAAGGGAGGTGCTATTGATGAC 
Bra_2   340 GCTCCTGGAACCGGGAGCTTGACTGTGTTTACGAATGAGAAGGGTGGTGCTATTGATGAC 
Ptr_2   337 GCACCTGGAACTGGGACTCTAACTGTCTTTACTAATGAGAAAGGAGGAGCAATTGATGAT 
Ptr_1   337 GCACCTGGAACTGGGACTCTAACTGTCTTTACTAATGAGAAAGGAGGAGCAATTGATGAT 
Vvi     337 GCCCCTGGGACTGGGACTTTAACCGTCTTTACAAATGAGAAAGGAGGGGCAATTGATGAT 
Osa     337 AAGGACGGCACCGGGACGCTCACCGTCTTCACCAACGACCGCGGCGGCGCCATCGACGAC 
Ppa_1   346 GCCAATGGTACCGGCACGCTCTCCGTCTTTACGAACGAGAATGGTGGAGTGATCGATGAC 
Ppa_2   220 GCACCTGGCACTGGCACGCTCTCCGTGTTTACGAACGAGAATGGAGGCGTTATTGACGAC 
Cre     325 AAGGACGGCACCGGCTCCCTGAGCGCCTTCACCAACGAAAAGGGTGGCATCATTGACGAC 
Vca     361 AAGGATGGCACCGGCTCGCTCTCGGTGTTCACCAACGAGCAGGGCGGCATCATCGACGAC 
            ___________________________________________________________ 
Protein      A  P  G  T  G  S  L  T  V  F  T  N  E  K  G  G  A  I  D  D  
 

SpliceAid2  

B

 
Smo_1   400 ACCGTGATAACCAAAGTGAAGGATGGTCACGTCTACCTGGTGGTAAATGCGGGTTGCCGA 
Smo_2   400 ACTGTGATAACCAAAGTGAAAGATGGTCACGTCTACCTGGTGGTAAATGCGGGTTGCCGA 
Ath_FL  397 TCGGTGATTACCAAAGTGACAGATGAACATATCTATTTGGTGGTCAATGCTGGCTGTAGG 
Ath_EI  281 ----------------TGACAGATGAACATATCTATTTGGTGGTCAATGCTGGCTGTAGG 
Aly     397 TCGGTCATTACCAAAGTGACAGATGAACATATCTATTTGGTGGTCAATGCTGGTTGTAGG 
Bra_1   397 TCGGTGATTACCAAAGTGACGGATGAGCATATCTATTTGGTGGTGAATGCTGGTTGTAGG 
Bra_2   400 TCGGTGATTACTAAAGTGACTGATGAGCATATCTACTTGGTGGTGAATGCTGGTTGTAGG 
Ptr_2   397 TCAGTGATCACCAAAGTTCAGAATGATCACATGTACATAGTTGTGAATGCAGGGTGTAGA 
Ptr_1   397 TCAGTGATCACCAAGGTGACGGATGATCACATGTACATAGTTGTGAATGCAGGGTGTAGA 
Vvi     397 TCTGTGATCACCAAGGTGAAGGATAACCACATCTACCTGGTTGTGAATGCCGGGTGTAGG 
Osa     397 TCCGTCGTTACCAAGGTCACCGACCAGCACATCTACCTCGTCGTCAACGCCGGGTGCAGG 
Ppa_1   406 ACTGTCATCACAAAGGTGACAGATGACCACATCTACCTGGTTGTCAATGCCGGGTGCCGG 
Ppa_2   280 ACCGTCATCACAAAGGTGTCAGACGATCACATCTACTTGGTGGTCAATGCGGGTTGTCGT 
Cre     385 ACCGTCATCACCAAGGTGAACGGCCAGCACATCTACACGGTGGTGAACGCGGGCTGCCGC 
Vca     421 ACCGTCATCACCAAGGTCAATGGCCAGGAGATCTACGTGGTGGTGAATGCGGGCTGCCGG 
            ___________________________________________________________ 
Protein S  V  I  T  K  V  T  D  E  H  I  Y  L  V  V  N  A  G  C  R  
 



 
 
