
                                                                                                          1111111111111111111111111111111111111111111111111111111111111111111111111111111111111111111111111111222222
                1111111111222222222233333333334444444444555555555566666666667777777777888888888899999999990000000000111111111122222222223333333333444444444455555555556666666666777777777788888888889999999999000000
       1234567890123456789012345678901234567890123456789012345678901234567890123456789012345678901234567890123456789012345678901234567890123456789012345678901234567890123456789012345678901234567890123456789012345
H_vire ---------------------GREELSPASSVNGCSTDG-EARRQKKGPAPRQQEELCLVCGDRASGYHYNALTCEGCKGFFRRSVTKNAVYICKFGHACEMDIYMRRKCQECRLKKCLAVGMRPECVVPENQCAMKRKEKKAQREKDKRIHEVVPRFLNEKLMEQNRLKNVPPLTANQKSLIARLVWYQEGYEQPSEEDLKRVT
C_tent ---------------------------------------------KKGPVPRQQEELCLVCGDRASGYHYNALTCEGCKGFFRRSVTKNAVYCCKFGHECEMDMYMRRKCQECRLKKCLAVGMRPECVVPENQCAIKRKEKKAQKEKDKQL-------LPEKLLMENRAKGTPQLTANQVAVIYKLIWYQDGYEQPSEEDLKRIT
A_gamb ----------------------REDLSPSSSLNGYTGDGSEAKKQKKGPTPRQQEELCLVCGDRASGYHYNALTCEGCKGFFRRSVTKNAVYCCKFGHACEMDMYMRRKCQECRLKKCLAVGMRPECVVPENQCAIKRKEKKAQKEKDKPL-------LPEKLLNENRQRNIPLLTANQMAVIYKLIWYQDGYEQPSEEDLKRIM
A_aegy NGYSSPMSTGSYDPYSPNGKMGREDLSPSSSLNGYT-DGSDAKKQKKGPTPRQQEELCLVCGDRESGYHYNALTCEGCKGFFRRSVTKNAVYCCKFGHACEMDMYMRRKCQECRLKKCLAVGMRPECVVPENQCAIKRKEKKAQKEKDKPL-------LPEKLLQENRLRNIPLLTANQMAVIYKLIWYQDGYEQPSEEDLKRIM
A_albo ---------------------GREDLSPSSSLNGYT-DGSDAKKQKKGPTPRQQEELCLVCGDRASGYHYNALTCEGCKGFFRRSVTKNAVYCCKFGHACEMDMYMRRKCQECRLKKCLAVGMRPECVVPENQCAIKRKEKKAQKEKDKPL-------LPEKLLQENRLRNIPLLTANQMAVIYKLIWYQDGYEQPSEEDLKRIM
L_cupr ---------------------GRDDLSPSSSLNGFSTDASDVKKIKKGPAPRLQEELCLVCGDRASGYHYNALTCEGCKGFFRRSVTKNAVYCCKFGHACEMDMYMRRKCQECRLKKCLAVGMRPECVVPENQCAMKRREKKAQKEKDKPL-------LPEDILAKCQARNIPPLSYNQLAVIYKLIWYQDGYEQPSEEDLKRIM
D_mela NGYASPMSAGSYDPYSPTGKTGRDDLSPSSSLNGYSAESCDAKKSKKGPAPRVQEELCLVCGDRASGYHYNALTCEGCKGFFRRSVTKSAVYCCKFGRACEMDMYMRRKCQECRLKKCLAVGMRPECVVPENQCAMKRREKKAQKEKDKPL-------LPDEILAKCQARNIPSLTYNQLAVIYKLIWYQDGYEQPSEEDLRRIM
