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VTLMPAPQHQNKQQPGFI ESYLMDNPLRPQVFDEDKPKNYKGKASEKKLEKGKNTAVI

L ITGGDSGIGRAVS IVALFAKEGANI
V
A
VIAVYLDNEEHGQDAENET

NTDB id 29911 BCF RS03935 WP 001136280.1 MPQQKNFVTMPAQHQNKQPGIESLMNPLPQFEDPNYKGSEKLKGKNVLITGGDSGIGRAVSIAFAKEGANIAIAYLDEEGDANET 85
NTDB id 122 BSU 10400 NP 388921.1 .MANQKKKTLPPQHQNQQPGFEYLMDPRPVFDKPK..KAKKLEGKTAIITGGDSGIGRAVSVLFAKEGANVVIVYLNEHQDAEET 82
consensus ** * !*!*!!!! !!! ! !! ! ! !* ! ** !! !! *!!!!!!!!!!!!!* !!!!!!!* ! !! !* !! !!

logo KQYVEKEGVKCLVL ILAPGDLVGSDEAQFHCKNDI
VVGQEQATSVQRQVFLGPS ILDNI LVNNAVAEQQHYPVQPQGS ILEKYITASEHQLEIKRTFQR I

TNI FSMYFHYLVTKAAVLPSHLK
NTDB id 29911 BCF RS03935 WP 001136280.1 KQYVEKEGVKCVLLPGDLSDEQHCKDIVQETVRQLGSLNILVNNVAQQYPQQGLEYITAEQLEKTFRINIFSYFHVTKAALSHLK 170
NTDB id 122 BSU 10400 NP 388921.1 KQYVEKEGVKCLLIAGDVGDEAFCNDVVGQASQVFPSIDILVNNAAEQHVQPSIEKITSHQLIRTFQTNIFSMFYLTKAVLPHLK 167
consensus !!!!!!!!!!!*!**!!* !! *! !*! *!* !!!!! ! !**!* *! !! *!! *!! !!!! !**!!! !*!!!
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QGDSSVI INTAS ITVAYEKGNEKTL IDYSATKGAIVATFTRSLSQSLVQKQGIRVNAGVAPGP IWTPL IPASSFADAEKDKVESQVFGSDNVPMEQRPGQP

NTDB id 29911 BCF RS03935 WP 001136280.1 QGDVIINTASIVAYEGNETLIDYSATKGAIVAFTRSLSQSLVQKGIRVNGVAPGPIWTPLIPSSFDEKKVSQFGSNVPMQRPGQP 255
NTDB id 122 BSU 10400 NP 388921.1 KGSSIINTASITAYKGNKTLIDYSATKGAIVTFTRSLSQSLVQQGIRVNAVAPGPIWTPLIPASFAAKDVEVFGSDVPMERPGQP 252
consensus ! !!!!!!! !! !! !!!!!!!!!!!!! !!!!!!!!!!! !!!!!*!!!!!!!!!!!! !! ! ! !!! !!! !!!!!

logo

V
YELVAPASYLVYLASDSDSSTYVTGQMTIHVNGGTVIVNG

NTDB id 29911 BCF RS03935 WP 001136280.1 YELAPAYVYLASSDSSYVTGQMIHVNGGVIVNG 288
NTDB id 122 BSU 10400 NP 388921.1 VEVAPSYLYLASDDSTYVTGQTIHVNGGTIVNG 285
consensus !*!! !*!!!! !!*!!!!! !!!!!! !!!!

X non conserved
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X ≥ 50% conserved