Ocu_FL    1 ---MRQAVSMVAHLGFRLRALPSALSRSLSSAQDVLHRTPLYDFHLAHGGKMVAFAGWSL 
Ocu_ES    1 ---MRQAVSMVAHLGFRLRALPSALSRSLSSAQDVLHRTPLYDFHLAHGGKMVAFAGWSL 
Eca_FL    1 ---MQRAVSMVARLGLRLQAFPSTLGRPLSCTQDVLRRTPLYDFHLAHGGKMVAFAGWSL 
Eca_ES    1 ---MQRAVSMVARLGLRLQAFPSTLGRPLSCTQDVLRRTPLYDFHLAHGGKMVAFAGWSL 
Mmu_FL    1 ---MQRVVSVVAHLGFRLQALPPALCRPLSCAQDVLRRTPLYDFHLAHGGKMVAFAGWSL 
Mmu_ES    1 ---MQRVVSVVAHLGFRLQALPPALCRPLSCAQDVLRRTPLYDFHLAHGGKMVAFAGWSL 
Hsa_FL    1 ---MQRAVSVVARLGFRLQAFPPALCRPLSCAQEVLRRTPLYDFHLAHGGKMVAFAGWSL 
Hsa_ES    1 ---MQRAVSVVARLGFRLQAFPPALCRPLSCAQEVLRRTPLYDFHLAHGGKMVAFAGWSL 
Ptr_FL    1 ---MQRAVSVVARLGFRLQAFPPALCHPLSCAQEVLRRTPLYDFHLAHGGKMVAFAGWSL 
Ptr_ES    1 ---MQRAVSVVARLGFRLQAFPPALCHPLSCAQEVLRRTPLYDFHLAHGGKMVAFAGWSL 
Pab_FL    1 ---MQRAVSVVAHLGSRLQAFSPALCRPFSCAQEVLRRTPLYDFHLAHGGKMVAFAGWSL 
Pab_ES    1 ---MQRAVSVVAHLGSRLQAFSPALCRPFSCAQEVLRRTPLYDFHLAHGGKMVAFAGWSL 
Ath_FL    1 MRGGSLWQLGQSITRRLAQSDKKVVSRRYFASEADLKKTALYDFHVAHGGKMVPFAGWSM 
Ath_EI    1 MRGGSLWQLGQSITRRLAQSDKKVVSRRYFASEADLKKTALYDFHVAHGGKMVPFAGWSM 
 
 
Ocu_FL   58 PVQYQDSHMDLHLHTRQHCSLFDVSHMLQTKIFGSDRVKLMESLVVGDIAELRPNQGTLS 
Ocu_ES   58 PVQYQDSHMDLHLHTRQHCSLFDVSHMLQTKIFGSDRVKLMESLVVGDIAELRPNQ---- 
Eca_FL   58 PVQYRDSHVDSHLHTRQHCSLFDVSHMLQTKIFGCDRVRLMESLVVGDIAELRPNQGTLS 
Eca_ES   58 PVQYRDSHVDSHLHTRQHCSLFDVSHMLQTKIFGCDRVRLMESLVVGDIAELRPNQ---- 
Mmu_FL   58 PVQYRDSHTDSHLHTRQHCSLFDVSHMLQTKIFGSDRVKLMESLVVGDIAELRPNQGTLS 
Mmu_ES   58 PVQYRDSHTDSHLHTRQHCSLFDVSHMLQTKIFGSDRVKLMESLVVGDIAELRPNQ---- 
Hsa_FL   58 PVQYRDSHTDSHLHTRQHCSLFDVSHMLQTKILGSDRVKLMESLVVGDIAELRPNQGTLS 
Hsa_ES   58 PVQYRDSHTDSHLHTRQHCSLFDVSHMLQTKILGSDRVKLMESLVVGDIAELRPNQ---- 
Ptr_FL   58 PVQYRDSHTDSHLHTRQHCSLFDVSHMLQTKILGSDRVKLMESLVVGDIAELRPNQGTLS 
Ptr_ES   58 PVQYRDSHTDSHLHTRQHCSLFDVSHMLQTKILGSDRVKLMESLVVGDIAELRPNQ---- 
Pab_FL   58 PVQYRDSHTDSHLHTRQHCSLFDVSHMLQTKILGSDRVKLMESLVVGDIAELRPNQGTLS 
Pab_ES   58 PVQYRDSHTDSHLHTRQHCSLFDVSHMLQTKILGSDRVKLMESLVVGDIAELRPNQ---- 
Ath_FL   61 PIQYKDSIMDSTVNCRENGSLFDVAHMCGLSLKGKDCVPFLETLVVADVAGLAPGTGSLT 
Ath_EI   61 PIQYKDSIMDSTVNCRENGSLFDVAHMCGLSLK--------------------------- 
 
