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NTDB id 1008588 ABNP42 RS17900 WP 350019632.1 MLQSKKRWNVKHIDNPLVDEFAKKLNITPLVASLLINRGIQTVEEASQFLHIEDESFHDPFLLEGMEETVARIRQAIENN 80
NTDB id 354 BSU 27620 NP 390640.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFEMKGMKEAADRIKQAISQQ 80
consensus !! !! !! * **!** ! !*!!!!!!!!!* !! ! ! ! !!! ! !*!!! * !! ! !!*!!! **

logo EKR IMIYGDYDADGVSTSTSVMLHSATLGQKQLGSAQVDFYIPDNRFKTEGYGPNEQAFRQS IKSDEERGFYGSL IV I
VTVDTGIASAVHKEAKLVAAKEL

NTDB id 1008588 ABNP42 RS17900 WP 350019632.1 ERIMIYGDYDADGVSSTSVMLSALGQLGAQVDFYIPNRFTEGYGPNEQAFRQISDEGYGLVVTVDTGISAVKEAKLAAEL 160
NTDB id 354 BSU 27620 NP 390640.1 EKIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKEL 160
consensus !*!!!!!!!!!!!!*!!!!!!* ! ! !!!!!!!! !! !!!!!!!!!!! ! * !* !**!!!!!! !!*!!!*! !!

logo GFLDLVI ITDHHEPGPELPDEAVRYAI IVHPKLQPGCGTVYPFKELAGVGVAFKLAHALLGEALPDEEHLLDELAAVIGTIADLVPLHVDGENRL I
NTDB id 1008588 ABNP42 RS17900 WP 350019632.1 GFDLIITDHHEPGPELPEAYAIIHPKLPGGVYPFKELAGVGVAFKLAHALLGEAPEHLLELAVIGTIADLVPLVGENRLI 240
NTDB id 354 BSU 27620 NP 390640.1 GLDVIITDHHEPGPELPDVRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLI 240
consensus ! !*!!!!!!!!!!!!!* !!*!!! !!* !!!!!!!!!!!!!!!!!!!!!! !**!!*!! !!!!!!!!!!* !!!!!
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NTDB id 1008588 ABNP42 RS17900 WP 350019632.1 AKKGLRYLKSSTRPGIEALLKVCSVKKEDITEDTIGFALAPRINAVGRLQDADPAVDLLMSAHYEEAIELAKEIDNLNKE 320
NTDB id 354 BSU 27620 NP 390640.1 ATLGLERLRRTNRLGLKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDSFEAEELAAEIDQLNKE 320
consensus ! !! !* * !*!* !*!** * !*!*!! !!!!*!!!!!* !!!!!*!!!! * !! !!! !!!*!!!!
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NTDB id 1008588 ABNP42 RS17900 WP 350019632.1 RQQIVNEITQEAINTVEGLYPPSENPVLIIEGEGWNAGVVGIVASRLVEKFYRPTIVLSLDHETGLAKGSARSIPGFDLF 400
NTDB id 354 BSU 27620 NP 390640.1 RQKMVSKMTDEAIEMVEQQG..LDQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLF 398
consensus !! *! *! !!! !! ** *** *** !!!*!!!!!!!!*!!**!!!! !!! *!*! !*!!!!!!!!*!! !!
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NTDB id 1008588 ABNP42 RS17900 WP 350019632.1 ANLSKSRDILPHFGGHPMAAGMTLEAKNVELLRQRLNEQAQEVLTEQDFIPITLIDTICKIEDVTISSIEELQTLAPFGM 480
NTDB id 354 BSU 27620 NP 390640.1 ESLSECRDILPHFGGHPMAAGMTLKAEDVPDLRSRLNEIADNTLTEEDFIPVQEVDLVCGVEDITVESIAEMNMLSPFGM 478
consensus !! *!!!!!!!!!!!!!!!!!! ! !* !! !!!! ! !!! !!!!* *! *! *!!*!* !! !** ! !!!!
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NTDB id 1008588 ABNP42 RS17900 WP 350019632.1 HNPKPKVLVEHVTPTSMRKIGSDKNHLKLVVEDNGFSIDAVGFGLGHVLDEVSPLAKVSLVGELSINEWNNMRKPQLMIE 560
NTDB id 354 BSU 27620 NP 390640.1 LNPKPHVLVENAVLEDVRKIGANKTHVKMTIRNESSQLDCVGFNKGELQEGIVPGSRISIVGEMSINEWNNRKKPQLMIK 558
consensus *!!!!*!!!!* * *!!!! ! !*!* * *!*!!! !** * * ! **!*!!!*!!!!!!! *!!!!!!
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NTDB id 1008588 ABNP42 RS17900 WP 350019632.1 DVAVSEWQLFDYRNSFDMKRFFQEIFTKEMDIVTFNPKTVQKHAAILPMDQVVEISTDEQASLYKSADKQMVLLDLPDST 640
NTDB id 354 BSU 27620 NP 390640.1 DAAVSEWQLFDLRGKRTWEDTVSALPSAKRAIVSFKEDSTTLLQTEDLRREVHVISSKDQAKAFDLDGAYIVLLDPPPSL 638
consensus ! !!!!!!!!! ! *** !!*! * * * * !* !!* *!! * *!!!!*!*!

logo

D
E
M
RLANLRLFLAEEGGKAQPAER I

VYAF IMFLVNTEHESDHSFYFLDSTFIPATRDEHFKWFYYAGFLLALKRGSAPFDLVKNKRHYGKESE I
L
A
S
I
KHKGWSTKVDETIDNF IMCTKQVFFDELEG

NTDB id 1008588 ABNP42 RS17900 WP 350019632.1 ERLNLLFAEGQPARVYAMFVTESDSYFDTIPTREHFKWFYGLLAKRSPFDLNRYKEEISIHKGWTKDTIDFICQVFFELE 720
NTDB id 354 BSU 27620 NP 390640.1 DMLARLLEGKAPERIYFIFLNHEDHFLSTFPARDHFKWYYAFLLKRGAFDVKKHGSELAKHKGWSVETINFMTKVFFDLG 718
consensus * ! ! ! !*! *!* * !** ! ! !*!!!!*!* ! !! *!!* ** !* !!!!* *!! !** !!!*!

logo FVKTI ENNGLVI
LSLVVKSGNASKSKRDL ITDESQVTYQRANKQQLQI

MELMDKQKNFL INYSSAYAEEQLKESEWFLENKLLMAKQSADDSEAYESTRRT
NTDB id 1008588 ABNP42 RS17900 WP 350019632.1 FVTINNGLISLVKNSSKRDLIESVTYRNKQQQIEMDKNFIYSSYAQLKSEFEKLLASADE........ 780
NTDB id 354 BSU 27620 NP 390640.1 FVKIENGVLSVVSGAKKRDLTDSQTYQAKQQLMELDQKLNYSSAEELKEWLNKLMKQDSEAYESTRRT 786
consensus !! ! !!**!*! !!!! *! !! !!! *!*! !!! !! !!* !********
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