
logo MYIQNQLEQLKTNSYRNYDEHVALEALQFENKVNVI ILGENAQGKTNLVMEAS IYVLASMAKSHRTSNDKEL IRSWDKDEYAKI EGRVKMKQHNGAS
NTDB id 58377 B1NLA3E RS00020 WP 015591855.1 MYIQQLQLKNYRNYEVLEAQFENKVNVILGENAQGKTNVMESIYVLAMAKSHRTSNDKELISWDKEYAKIEGRVKKQHGS 80
NTDB id 353 BSU 00040 NP 387885.1 MYIQNLELTSYRNYDHAELQFENKVNVIIGENAQGKTNLMEAIYVLSMAKSHRTSNDKELIRWDKDYAKIEGRVMKQNGA 80
consensus !!!!*! ! !!!!** ! !!!!!!!!!*!!!!!!!!!*!! !!!! !!!!!!!!!!!!!! !!!*!!!!!!!! !!*!

logo

I
LPLMQL IV I SKKGKKAGKCVNHI EQQKLSQYI

VGANLMNTVI
VMFAPEDLNLVKGSPQVRRRF ILDME IGQVSP I

VYLHDLMGSLQYQKI
VLQSQR

NTDB id 58377 B1NLA3E RS00020 WP 015591855.1 LPLQLIISKKGKKAKCNHIEQQKLSQYIGNMNVVMFAPEDLNLVKGSPQVRRRFIDMEIGQVSPIYLHDMGQYQKVLQQR 160
NTDB id 353 BSU 00040 NP 387885.1 IPMQLVISKKGKKGKVNHIEQQKLSQYVGALNTIMFAPEDLNLVKGSPQVRRRFLDMEIGQVSPVYLHDLSLYQKILSQR 160
consensus *!*!!*!!!!!!!*!*!!!!!!!!!!!*! *! *!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!*!!!!* !!!*! !!

logo NHFYLKLQLQTKRKQTDLRTMLDVLTDEQFL IVEQLVAAKI
V
I
VVKRFLEQF ITAQLQLEKWAQVP IHAKGI SRGLEETLKTLEKYHKPTASLVDEVSDEEPLRCDLSKI

M

NTDB id 58377 B1NLA3E RS00020 WP 015591855.1 NHYLKLLQTKKQTDLTMLDVLTEQFIQLAAKIIVKRFEFIQLLEKWAVPIHKGISRGLETLKLEYKPSVEVSEERCLSKM 240
NTDB id 353 BSU 00040 NP 387885.1 NHFLKQLQTRKQTDRTMLDVLTDQLVEVAAKVVVKRLQFTAQLEKWAQPIHAGISRGLEELTLKYHTALDVSDPLDLSKI 240
consensus !!*!! !!!*!!!! !!!!!!!*! * *!!!**!!! ! !!!!! !!! !!!!!!! ! ! !** **!!** *!!!*
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SKLVKRENKE I ERGI

VTLFSGPHRDDLVLFFYVNEGRDVQTFYGSQGQQRTTALSLVKLAE IDEL IHRESE IGEYP I LLLDDVLS
NTDB id 58377 B1NLA3E RS00020 WP 015591855.1 IEVFEQKYFKVKNKEIERGITLFGPHRDDLLFFVNERDVQTFGSQGQQRTTALSVKLAEIELIRSEIGEYPILLLDDVLS 320
NTDB id 353 BSU 00040 NP 387885.1 GDSYQEAFSKLREKEIERGVTLSGPHRDDVLFYVNGRDVQTYGSQGQQRTTALSLKLAEIDLIHEEIGEYPILLLDDVLS 320
consensus * * * !** !!!!!!*!! !!!!!!*!!*!! !!!!!*!!!!!!!!!!!!*!!!!!*!!* !!!!!!!!!!!!!!!

logo ELDDYRQSHLLHNTIQGKRVQTFVTTTSVDEGIDHEQTLKREQAAGMTFRSVEQNVGAKLMS
V
K
Q
IQ

NTDB id 58377 B1NLA3E RS00020 WP 015591855.1 ELDDYRQSHLLNTIQGKVQTFVTTTSVEGIDHQTLKEAATFSVEVGKMSQIQ 372
NTDB id 353 BSU 00040 NP 387885.1 ELDDYRQSHLLHTIQGRVQTFVTTTSVDGIDHETLRQAGMFRVQNGALVK.. 370
consensus !!!!!!!!!!!*!!!!*!!!!!!!!!!*!!!! !!* !* ! ! ! * **

X non conserved

X similar

X ≥ 50% conserved