 
Ocu_FL  118 LFTNEAGGILDDLIVTNTSEGYLYVVSNAGCWDKDLALMQNKVRELQNKGSDVGLEVVDN 
Ocu_ES  114 ----------------------------------------NKVRELQNKGSDVGLEVVDN 
Eca_FL  118 LFTNEAGGILDDLIVTNTSEGHLYVVSNAGCWDKDLALMQDKVRELQNIGSDVGLEVVDN 
Eca_ES  114 ----------------------------------------DKVRELQNIGSDVGLEVVDN 
Mmu_FL  118 LFTNEAGGILDDLIVTNTSEGHLYVVSNAGCWEKDLALMQDKVRELQNQGRDVGLEVLDN 
Mmu_ES  114 ----------------------------------------DKVRELQNQGRDVGLEVLDN 
Hsa_FL  118 LFTNEAGGILDDLIVTNTSEGHLYVVSNAGCWEKDLALMQDKVRELQNQGRDVGLEVLDN 
Hsa_ES  114 ----------------------------------------DKVRELQNQGRDVGLEVLDN 
Ptr_FL  118 LFTNEAGGILDDLIVTNTSEGHLYVVSNAGCWEKDLALMQDKVRELQNQGRDVGLEVLDN 
Ptr_ES  114 ----------------------------------------DKVRELQNQGRDVGLEVLDN 
Pab_FL  118 LFTNEAGGILDDLIVTSTSEGHLYVVSNAGCWEKDLALMQDKVRELQNQGRDVGLEVLDN 
Pab_ES  114 ----------------------------------------DKVRELQNQGRDVGLEVLDN 
Ath_FL  121 VFTNEKGGAIDDSVITKVTDEHIYLVVNAGCRDKDLAHIEEHMKAFKSKGGDVSWHIHDE 
Ath_EI   94 -----------------VTDEHIYLVVNAGCRDKDLAHIEEHMKAFKSKGGDVSWHIHDE 
 
 
Ocu_FL  178 -ALLALQGPTAAQVLQAGVAHDLRKLPFMTSAVMEVFGVAGCRVTRCGYTGEDGMEISVP 
Ocu_ES  134 -ALLALQGPTAAQVLQAGVAHDLRKLPFMTSAVMEVFGVAGCRVTRCGYTGEDGMEISVP 
Eca_FL  178 -ALLALQGPTAAQVLQAGVADDLKKLPFMTSAVMEVFGVSGCRVTRCGYTGEDGVEISVP 
Eca_ES  134 -ALLALQGPTAAQVLQAGVADDLKKLPFMTSAVMEVFGVSGCRVTRCGYTGEDGVEISVP 
Mmu_FL  178 -ALLALQGPTAAQVLQASVADDLKKLPFMTSAVMEVFGVSGCRVTRCGYTGEDGVEISVP 
Mmu_ES  134 -ALLALQGPTAAQVLQASVADDLKKLPFMTSAVMEVFGVSGCRVTRCGYTGEDGVEISVP 
Hsa_FL  178 -ALLALQGPTAAQVLQAGVADDLRKLPFMTSAVMEVFGVSGCRVTRCGYTGEDGVEISVP 
Hsa_ES  134 -ALLALQGPTAAQVLQAGVADDLRKLPFMTSAVMEVFGVSGCRVTRCGYTGEDGVEISVP 
Ptr_FL  178 -ALLALQGPTAAQVLQAGVADDLRKLPFMTSAVMEVFGVSGCRVTRCGYTGEDGVEISVP 
Ptr_ES  134 -ALLALQGPTAAQVLQAGVADDLRKLPFMTSAVMEVFGVSGCRVTRCGYTGEDGVEISVP 
Pab_FL  178 -ALLALQGPTAAQVLQAGVADDLRKLPFMTSAVMEVFGVSGCRVTRCGYTGEDGVEISVP 
Pab_ES  134 -ALLALQGPTAAQVLQAGVADDLRKLPFMTSAVMEVFGVSGCRVTRCGYTGEDGVEISVP 
Ath_FL  181 RSLLALQGPLAAPVLQHLTKEDLSKLYFGNFQILDINGST-CFLTRTGYTGEDGFEISVP 
Ath_EI  137 RSLLALQGPLAAPVLQHLTKEDLSKLYFGNFQILDINGST-CFLTRTGYTGEDGFEISVP 
 
