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NTDB id 1084982 ACLIMC RS05765 WP 411501188.1 VKKLQEELFSRRPESFLRDFQDMHPVLEKLVQLVKVFTERFQAMKRDKGMVDFTDLEHFCLQILSEQSEDGEMKPSAVAL 399
NTDB id 119 BSU 10630 NP 388944.2 LEKLKTDYFTRSPEQHLKSLAEMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAAR 395
consensus * !! * !*! !! *!* *!*!!*! !!!!! * !! ! ! *! **!!*!!!!*!! !!* * !! !! !

logo

F
QYQRENKQFAHEVLVDEYQDTNFLVQES I ILKQFLVTKSDGPSEESETGNLFMVGDVKQS IYRFRLAEPGLLFLGSKYKRFTEQESGELGGTGMRKIDLAN

NTDB id 1084982 ACLIMC RS05765 WP 411501188.1 QYRNKFAEVLVDEYQDTNFVQESIIKFVTKDSESEGNLFMVGDVKQSIYRFRLAEPGLFLGKYKRFTQEGLGGGMKIDLA 479
NTDB id 119 BSU 10630 NP 388944.2 FYQEQFHEVLVDEYQDTNLVQESILQLVTSGPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLN 475
consensus ! !*!!!!!!!!!!! !!!!!* !! *! !!!!!!!!!!!!!!!!!!!!! !!! !!!!!! ! ! ! !!!!

logo KNFRSRAHDE I
VLADGSTNF ILFKQI

LMGEGEKI
VGE I

VDYDAEDQAELKLGAASYPDEGNDEDETVAEATELLCL IDQNQATEDEETVDIADGSEEAGAEELVEKTAVQFLEAKRAL
NTDB id 1084982 ACLIMC RS05765 WP 411501188.1 KNFRSRHEVLAGTNFIFKQIMGEEVGEIDYDADAELKLGASYPEGEDVAAELLCIQQTEEEVIDGEEGAEVEKAQLEARL 559
NTDB id 119 BSU 10630 NP 388944.2 KNFRSRADILDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPDNDETETELLLIDNAEDT.DASEEAEELETVQFEAKA 554
consensus !!!!!!***! !!!*!!!*!! *!!*!!! !!!!!!! !!* ** !!!*! * !* * !!* !*! ! !!*



logo

I
MAKQER IKRAKLMI

V
D
SSGPFYEKVYDGRKKTDKSTHMRNP I

V
K
QYRDFIV I LLRSMPWAPQIMEELKRALQGIPVYADNLATSTGYFEATVEVANI

V
A
M
L
M
N
SVFLKRVID

NTDB id 1084982 ACLIMC RS05765 WP 411501188.1 MAQRIKAMVDSGYEVYDRKTDSMRPVKYRDFVILLRSMPWAPQIMEELKLQGIPVYADLATGYFEATEVNIMMNVFRVID 639
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NTDB id 1084982 ACLIMC RS05765 WP 411501188.1 .SDNAFIKKLRAPIRTRPRFMEKKGLTYAERGTAVHAVMQHVDLKKPITVEVLQEQIAGMVNKELLTFEQAEEIAVEKVI 1115
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NTDB id 1084982 ACLIMC RS05765 WP 411501188.1 AKPILEERYKVQLSLYAKALEKSLQHPVKEKCLYFFDGNHVIKVEE 1241
NTDB id 119 BSU 10630 NP 388944.2 AAPILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL.. 1232
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