D_pseu ---------------------GRDDLSPSSSLNGYSAEGCDAKKSKKGPAPRVQEELCLVCGDRASGYHYNALTCEGCKGFFRRSVTKSAVYCCKFGRACEMDMYMRRKCQECRLKKCLAVGMRPECVVPENQCAMKRREKKAQKEKDKPL-------LPDDILAKCQARNIPPLTYNQLAVIYKLIWYQDGYEQPSEEDLRRIM
H_inco ----------------------------------------------------------------------------------------------------------RRKCQECRLKKCLAVGMRPECVVPETQCAIKRKEKKAQKEKDKKF-------LSDKLLAENRLKNVPPLTSNQEYVIARLVWYQDGYEQPSDDDLKRIM
C_fumi NGYSSPLSSGSYGPYSPNGKIGREELSPASSINGCSTDG-EARRQKKGPAPRQQEELCLVCGDRASGYHYNALTCEGCKGFFRRSVTKNAVYICKFGHACEMDMYMRRKCQECRLKKCLAVGMRPECVVPETQCAMKRKEKKAQKEKDKRIHEVVPRFLSDKLLETNRQKNIPQLTANQQFLIARLIWYQDGYEQPSDEDLKRIT
S_exig ---------------------GREELSPASSINGCSTDG-EARRQKKGPAPRQQEELCLVCGDRASGYHYNALTCEGCKGFFRRSVTKNAVYICKFGHACEMDMYMRRKCQECRLKKCLAVGMRPECVVPENQCAMKREEKKAQREKDKRIHEVVPRFLNEKLMEQNRLKNVPPLTANQKSLIARLVWYQEGYEQPSEEDLKRVT
S_litu ---------------------GREELSPASSVNGCSTDG-EARRQKKGPAPRQQEELCLVCGDRASGYHYNALTCEGCKGFFRRSVTKNAVYICKFGHACEMDMYMRRKCQECRLKKCLAVGMRPECVVPENQCAMKRKEKKAQREKDKRINEVLPRYLTEPIMEQNRLKNVPPLSPNQKSLIARLVWYQEGYEQPSEEDLRRIT
H_armi ---------------------GREELSPASSVNGCSTDG-EARRQKKGPAPRQQEELCLVCGDRASGYHYNALTCEGCKGFFRRSVTKNAVYICKFGHACEMDMYMRRKCQECRLKKCLAVGMRPECVVPENQCAMKRKEKKAQREKDKRIHEVVPRFLNEKLMEQNRLKNVPPLTANQKSLIARLVWYQEGYEQPSEEDLKRVT
C_supp NGYSSPLSSSSYGPYSPNGKIGREELSPASSVNGCSTDG-ESRRQKKGPAPRQQEELCLVCGDRASGYHYNALTCEGCKGFFRRSVTKNAVYICKFGHACEMDMYMRRKCQECRLKKCLAVGMRPECVVPETTCAIKRKEKKAQREKDKRIHEVVPRFLSEKLMEQNRLKNIPPLTANQQFLIARLVWYQDGYEQPSEEDLKRVT
P_inte ---------------------GREELSPASSVNGCSTDG-DARRQKKGPAPRQQEELCLVCGDRASGYHYNALTCEGCKGFFRRSVTKNAVYIYKFGHACEMDMYMRRKCQECRLKKCLAVGMRPECVVPETQCAIKRKEKKAQREKDKRIHEVVPRFLSDKLMEQNRLKNIPPLTANQQFLIAGLVWYQDGYEQPSEEDLKRVT
B_mori NGYSSPLSSGSYGPYSPNGKIGREELSPASSINGCSADA-DARRQKKGPAPRQQEELCLVCGDRASGYHYNALTCEGCKGFFRRSVTKNAVYICKFGHACEMDMYMRRKCQECRLKKCLAVGMRPECVIQE---PSKNKDRQRQK-KDKRIHEVVPRYLSEKLMEQNRQKNIPPLSANQKSLIARLVWYQEGYEQPSDEDLKRVT