 
Ocu_FL  237 APGAVRLATAFLENPE--VKLAGLAARDSLRLEAGLCLYGNDIDEHTTPVEGSLSWTLGK 
Ocu_ES  193 APGAVRLATAFLENPE--VKLAGLAARDSLRLEAGLCLYGNDIDEHTTPVEGSLSWTLGK 
Eca_FL  237 AVGAVRLATALLENPE--VKLAGLAARDSLRLEAGLCLYGNDIDEHTTPVEGSLSWTLGK 
Eca_ES  193 AVGAVRLATALLENPE--VKLAGLAARDSLRLEAGLCLYGNDIDEHTTPVEGSLSWTLGK 
Mmu_FL  237 AAEAVHLATALLKNPE--VKLAGLAARDSLRLEAGLCLYGNDIDEHTTPVEGSLSWTLGK 
Mmu_ES  193 AAEAVHLATALLKNPE--VKLAGLAARDSLRLEAGLCLYGNDIDEHTTPVEGSLSWTLGK 
Hsa_FL  237 VAGAVHLATAILKNPE--VKLAGLAARDSLRLEAGLCLYGNDIDEHTTPVEGSLSWTLGK 
Hsa_ES  193 VAGAVHLATAILKNPE--VKLAGLAARDSLRLEAGLCLYGNDIDEHTTPVEGSLSWTLGK 
Ptr_FL  237 VAGAVHLATALLKNPE--VKLAGLAARDSLRLEAGLCLYGNDIDEHTTPVEGSLSWTLGK 
Ptr_ES  193 VAGAVHLATALLKNPE--VKLAGLAARDSLRLEAGLCLYGNDIDEHTTPVEGSLSWTLGK 
Pab_FL  237 VAGAVHLATALLKNPE--VKLAGLAARDSLRLEAGLCLYGNDIDEHTTPVEGSLSWTLGK 
Pab_ES  193 VAGAVHLATALLKNPE--VKLAGLAARDSLRLEAGLCLYGNDIDEHTTPVEGSLSWTLGK 
Ath_FL  240 DEHAVDLAKAILEKSEGKVRLTGLGARDSLRLEAGLCLYGNDMEQHISPVEAGLTWAIGK 
Ath_EI  196 DEHAVDLAKAILEKSEGKVRLTGLGARDSLRLEAGLCLYGNDMEQHISPVEAGLTWAIGK 
Ocu_FL  295 RRRAAMDFPGAEVIVPQLKGKVQRRRVGLMCEGAPMRAHSPILNVEGTRIGTVTSGCPSP 

C



Ocu_ES  251 RRRAAMDFPGAEVIVPQLKGKVQRRRVGLMCEGAPMRAHSPILNVEGTRIGTVTSGCPSP 
Eca_FL  295 RRRAAMDFPGATVIVPQLKGKVQRRRVGLMCEGAPMRAHSPILSTEGTVIGTVTSGCPSP 
Eca_ES  251 RRRAAMDFPGATVIVPQLKGKVQRRRVGLMCEGAPMRAHSPILSTEGTVIGTVTSGCPSP 
Mmu_FL  295 RRRAAMDFPGAKVIVPQLKGKVQRRRVGLMCEGAPMRAHSPILNMEGTKIGTVTSGCPSP 
Mmu_ES  251 RRRAAMDFPGAKVIVPQLKGKVQRRRVGLMCEGAPMRAHSPILNMEGTKIGTVTSGCPSP 
Hsa_FL  295 RRRAAMDFPGAKVIVPQLKGRVQRRRVGLMCEGAPMRAHSPILNMEGTKIGTVTSGCPSP 
Hsa_ES  251 RRRAAMDFPGAKVIVPQLKGRVQRRRVGLMCEGAPMRAHSPILNMEGTKIGTVTSGCPSP 
Ptr_FL  295 RRRAAMDFPGAKVIVPQLKGKVQRRRVGLMCEGAPMRAHSPILNMEGTKIGTVTSGCPSP 
Ptr_ES  251 RRRAAMDFPGAKVIVPQLKGKVQRRRVGLMCEGAPMRAHSPILNMEGTKIGTVTSGCPSP 
Pab_FL  295 RRRAAMDFPGAKVIVPQLKGKVQRRRVGLMCEGAPMRAHSPILNMEGTKIGTVTSGCPSP 
Pab_ES  251 RRRAAMDFPGAKVIVPQLKGKVQRRRVGLMCEGAPMRAHSPILNMEGTKIGTVTSGCPSP 
Ath_FL  300 RRRAEGGFLGADVILQQLKDGPTIRRVGFFSSGPPARSHSEVHDESGNKIGEITSGGFSP 
Ath_EI  256 RRRAEGGFLGADVILQQLKDGPTIRRVGFFSSGPPARSHSEVHDESGNKIGEITSGGFSP 
 
