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SLRTENQLHS IVTPLVASLLVKNRGFIDNSTAVEASAQRELFLDHTDKDSAQDTFHYDPFELLMKDGMDKEKAAVDQRIKQEQAIHSNQNQ

NTDB id 1027682 AB3Z07 RS18635 WP 368657449.1 MLKANTRWMIQSSDETFIQNLRENLSVTPLVASLLVNRGINSVEAAQEFLDTDSQTFHDPFLLKDMDKAVQRIQEAIHNN 80
NTDB id 354 BSU 27620 NP 390640.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFEMKGMKEAADRIKQAISQQ 80
consensus !! !! !! *! * ! !*!**!!!!!!!!! !! * ! ! !!*! !*!!! *! ! ! !! !!***
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VYGDYDADGVSTSTSTVLMLHTTLQRKLGSAKQAVDFYIPDNRFKSEGYGPNEAQAFRLSAIHKERGFSL I ITVDTGIAAVHEAEKI
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NTDB id 1027682 AB3Z07 RS18635 WP 368657449.1 EHILVYGDYDADGVSSTTVLLTTLRKLGAKADFYIPNRFSEGYGPNEAAFRLAHERGFSLIITVDTGIAAVHEAEISKGL 160
NTDB id 354 BSU 27620 NP 390640.1 EKIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKEL 160
consensus !*!**!!!!!!!!!*!!*!*!*!! !! ! !!!!! !! !!!!!!! !!! *!!!!!!!!!!!!!!!!!!!! * ! !

logo GLVDLVI ITDHHEPGPEVLPDAVLRAI IVHPKQPEGCTYPFKELAGVGVAFKLASHALLGELVPDTDELLDELVAAIGTIADLVAPLHDGENRL I
NTDB id 1027682 AB3Z07 RS18635 WP 368657449.1 GVDLIITDHHEPGPVLPDALAIIHPKQPECTYPFKELAGVGVAFKLSHALLGEVPTDLLEVAAIGTIADLVALHGENRLI 240
NTDB id 354 BSU 27620 NP 390640.1 GLDVIITDHHEPGPELPDVRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLI 240
consensus !*!*!!!!!!!!!! !!! !!*!!!!! !!!!!!!!!!!!!!!!! !!!!!!*! *!!**!!!!!!!!!!*!! !!!!!
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LAAEE IDLQLNKE
NTDB id 1027682 AB3Z07 RS18635 WP 368657449.1 AKRGINQLKTTNRIGLKALLKIANVKLQEINEDTIGFALGPRINAVGRLQSADPAVDLLLSDNEEEAMMIAEEIDLLNKE 320
NTDB id 354 BSU 27620 NP 390640.1 ATLGLERLRRTNRLGLKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDSFEAEELAAEIDQLNKE 320
consensus ! !* !* !!!*!!! !*!* * ! !!*!*!! !*!!*!!!!!* !!!!!*!!*!* !! *! !!! !!!!

logo RQKLMVNSKTMTDEEAI EEMVENQTQRFGP I E
L
D
Q
N
Q
P
T
A
VIV I

VAKAEGWNPGVVGIVASKRLVDRFYRPATIVLGS IDEKEKGIAKGSARS IRVGFDNLF
NTDB id 1027682 AB3Z07 RS18635 WP 368657449.1 RQKLVNTMTEEAIEEVNTRFPIEQNPVIVIAKEGWNPGVVGIVASRLVDRFYRPTIVLSIDKEKGIAKGSARSIVGFDLF 400
NTDB id 354 BSU 27620 NP 390640.1 RQKMVSKMTDEAIEMVEQQG..LDQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLF 398
consensus !!!*! !!*!!!! ! ** ** !!*!! !!!!!!!!!!!!*!!!!!!!! !!! !! !!!!!!!!!!!! !! !!

logo ENSLSETCRDI LPHFGGHPMAAGMTLKQALEDVNPDELRESRLNVE I
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TLTEDEDF IPVQTERVDLVSVCGKLVEDITVEKS IAEEMNQMQLSPFGM
NTDB id 1027682 AB3Z07 RS18635 WP 368657449.1 ENLSTCRDILPHFGGHPMAAGMTLQLEDVNELRERLVEKAHMILTEDDFIPVTRVDVSCKLEDITVKSIEEMQQLSPFGM 480
NTDB id 354 BSU 27620 NP 390640.1 ESLSECRDILPHFGGHPMAAGMTLKAEDVPDLRSRLNEIADNTLTEEDFIPVQEVDLVCGVEDITVESIAEMNMLSPFGM 478
consensus ! !! !!!!!!!!!!!!!!!!!!! !!!**!! !! ! !* !!!*!!!!! !!* ! *!!!!! !! !!* !!!!!!
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NTDB id 1027682 AB3Z07 RS18635 WP 368657449.1 NNPKPIIHLEDMTLANVRKIGAEQNHLKIVFSKEEQQLDCVGFGMGYIHDELSPAVAVSAIGELTINEWNNLRKPQIMLK 560
NTDB id 354 BSU 27620 NP 390640.1 LNPKPHVLVENAVLEDVRKIGANKTHVKMTIRNESSQLDCVGFNKGELQEGIVPGSRISIVGEMSINEWNNRKKPQLMIK 558
consensus !!!!****! ! !!!!!! !*!* ! !!!!!!! ! *** * !* *! *!!**!!!!!! *!!!*!*!
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NTDB id 1027682 AB3Z07 RS18635 WP 368657449.1 DLKVNQWQLFDFRGSRNVDHLISLLSSNEAGQLITFQSKTYEELAQRGLDHKALLVQSDEDAKNLDARDKHLLLLDIPSS 640
NTDB id 354 BSU 27620 NP 390640.1 DAAVSEWQLFDLRGKRTWEDTVSALPSAKR.AIVSFKEDSTTLLQTEDLRREVHVISSKDQAKAFDLDGAYIVLLDPPPS 637
consensus ! ! !!!!! !! ! ** *! !*! * ***! * ! ! * *** ! * !! ! ***!!!*!*!
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NTDB id 1027682 AB3Z07 RS18635 WP 368657449.1 IELLDGLFSKGKPSRIYSVFQQETDHFFSTIPTRDHFKWYYGFLLKQGSFKLREQGELLAKHKGWTKETIEFMSQVFFEL 720
NTDB id 354 BSU 27620 NP 390640.1 LDMLARLLEGKAPERIYFIFLNHEDHFLSTFPARDHFKWYYAFLLKRGAFDVKKHGSELAKHKGWSVETINFMTKVFFDL 717
consensus ***! ! ! !!! *! ** !!! !! ! !!!!!!!!*!!!! ! ! ** *! !!!!!!!* !!! !!* !!!*!
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LSTVNVSGTASKRKRDLSTDESKQTYAQAQKQNQLQI
MELDEKQKTLLNYSTSAYEMEQLKEQWFLENKQLRFMKPLQDASEPAVGYEVSTRRT

NTDB id 1027682 AB3Z07 RS18635 WP 368657449.1 EFVTIENGVISTNSTSRKRDLSESKTYAQKQNQIELEKTLLYTSYMQLKQWFEQRFPLDAPVGV..... 784
NTDB id 354 BSU 27620 NP 390640.1 GFVKIENGVLSVVSGAKKRDLTDSQTYQAKQQLMELDQKLNYSSAEELKEWLNKLMKQDSEAYESTRRT 786
consensus !! !!!!!*! ! *!!!!**! !! !!* *!!* ! !*! !! ! * ! * *****
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