
logo MYIEQNQLELRTNSYRNYDEHSAIDELVQTFENKVNVI ILGENAQGKTNI
LMEAS IYVLASMAKSHRTSNDKDEL IRWDEKDEYAKI EKGR I

V
M
QKQYNGAS

NTDB id 79318 KH172YL63 RS00020 WP 173104256.1 MYIEQLELRNYRNYESIDVTFENKVNVILGENAQGKTNIMESIYVLAMAKSHRTSNDKDLIRWDEEYAKIKGRIQKYNGS 80
NTDB id 353 BSU 00040 NP 387885.1 MYIQNLELTSYRNYDHAELQFENKVNVIIGENAQGKTNLMEAIYVLSMAKSHRTSNDKELIRWDKDYAKIEGRVMKQNGA 80
consensus !!! *!!! !!!!** ** !!!!!!!!*!!!!!!!!!*!! !!!! !!!!!!!!!!!*!!!!! *!!!! !!* ! !!

logo

I
LPLMEQL IV I

LSKKGKKAGKSVNHI
LEQQSKLSQYVGANLMNTVI

VMFAPEDLHNLVKGSPQVRRRF ILDME IGQVSPVYLHDI
LSLYQKI LQSQR

NTDB id 79318 KH172YL63 RS00020 WP 173104256.1 LPLELILSKKGKKAKSNHLEQSKLSQYVGNMNVVMFAPEDLHLVKGSPQVRRRFIDMEIGQVSPVYLHDISLYQKILQQR 160
NTDB id 353 BSU 00040 NP 387885.1 IPMQLVISKKGKKGKVNHIEQQKLSQYVGALNTIMFAPEDLNLVKGSPQVRRRFLDMEIGQVSPVYLHDLSLYQKILSQR 160
consensus *!* !**!!!!!!*! !!*!! !!!!!!! *! *!!!!!!!*!!!!!!!!!!!!*!!!!!!!!!!!!!!*!!!!!!! !!

logo NHFYLKQLQTRKQKTDQRTMLDVLTDEQFL IVEMVAAVKI
V
T
V
K
VKRFLEQFTVAQLQLEKSWAKQP IHASGI SRGNLEETLETI

L
K
LYHKPTASLDGVSDPSLQDELWSKI

M

NTDB id 79318 KH172YL63 RS00020 WP 173104256.1 NHYLKQLQTRKQKDQTMLDVLTEQFIEMAVKITKKRFEFVQLLESWAKPIHSGISRNLETLEILYKPSLGVSDSQEWSKM 240
NTDB id 353 BSU 00040 NP 387885.1 NHFLKQLQTRKQTDRTMLDVLTDQLVEVAAKVVVKRLQFTAQLEKWAQPIHAGISRGLEELTLKYHTALDVSDPLDLSKI 240
consensus !!*!!!!!!!!! ! !!!!!!!*! *!*! !* !! ! !! !! !!! !!!! !! ! * !** ! !!!* * !!*

logo

G
VDI

SYEQEQAKFNSDKI
LREKRE IDERGVTLSVGPHRDDLVLQF IYVNGRDVQTFYGSQGQQRTTALSLVKLAE IDEL IHESE IGKEYP I LLLDDVLS

NTDB id 79318 KH172YL63 RS00020 WP 173104256.1 VDIYEQKFNDIREREIDRGVTLVGPHRDDLQFIVNGRDVQTFGSQGQQRTTALSVKLAEIELIHSEIKEYPILLLDDVLS 320
NTDB id 353 BSU 00040 NP 387885.1 GDSYQEAFSKLREKEIERGVTLSGPHRDDVLFYVNGRDVQTYGSQGQQRTTALSLKLAEIDLIHEEIGEYPILLLDDVLS 320
consensus ! ! ! *!!*!!*!!!!! !!!!!!* ! !!!!!!!!*!!!!!!!!!!!!*!!!!!*!!! !! !!!!!!!!!!!!

logo ELDDYRQSHLLHNTIQGKRVQTFVTTTNSVDGIDHEQTLNREQAGTMTFERVEQANGASLMKVKRVK
NTDB id 79318 KH172YL63 RS00020 WP 173104256.1 ELDDYRQSHLLNTIQGKVQTFVTTTNVDGIDHQTLNEATTFEVEAGSMKRVK 372
NTDB id 353 BSU 00040 NP 387885.1 ELDDYRQSHLLHTIQGRVQTFVTTTSVDGIDHETLRQAGMFRVQNGALVK.. 370
consensus !!!!!!!!!!!*!!!!*!!!!!!!! !!!!!! !! ! ! ! ! * ***
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