 
Ocu_FL  355 CLKKNVAMGYVPLEYSRPGTPLLVEVRRKQQMAVVSKMPFVPTNYYTLK 
Ocu_ES  311 CLKKNVAMGYVPLEYSRPGTPLLVEVRRKQQMAVVSKMPFVPTNYYTLK 
Eca_FL  355 CLKKNVAMGYVPCEYSRPGTPLLVEVRQKQQMAVVSKMPFVPTNYYILK 
Eca_ES  311 CLKKNVAMGYVPCEYSRPGTPLLVEVRQKQQMAVVSKMPFVPTNYYILK 
Mmu_FL  355 SLKKNVAMGYVPCEYSRPGTMLLVEVRRKQQMAVVSKMPFVPTNYYTLK 
Mmu_ES  311 SLKKNVAMGYVPCEYSRPGTMLLVEVRRKQQMAVVSKMPFVPTNYYTLK 
Hsa_FL  355 SLKKNVAMGYVPCEYSRPGTMLLVEVRRKQQMAVVSKMPFVPTNYYTLK 
Hsa_ES  311 SLKKNVAMGYVPCEYSRPGTMLLVEVRRKQQMAVVSKMPFVPTNYYTLK 
Ptr_FL  355 SLKKNVAMGYVPCEYSRPGTMLLVEVRRKQQMAVVSKMPFVPTNYYTLK 
Ptr_ES  311 SLKKNVAMGYVPCEYSRPGTMLLVEVRRKQQMAVVSKMPFVPTNYYTLK 
Pab_FL  355 SLKKNVAMGYVPCEYSRPGTMLLVEVRRKQQMAVVSKMPFVPTNYYTLK 
Pab_ES  311 SLKKNVAMGYVPCEYSRPGTMLLVEVRRKQQMAVVSKMPFVPTNYYTLK 
Ath_FL  360 NLKKNIAMGYVKSGQHKTGTKVKILVRGKPYEGSITKMPFVATKYYKPT 
Ath_EI  316 NLKKNIAMGYVKSGQHKTGTKVKILVRGKPYEGSITKMPFVATKYYKPT 
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A  
Cin_HSPA1A          1 MSKGPAVGIDLGTTYSCVGVFQHGKVEIIANDQGNRTTPSYVAFTDTERLIGDAAKNQVA 
Csa_HSPA1A          1 MSKGPAVGIDLGTTYSCVGVFQHGKVEIIANDQGNRTTPSYVAFTDSERLIGDAAKNQVM 
Hsa_HSPA1A_FL       1 MAKAAAIGIDLGTTYSCVGVFQHGKVEIIANDQGNRTTPSYVAFTDTERLIGDAAKNQVA 
Hsa_HSPA1A_EI       1 MAKAAAIGIDLGTTYSCVGVFQHGK----------------------------------- 
 
 
Cin_HSPA1A         61 MNPTNTVFDAKRLIGRRFNDSTVQSDIKHWPFTVANDNTKPKVKVDYKGETKTFFPEEIS 
Csa_HSPA1A         61 N-PTNTVFDAKRLIGRRFDDATVQSDMKHWPFNVKNESTKPKVSVEYKGETKTFFPEEIS 
Hsa_HSPA1A_FL      61 LNPQNTVFDAKRLIGRKFGDPVVQSDMKHWPFQVINDGDKPKVQVSYKGETKAFYPEEIS 
Hsa_HSPA1A_EI      26 ------------------------------------------------------------ 
 