M_sext NGYSSPLSSGSYGPYSPNGKIGREELSPASSINGCSTDG-EPRRQKKGPAPRQQEELCLVCGDRASGYHYNALTCEGCKGFFRRSVTKNAVYICKFGHACEMDMYMRRKCQECRLKKCLAVGMRPECVVPESTCKNKRREKEAQREKDKRIHEVVPRFLTEKLMEQNRLKNVTPLSANQKSLIARLVWYQEGYEQPSEEDLKRVT
L_migr NGYASPLSSGSYDPYSPGGKIGREDLSPLSSLNGYSADSCD-AKKKKGAAPRQQEELCLVCGDRASGYHYNALTCEGCKGFFRRSITKNAVYQCKYGNNCEIDMYMRRKCQECRLKKCLTVGMRPECVVPEYQCAVKRKEKKAQKDKDKPNS-TTNGSPEIK-----------PVSPEQEELIHRLVYFQNEYESPSEEDLRRVT
B_germ NGYSSPMSSGSYDPYSPNGKLGREDLSPQSSLNGHSFDGCD-AKKKKGPAPRQQEELCLVCGDRASGYHYNALTCEGCKGFFRRSITKNAVYQCKYGNNCEIDMYMRRKCQECRLKKCLSVGMRPECVVPEYQCAVKRKEKKAQKDKDKPNS-TTNGSPEVK-----------PVSPEQEELITRLVYFQNEYEQPSEEDLKRIT
B_taba ----------------------------------------------------------------------------------------------------------------------------PECVVPEFQCAVKRKEKKAQKDKDKPNSTTSC-SPDVK-----------PITPEQEELIHRLVYFQNEYEHPSPEDIKRIV
L_dece NGYSSPMSSGSYDPYSPNGKLGREDLSPPSSLNGFSADSCD-AKKKKGPTPRQQEELCLVCGDRASGYHYNALTCEGCKGFFRRSVTKNAVYKCKYGANCEIDMYMRRKCQECRLKKCLAVGMRAECVVPEVQCAVKRNEKKKQKEKDKPNS-TTNGSPEVK-----------PISPEQEELIHRLVYFQNEYEHPAEEDVKRIM
T_cast NGYSSPMSSGSYDPYSPNGKIGREDLSP-SSLNGYSADSCD-SKKKKGPTPRQQEELCLVCGDRASGYHYNALTCEGCKGFFRRSITKNAVYQCKYGNNCEIDMYMRRKCQECRLKKCLSVGMRPECVVPEVQCAVKRKEKKAQKEKDKPNS-TTNGSPDSK-----------GISPEQEELIHRLVYFQNEYEHPSEEDVKRII
T_moli ---------------------GREDLSP-SSLNGYSADSCD-SKKKKGPTPRQQEELCLVCGDRASGYHYNALTCEGCKGFFRRSITKNAVYQCKYGNNCEIDMYMRRKCQECRLKKCLSVGMRPECVVPEVQCAVKRKEKKAQKEKDKPNS-TTNGSPDRN-----------RISPEQEELIHRLVYFQNEYEHPSEEDVKRII
P_mega NGYASPMSTGSYDPYSPNGKIGRDELSQPSSLNGYGNEGCD-AKKRKGPTPRQQEELCLVCGDRASGYHYNALTCEGCKGFFRRSITRNAVYQCKYGNGCEIDMYMRRKCQECRLKKCLTVGMRPECVVPEYQCAVKRKEKKAQKEKDKPNSTTMNGSPGVK-----------PISPEQEELINRLVSFQCEFEQPSEEDLKRIT
C_japo NGYASPMSTGSYDPYSPNGKIGRDELSQSGSINGYGNEGCD-SKKRKGPTPRQQEELCLVCGDRASGYHYNALTCEGCKGFFRRSITRNAVYQCKYGNGCEIDMYMRRKCQECRLKKCLTVGMRPECVVPEYQCAVKRKEKKAQKEKDKPNSTTMNGSPGVK-----------PISPEQEELINRLVSFQCEFEQPSEDDLKRIT
P_domi ----------------------------------------------------------------------------------------------------------RRKCQECRLKKCLTVGMRPECVVPEYQCAVKRKEKKAQKEKDKPNSTTMNGSPCVK-----------PISPEQEELIHRLVYFQNEYEQPSEDDLKKIT
