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KTLMPAPQHQNKQQPGFI ESYLMDNPLRPQVFDEDKPKNYKGKASEKKLEKGKNTAVI

L ITGGDSGIGRAVS IVALFAKEGANVAVIAVYLDNEEHEQDAENET
NTDB id 96187 AQ980 RS25990 WP 001136259.1 MPQQKNFITMPAQHQNKQPGIESLMNPLPQFEDPNYKGSEKLKGKNVLITGGDSGIGRAVSIAFAKEGANVAIAYLDEEEDANET 85
NTDB id 122 BSU 10400 NP 388921.1 .MANQKKKTLPPQHQNQQPGFEYLMDPRPVFDKPK..KAKKLEGKTAIITGGDSGIGRAVSVLFAKEGANVVIVYLNEHQDAEET 82
consensus ** * !*!*!!!! !!! ! !! ! ! !* ! ** !! !! *!!!!!!!!!!!!!* !!!!!!!! ! !! !* !! !!

logo KQYVEKEGVKCLVL ILAPGDLVGSDEAQFHCKNDVVGQEQATSVQQVFLGPS ILDQI
VLVNNAVAEQQHYPVQPQGS ILEKYITASEHQLEIKRTFQR I

TNI FSMYFHYLVATKAAVLPSHLK
NTDB id 96187 AQ980 RS25990 WP 001136259.1 KQYVEKEGVKCVLLPGDLSDEQHCKDVVQETVQQLGSLQVLVNNVAQQYPQQGLEYITAEQLEKTFRINIFSYFHVAKAALSHLK 170
NTDB id 122 BSU 10400 NP 388921.1 KQYVEKEGVKCLLIAGDVGDEAFCNDVVGQASQVFPSIDILVNNAAEQHVQPSIEKITSHQLIRTFQTNIFSMFYLTKAVLPHLK 167
consensus !!!!!!!!!!!*!**!!* !! *! !!! ! *!* *!!!! ! !**!* *! !! *!! *!! !!!! !** !! !*!!!

logo KGDSSVI INTAS ITVAYEKGNEKTL IDYSATKGAIVATFTRSLSQSLVQKQGIRVNAGVAPGP IWTPL IPASSFADAEKDKVESQVFGSDNVPMEQRPGQP
NTDB id 96187 AQ980 RS25990 WP 001136259.1 KGDVIINTASIVAYEGNETLIDYSATKGAIVAFTRSLSQSLVQKGIRVNGVAPGPIWTPLIPSSFDEKKVSQFGSNVPMQRPGQP 255
NTDB id 122 BSU 10400 NP 388921.1 KGSSIINTASITAYKGNKTLIDYSATKGAIVTFTRSLSQSLVQQGIRVNAVAPGPIWTPLIPASFAAKDVEVFGSDVPMERPGQP 252
consensus !! !!!!!!! !! !! !!!!!!!!!!!!! !!!!!!!!!!! !!!!!*!!!!!!!!!!!! !! ! ! !!! !!! !!!!!

logo

V
YELVAPASYLVYLASDGDSSTYVTGQMTIHVNGGTVIVNG

NTDB id 96187 AQ980 RS25990 WP 001136259.1 YELAPAYVYLASGDSSYVTGQMIHVNGGVIVNG 288
NTDB id 122 BSU 10400 NP 388921.1 VEVAPSYLYLASDDSTYVTGQTIHVNGGTIVNG 285
consensus !*!! !*!!!! !!*!!!!! !!!!!! !!!!

X non conserved

X similar

X ≥ 50% conserved