 
Cin_HSPA1A        121 SMVLLRMKETAEAYLGKTITDAVVTVPAYFNDSQRQATKDAGTISGLNVLRIINEPTAAA 
Csa_HSPA1A        120 SMVLLRMKETAEAYLGKTVTDAVVTVPAYFNDSQRQATKDAGTISGLNVLRIINEPTAAA 
Hsa_HSPA1A_FL     121 SMVLTKMKEIAEAYLGYPVTNAVITVPAYFNDSQRQATKDAGVIAGLNVLRIINEPTAAA 
Hsa_HSPA1A_EI      26 ------------------------------------------------------------ 
 
 
Cin_HSPA1A        181 IAYGLDK--KVGAERNVLIFDLGGGTFDVSVLTIEDGIFEVKSTAGNTHLGGEDFDNRMV 
Csa_HSPA1A        180 IAYGLDK--KVGVERNVLIFDLGGGTFDVSILTIEDGIFEVKSTAGNTHLGGEDFDNRMV 
Hsa_HSPA1A_FL     181 IAYGLDRTGK-G-ERNVLIFDLGGGTFDVSILTIDDGIFEVKATAGDTHLGGEDFDNRLV 
Hsa_HSPA1A_EI      26 -----------G-ERNVLIFDLGGGTFDVSILTIDDGIFEVKATAGDTHLGGEDFDNRLV 
 
 
Cin_HSPA1A        239 NHFVTEFKRKHKKDITTNKRALRRLRTASERAKRTLSSSAQASIEIDSLFEGIDFYTSIT 
Csa_HSPA1A        238 NHFVAEFKRKHKKDITTNKRALRRLRTASERAKRTLSSSAQASIEIDSLFEGIDFYTSVT 
Hsa_HSPA1A_FL     239 NHFVEEFKRKHKKDISQNKRAVRRLRTACERAKRTLSSSTQASLEIDSLFEGIDFYTSIT 
Hsa_HSPA1A_EI      74 NHFVEEFKRKHKKDISQNKRAVRRLRTACERAKRTLSSSTQASLEIDSLFEGIDFYTSIT 
 
 
Cin_HSPA1A        299 RARFEELNSDLFRDTLEPVEKALRDAKMGKDQIHDIVLVGGSTRIPKIQKMLKDFFNGKE 
Csa_HSPA1A        298 RARFEELNSDLFRDTLEPVEKSLRDAKMGKDQIHDIVLVGGSTRIPKIQKLLQDFFNGKE 
Hsa_HSPA1A_FL     299 RARFEELCSDLFRSTLEPVEKALRDAKLDKAQIHDLVLVGGSTRIPKVQKLLQDFFNGRD 
Hsa_HSPA1A_EI     134 RARFEELCSDLFRSTLEPVEKALRDAKLDKAQIHDLVLVGGSTRIPKVQKLLQDFFNGRD 
 
 
Cin_HSPA1A        359 LNKSINPDEAVAYGAAVQAAILSGDKSEEVQDLLLLDVAPLSLGIETAGGVMTALIKRNT 
Csa_HSPA1A        358 LNKSINPDEAVAYGAAVQAAILSGDKSEEVQDLLLLDVAPLSLGIETAGGVMTSLIKRNT 
Hsa_HSPA1A_FL     359 LNKSINPDEAVAYGAAVQAAILMGDKSENVQDLLLLDVAPLSLGLETAGGVMTALIKRNS 
Hsa_HSPA1A_EI     194 LNKSINPDEAVAYGAAVQAAILMGDKSENVQDLLLLDVAPLSLGLETAGGVMTALIKRNS 
 
 
Cin_HSPA1A        419 TVPTKQSQIFTTYSDNQPGVLIQVYEGERTMTKDNNILGKFELSGIPPAPRGVPQIEVTF 
Csa_HSPA1A        418 TVPTKQSQIFTTYSDNQPGVLIQVFEGERTMTKDNNLLGKFELSGIPPAPRGVPQIEVTF 
Hsa_HSPA1A_FL     419 TIPTKQTQIFTTYSDNQPGVLIQVYEGERAMTKDNNLLGRFELSGIPPAPRGVPQIEVTF 
Hsa_HSPA1A_EI     254 TIPTKQTQIFTTYSDNQPGVLIQVYEGERAMTKDNNLLGRFELSGIPPAPRGVPQIEVTF 
 