A_mell NGYASPMSTSSYDPYSPNSKIGRDELSQPGSLNGYGSDGCD-ARKKKGPTPRQQEELCLVCGDRASGYHYNALTCEGCKGFFRRSITKNAVYQCKYGNNCEIDMYMRRKCQECRLKKCLTVGMRPECVVPEYQCAVKRKEKKAQKEKDKPNSTTMNGSPGVK-----------PISPEQEELIHRLVYFQNEYEQPSEEDLKRIT
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H_vire QDEDDEDSDMPFRQITEMTILTVQLIVEFAKGLPGFAKISQSDQITLLKACSSEVMMLRVARRYDAATDSVLFANNQAYTRDNYRKAGMAYVIEDLLHFCRCMYSMMMDNVHYALLTAIVIFSDRPGLEQPLLVEEIQRYYLNTLRVYILNQNSASPRGAVIFGEILGILTEIRTLGMQNSNMCISLKLKNRKLPPFLEEIWDV
C_tent TEEEDQEHEANFRYITEVTILTVQLIVEFAKGLPAFIKIPQEDQITLLKACSSEVMMLRMARRYDHDSDSILFANNTAYTKQTYQLAGMEETIDDLLHFCRQMYALSIDNVEYALLTAIVIFSDRPGLEKAEMVDIIQSYYTETLKVYIVNRHGGESRCSVQFAKLLGILTELRTMGNKNSEMCFSLKLRNRKLPRFLEEVWDV
A_gamb INEEEDPHEIHFRHITEITILTVQLIVEFAKGLPAFTKIPQEDQITLLKACSSEVMMLRMARRYDAETDSILFANNRSYTRDSYKMAGMADTIEDLLHFCRQMYTLTVDNVEYALLTAIVIFSDRPGLEKAELVETIQSYYIDTLRVYILNRHGGDPKCSVTFAKLLSILTELRTLGNQNSEMCFSLKLKNRKLPRFLEEIWDV
A_aegy INEEEDQHDVHFRHITEITILTVQLIVEFAKGLPAFTKIPQEDQITLLKACSSEVMMLRMARRYDAATDSILFANNRSYTRDSYRMAGMADTIEDLLHFCRQMFSLTVDNVEYALLTAIVIFSDRPGLEQAELVEHIQSYYIDTLRIYILNRHAGDPKCSVIFAKLLSILTELRTLGNQNSEMCFSLKLKNRKLPRFLEEIWDV
A_albo INEEEDQHDVHFRHITEITILTVQLIVEFAKGLPAFTKIPQEDQITLLKACSSEVMMLRMARRYDAATDSILFANNRSYTRDSYRMAGMADTIEDLLHFCRQMFSLTVDNVEYALLTAIVIFSDRPGLEQAELVEHIQSYYIDTLRIYILNRHAGDPKCSVIFAKLLSILTELRTLGNQNSEMCFSLKLKNRKLPRFLEEIWDV
L_cupr SDENESQHDASFRHITEITILTVQLIVEFAKGLPAFTKIPQEDQITLLKACSSEVMMLRMARRYDHNSDSIFFANNRSYTRDSYKMAGMADNIEDLLHFCRQMYSMKVDNVEYALLTAIVIFSDRPGLEEAELVEAIQSYYIDTLRIYILNRHCGDPMSLVFFAKLLSILTELRTLGNQNAEMCFSLKLKNRKLPKFLEEIWDV
D_mela SDENESQTDVSFRHITEITILTVQLIVEFAKGLPAFTKIPQEDQITLLKACSSEVMMLRMARRYDHSSDSIFFANNRSYTRDSYKMAGMADNIEDLLHFCRQMFSMKVDNVEYALLTAIVIFSDRPGLEKAQLVEAIQSYYIDTLRIYILNRHCGDSMSLVFYAKLLSILTELRTLGNQNAEMCFSLKLKNRKLPKFLEEIWDV
D_pseu SDENESQTDVSFRHITEITILTVQLIVEFAKGLPAFTKIPQEDQITLLKACSSEVMMLRMARRYDHNSDSIFFANNRSYTRDSYKMAGMADNIEDLLHFCRQMFSMKVDNVEYALLTAIVIFSDRPGLEKAQLVEAIQSYYIDTLRIYILNRHCGDTMSLVFYAKLLSILTELRTLGNQNAEMCFSLKLKNRKLPKFLEEIWDV
