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VTLMPAPQHQNKQQPGFI ESYLMDNPLRPQVFDEDKPKNYKGKASEKKLEKGKSTAVI

L ITGGDSGIGRAVS IVALFAKEGANI
V
A
VIAVYLDNEEHGQ

NTDB id 21717 BCE33L RS03950 WP 001136287.1 MPQQKNFVTMPAQHQNKQPGIESLMNPLPQFEDPNYKGSEKLKGKSVLITGGDSGIGRAVSIAFAKEGANIAIAYLDEEG 80
NTDB id 122 BSU 10400 NP 388921.1 .MANQKKKTLPPQHQNQQPGFEYLMDPRPVFDKPK..KAKKLEGKTAIITGGDSGIGRAVSVLFAKEGANVVIVYLNEHQ 77
consensus ** * !*!*!!!! !!! ! !! ! ! !* ! ** !! !!* *!!!!!!!!!!!!!* !!!!!!!* ! !! !*

logo DAENETKQRYVEKEGVKCLVL ILAPGDLVGSDEAQFHCKNDI
VVGQEQATSVQRQVFLGPS ILDNI

VLVNNAVAEQQHYPVQPQGS ILEKYITASEHQLEIKRTFQR I
TNI FSMYFHY

NTDB id 21717 BCE33L RS03950 WP 001136287.1 DANETKRYVEKEGVKCVLLPGDLSDEQHCKDIVQETVRQLGSLNVLVNNVAQQYPQQGLEYITAEQLEKTFRINIFSYFH 160
NTDB id 122 BSU 10400 NP 388921.1 DAEETKQYVEKEGVKCLLIAGDVGDEAFCNDVVGQASQVFPSIDILVNNAAEQHVQPSIEKITSHQLIRTFQTNIFSMFY 157
consensus !! !!! !!!!!!!!!*!**!!* !! *! !*! *!* *!!!! ! !**!* *! !! *!! *!! !!!! !*

logo

L
VTKAAVLPSHLKKQGDSSVI INTAS ITVAYEKGNEKTL IDYSATKGAIVATFTRSLSQSLVQKQGIRVNAGVAPGP IWTPL IPASSFADAEKDKV

NTDB id 21717 BCE33L RS03950 WP 001136287.1 VTKAALSHLKQGDVIINTASIVAYEGNETLIDYSATKGAIVAFTRSLSQSLVQKGIRVNGVAPGPIWTPLIPSSFDEKKV 240
NTDB id 122 BSU 10400 NP 388921.1 LTKAVLPHLKKGSSIINTASITAYKGNKTLIDYSATKGAIVTFTRSLSQSLVQQGIRVNAVAPGPIWTPLIPASFAAKDV 237
consensus *!!! !*!!! ! !!!!!!! !! !! !!!!!!!!!!!!! !!!!!!!!!!! !!!!!*!!!!!!!!!!!! !! ! !

logo
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VFGSDNVPMEQRPGQPVYELVAPASYLVYLASDSDSSTYVTGQMTIHVNGGTVIVNG

NTDB id 21717 BCE33L RS03950 WP 001136287.1 SQFGSNVPMQRPGQPYELAPAYVYLASSDSSYVTGQMIHVNGGVIVNG 288
NTDB id 122 BSU 10400 NP 388921.1 EVFGSDVPMERPGQPVEVAPSYLYLASDDSTYVTGQTIHVNGGTIVNG 285
consensus !!! !!! !!!!! !*!! !*!!!! !!*!!!!! !!!!!! !!!!
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X similar

X ≥ 50% conserved