 
Cin_HSPA1A        479 DIDANGILNVSAVDKSTGKENKITITNDKGRLSKEDIERMVNEAEKYKEEDEKQKEKIQA 
Csa_HSPA1A        478 DIDANGILNVSAVDKSTGKENKITITNDKGRLSKEEIERMVNEAEKYKEEDEKQKDKIQA 
Hsa_HSPA1A_FL     479 DIDANGILNVTATDKSTGKANKITITNDKGRLSKEEIERMVQEAEKYKAEDEVQRERVSA 
Hsa_HSPA1A_EI     314 DIDANGILNVTATDKSTGKANKITITNDKGRLSKEEIERMVQEAEKYKAEDEVQRERVSA 
 
 
Cin_HSPA1A        539 KNGLESYAFNLKSTVEDDKVKDKISDEDKSAILNKAKEVLDWLENNQTAEKDEYEFQQKE 
Csa_HSPA1A        538 KNGLESYAFNLKSTVEDDKVKDKISEEDKSTILKKAKEVLDWLESNQTAEKDEYEYQQKE 
Hsa_HSPA1A_FL     539 KNALESYAFNMKSAVEDEGLKGKISEADKKKVLDKCQEVISWLDANTLAEKDEFEHKRKE 
Hsa_HSPA1A_EI     374 KNALESYAFNMKSAVEDEGLKGKISEADKKKVLDKCQEVISWLDANTLAEKDEFEHKRKE 
 
 
Cin_HSPA1A        599 LEKIANPIMTKLYQAGGGAGAGGPGGMPGGMPGGMPGGFPGGAGGPPPPSSG-AGGPTIE 
Csa_HSPA1A        598 LEKIANPIITKLYQSG-----EGAGGMPGGMPGGMPGGFPGGPGGPPPPSGGGAGGPTIE 
Hsa_HSPA1A_FL     599 LEQVCNPIISGLYQGAG--------------------GPGPGGFGAQGPKGGSGSGPTIE 
Hsa_HSPA1A_EI     434 LEQVCNPIISGLYQGAG--------------------GPGPGGFGAQGPKGGSGSGPTIE 
 
 
Cin_HSPA1A        658 EVD 
Csa_HSPA1A        653 EVD 
Hsa_HSPA1A_FL     639 EVD 
Hsa_HSPA1A_EI     474 EVD 
 

 
Exitron left border/5‘ splice site 
 
Hsa_HSPA1A_FL      61 TTCCAACACGGCAAGGTGGAGATCATCGCCAACGACCAGGGCAACCGCACCACCCCCAGC 
Hsa_HSPA1A_EI      61 TTCCAACACGGCAAG--------------------------------------------- 
Cin_HSPA1A         61 TTTCAACATGGAAAAGTTGAAATTATTGCCAATGATCAAGGCAACCGTACCACGCCCAGT 
Csa_HSPA1A         61 TTCCAACATGGAAAGGTCGAAATTATTGCGAACGATCAAGGTAACAGAACCACACCAAGT 
                  
Hsa_HSPA1A_FL      21  F  Q  H  G  K  V  E  I  I  A  N  D  Q  G  N  R  T  T  P  S 
Cin_HSPA1A         21  F  Q  H  G  K  V  E  I  I  A  N  D  Q  G  N  R  T  T  P  S 
Csa_HSPA1A         21  F  Q  H  G  K  V  E  I  I  A  N  D  Q  G  N  R  T  T  P  S 

Exitron right border/3‘ splice site 

Hsa_HSPA1A_FL     541 ATCGCCTACGGCCTGGACAGAACGGGCAAG---GGG---GAGCGCAACGTGCTCATCTTT 
Hsa_HSPA1A_EI      76 ---------------------------------GGG---GAGCGCAACGTGCTCATCTTT 
Cin_HSPA1A        541 ATTGCATATGGTTTAGACAAA------AAGGTTGGTGCTGAGCGAAATGTTCTGATCTTT 
Csa_HSPA1A        538 ATTGCTTATGGTTTGGACAAA------AAGGTTGGTGTAGAACGCAATGTACTGATTTTC 
                     
Hsa_HSPA1A_FL     181  I  A  Y  G  L  D  R  T  G  K  -  G  -  E  R  N  V  L  I  F  
Cin_HSPA1A        181  I  A  Y  G  L  D  K  -  -  K  V  G  A  E  R  N  V  L  I  F  
Csa_HSPA1A        180  I  A  Y  G  L  D  K  -  -  K  V  G  V  E  R  N  V  L  I  F  
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