H_inco FTEPDDDCDAPFRHITEITILTVQLIVEFAKGLPAFTKISQGDQITLLKACSSEVMMLRMSRRYDSASDSILFANNRVYNRDSYKVAGMSEIVEDLLHFCRQMFALSIDNVEYALLTAIVIFSDRPGLEESDLVEQIQNYYIQTLQSYVNNRHSGDAKCSLAFAKLLSVLTELRTLGNRNSNMCISLKLKNRKLPR--------
C_fumi QDDENEESDTPFRQITEMTILTVQLIVEFAKGLPGFAKISQPDQITLLKACSSEVMMLRVARRYDAASDSVLFANNQAYTRDNYRKAGMAYVIEDLLHFCRCMYSMALDNIHYALLTAVVIFSDRPGLEQPQLVEEIQRYYLNTLRIYILNQLSGSARSSVIYGKILSILSELRTLGMQNSNMCISLKLKNRKLPPFLEEIWDV
S_exig QDEDEEESDMPFRQITEMTILTVQLIVEFAKGLPGFAKISQSDQITLLKACSSEVMMLRVARRYDAATDSVLFANNQAYTRDNYRKAGMAYVIEDLLHFCRCMYSMMVDNVHYALLTAIVIFSDRPGLEQPLLVEEIQRYYLNTLRVYILNQNSASPRCPVIHGKILGILTELRTLGMQNSNMCISPKLKNRKLPPFLEEIWDV
S_litu EDEDEEESDMPFRQITEMTILTVQLIVEFAKGLPGFAKISQSDQITLLKACSSEVMMLRVARRYDASTDSVLFANNQAYTRDNYRKAGMAYVIEDLLHFCRCMYAMPMDNIQYALLTAIVIFSDRPGLEQPLLVEEIQRYYLNTLRMYVLNLHCRTPRWPVVYGKVLSVLSELRTLGMQNSNMCISLKLKNRKLPPFLEEIWDV
H_armi QDEDDEDSDMPFRQITEMTILTVQLIVEFAKGLPGFAKISQSDQITLLKACSSEVMMLRVARRYDAATDSVLFANNQAYTRDNYRKAGMAYVIEDLLHFCRCMYSMMMDNVHYALLTAIVIFSDRPGLEQPLLVEEIQRYYLNTLRVYILNQNSASPRCAVIFGKILGILTEIRTLGMQNSNMCISLKLKNRKLPPFLEEIWDV
C_supp QEDEEEETDLPFRQITEMTILTVQLIVEFAKGLPGFSKISQPDQITLLKACSSEVMMLRVARRYDAASDSVLFANNQAYTRDNYRKAGMAYVIEDLLHFCRCMYSLSMDNVHYALLTAVVIFSDRPGLEQPQLVEEIQRYYLNTLRVYIMNQHSASPRCAVLYAKILSVLTELRTLGMQNSNMCISLKLKNRKLPPFLEEIWDV
P_inte QDEDDD--DMPFRQITEMTILTVQLIVEFAKGLPGFSKISQPDQITLLKACSSEVMMLRVARRYDAATDSVLFANNQAYTRDNYRKAGMAYVIEDLLHFCRCMYSMTMDNVHYALLTAIVIFSDRPGLEQPQLVEEIQRYYLNTLRVYIMNQHSDSPRCAVVFGKILSVLTEIRTLGMQNSNMCISLKLKNRKLPPFLEEIWDV
B_mori QDEEDEESDLPFRQITEMTILTVQLIVEFAKGLPGFSKISQSDQITLLKASSSEVMMLRVARRYDAASDSVLFANNKAYTRDNYRQGGMAYVIEDLLHFCRCMFAMGMDNVHFALLTAIVIFSDRPGLEQPSLVEEIQRYYLNTLRIYIINQNSASSRCAVIYGRILSVLTELRTLGTQNSNMCISLKLKNRKLPPFLEEIWDV
M_sext QEEEEEETDMPFRQITEMTILTVQLIVEFAKGLPGFSKISQSDQITLLKASSSEVMMLRVARRYDAATDSVLFANNQAYTRDNYRKAGMSYVIEDLLHFCRCMYSMSMDNVHYALLTAIVIFSDRPGLEQPLLVEEIQRYYLKTLRVYILNQHSASPRCAVLFGKILGVLTELRTLGTQNSNMCISLKLKNRKLPPFLEEIWDV
L_migr S-EGEDQSDVRFRHITEITILTVQLIVEFAKRLPGFDKLLREDQIALLKACSSEVMMFRMARRYDVNSDSILFANNQPYTKDSYNLAGMGETIEDMLRFCRQMYAMKVDNAEYALLTAIVIFSERPSLVEGWKVEKIQEIYLEALKAYVDNRR--RPKSGTIFAKLLSVLTELRTLGNQNSEMCFSLKLKNKKLPPFLAEIWDV
B_germ N-EGEDQSDLKFRHITEITILTVQLIVEFAKRLPGFDKLLREDQIALLKACSSEVMMFRMARRYDVNSDSILFANNQPYTRDSYSLAGLGETIEDMLRFCRQMYAMKVDNAEYALLTAIVIFSDRPSLIEGWKVEKIQEIYLEALKAYVDNRR--RPRSGTIFAKLLSVLTELRTLGNQNSEMCFSLKLKNKELPPFLAEIWDL
B_taba N-EEENVAEERFRHITEITILTVQLIVEFSKRLPGFDKLIREDQIALLKACSSEVMMFRMARRYDAETDSILFATNQPYTRESYTVAGMGDTVEDLLRFCRHMCAMKVDNAEYALLTAIVIFSERPSLSEGWKVEKIQEIYIEALKAYVENRR--KPYATTIFAKLLSVLTELRTLGNMNSETCFSLKLKNRKVPSFLEEIWDV
L_dece N-ESEDQCDVRFRHITEITILTVQLIVEFAKRLPGFDKLLREDQIALLKACSSEVMMFRMARRYDFQTDSILFVNNQPYSRDSYNLAGMGETIEDLLHFCRTMYSMKVDNAEYALLTAIVIFSERPALIEGWKVEKIQEIYLEALRAYVDNRR--KPKPGTIFAKLLSVLTELRTLGNQNSEMCFSLKLKNKKLPPFLAEIWDV
T_cast N-DGEDQCDVRFRHITEITILTVQLIVEFAKRLPGFDKLLREDQIALLKACSSEVMMFRMARRYDVQTDSILFVNNQPYSRDSYNLAGMGETIEDLLHFCRTMYSMKVDNAEYALLTAIVIFSERPALIEGWKVEKIQEIYLEALRAYVDNRR--KPKPGTIFAKLLSVLTELRTLGNQNSEMCFSLKLKNKKLPPFLAEIWDV
T_moli N-DGEDQCEIRFRHTTEITILTVQLIVEFAKRLPGFDKLLQEDQIALLKACSSEVMMFRMARRYDVQSDSILFVNNQPYPRDSYNLAGMGETIEDLLHFCRTMYSMKVDNAEYALLTAIVIFSERPSLIEGWKVEKIQEIYLEALRAYVDNRR--SPSRGTIFAKLLSVLTELRTLGNQNSEMCISLKLKNKKLPPFLDEIWDV
P_mega N-EGEDPSDYSFRHITEITILTVQLIVEFSKRLPGFNELLREDQITLLKACSSEVMMLRMARKYDVQTDSIIFANNQSYTRDSYNVAGMGDTIEDLLRFCRQMYAMRVNNAEYALLTAIVIFSERPNLLESRKVEKLQEIYLKTLKAYVDNRR--RPKSGTIFAKLLSVLTELRTLGNQNSEMCLNLKFKNKKLPLFLAEIWDV
C_japo N-EGEDPSDYSFRHITEITILTVQLIVEFSKRLPGFNELMREDQITLLKACSSEVMMLRMARKYDVHTDSIIFANNQPYTRDSYNVAGMGDTIEDLLRFCRQMYAMRVNNAEYALLTAIVIFSERPNLVECKKVEKLQEIYLKTLKAYVDNRR--RPKSGTIFAKLLSVLTELRTLGNQNSEMCLNLKFKNKKLPVFLAEIWDV
P_domi H-EGENPSDYRFRHITEITIFTVQLIVEFAKRLPGFDKLMREDQIALLKACSSEVMMLRMARKYDVQTDSIIFANNQPYARDSYNVAGMGETIEDLLRFCRQMYAMKVNNAEYALLTAIVIFSERPNLIESVKVEKIQEIYLEALKAYVDNRR--KPKSGIIFAKLLSVLTELRTLGNQNNEMCYSLKFKNKKLPL--------
A_mell N-EGEDISDYKFRHITEITILTVQLIVEFSKRLPGFDELMREDQIALLKACSSEVMMLRMARKYDVQTDSIIFANNQPYTKDSYTVAGMGETIEDLLHFCRQMYAMKVNNAEYALLTAIVIFSERPNLLEGWKVEKIQEIYLEALRAYVDNRR--RPNPGTVFARLLSVLTELRTLGNQNSEMCFSLKFKNKKLPVFLAEIWDV
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