
logo MSKTI S INAGSSSLKWQLYELMPAEEKVI
LAKGL I ER IGLKKDDSAI STVKFDNGRQAEEAKSQE I

TLDAIDKDHTQAAVKI LLDDLMIRHFLDI IKASYDE ITG
NTDB id 39088 SCRE RS08560 WP 006267970.1 MSKTISINAGSSSLKWQLYEMPAEKVIAKGLIERIGLKDSISTVKFDGRAEKQILDIDDHTQAVKILLDDLMRFDIIKAYDEITG 85
NTDB id 402 FSA28 RS09365 WP 002263443.1 MSKTISINAGSSSLKWQLYLMPEEKVLAKGLIERIGKDDAISTVKFNGQEASETLAIKDHTAAVKILLDDLIHLDIIKSYDEITG 85
NTDB id 393 SMU RS08995 WP 002263443.1 MSKTISINAGSSSLKWQLYLMPEEKVLAKGLIERIGKDDAISTVKFNGQEASETLAIKDHTAAVKILLDDLIHLDIIKSYDEITG 85
consensus !!!!!!!!!!!!!!!!!!!*!!*!!!*!!!!!!!!!**!*!!!!!!*!******!*!*!!!*!!!!!!!!!***!!!!*!!!!!!

logo VGHRVVAGGETYFKNESALVDSEEVIQKKVEELALLAPLHNKANAAGIRAFKEKLI LPDITSVVVFDTSAFHTTMPEKVAYRYPLPTNKYYFTE
NTDB id 39088 SCRE RS08560 WP 006267970.1 VGHRVVAGGEYFKESALVDSEEVIQKVEELALLAPLHNKANAAGIRAFKELLPDITSVVVFDTSFHTTMPEKAYRYPLPTKYYTE 170
NTDB id 402 FSA28 RS09365 WP 002263443.1 VGHRVVAGGTYFNESALVDSEEVIKKVEELALLAPLHNKANAAGIRAFKKILPDITSVVVFDTAFHTTMPEVAYRYPLPNKYFTE 170
NTDB id 393 SMU RS08995 WP 002263443.1 VGHRVVAGGTYFNESALVDSEEVIKKVEELALLAPLHNKANAAGIRAFKKILPDITSVVVFDTAFHTTMPEVAYRYPLPNKYFTE 170
consensus !!!!!!!!!*!!*!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!**!!!!!!!!!!!!*!!!!!!!*!!!!!!!*!!*!!

logo NKQVRKYGAHGTSHQYYVAKHEAAKVI LGEKPLI EDKLKL ITCVHI
MGNGAVS ILTAVKDGGQKSVDTSMGFTPLGGAVMMGTRTGDI

LDPAI
V IPYLMEDHN

NTDB id 39088 SCRE RS08560 WP 006267970.1 NKVRKYGAHGTSHQYVAKEAAKVLGKPLEDLKLITCHIGNGASITAVKGGQSVDTSMGFTPLGGAMMGTRTGDIDPAIIPYLMEH 255
NTDB id 402 FSA28 RS09365 WP 002263443.1 NQVRKYGAHGTSHYYVAHEAAKILEKPIEKLKLITVHMGNGVSLTAVDGGKSVDTSMGFTPLGGVMMGTRTGDLDPAVIPYLMDN 255
NTDB id 393 SMU RS08995 WP 002263443.1 NQVRKYGAHGTSHYYVAHEAAKILEKPIEKLKLITVHMGNGVSLTAVDGGKSVDTSMGFTPLGGVMMGTRTGDLDPAVIPYLMDN 255
consensus !*!!!!!!!!!!!*!!!*!!!!*!*!!*!*!!!!!*!*!!!*!*!!!*!!*!!!!!!!!!!!!!*!!!!!!!!*!!!*!!!!!**

logo TEDLFNKTPEDINRR I LFNRNESGLLGVI SEKLSSNDMRDE IHEAAMTRAAGDNAKKNAQTLANYDNI
MFVIDR IQIKYHIGQAYLAAVLMNGAVDAI IVFTAGIGENSDVATHI

NTDB id 39088 SCRE RS08560 WP 006267970.1 TEDLNTPEDINRILNRESGLLGVSEKSSDMRDIHAAMRAGDAKAQLANDIFVDRIQKYIGQYLAVLNGADAIIFTAGIGENSVTI 340
NTDB id 402 FSA28 RS09365 WP 002263443.1 TEDFKTPEDIRRIFNNESGLLGISELSNDMREIEAATAAGNKNATLAYNMFIDRIIKHIGAYAAVMNGVDAIVFTAGIGENDAHI 340
NTDB id 393 SMU RS08995 WP 002263443.1 TEDFKTPEDIRRIFNNESGLLGISELSNDMREIEAATAAGNKNATLAYNMFIDRIIKHIGAYAAVMNGVDAIVFTAGIGENDAHI 340
consensus !!!**!!!!!*!!*!*!!!!!!*!!*!*!!!*!*!!**!!***!*!!***!*!!!*!*!!*!*!!*!!*!!!*!!!!!!!!***!

logo RRSLEVI IMEKGHI
F
S
DWFLGCAEDLIDVPTEKNVEKFRGPNVYGDVI SMSPNDASAKVRKVLVIPTDEELVIARDVERFLKNTQKK

NTDB id 39088 SCRE RS08560 WP 006267970.1 RRLVIEGISWFGCELDPEKNV.FGNYGDISMPDSKVRVLVIPTDEELVIARDVERFKNQK 399
NTDB id 402 FSA28 RS09365 WP 002263443.1 RSEIMKHFDWLGADIVTEKNEKRPVYGVISSNAAKVKVLVIPTDEELVIARDVERLKTK. 399
NTDB id 393 SMU RS08995 WP 002263443.1 RSEIMKHFDWLGADIVTEKNEKRPVYGVISSNAAKVKVLVIPTDEELVIARDVERLKTK. 399
consensus !********!*!*****!!!*****!!*!!****!!*!!!!!!!!!!!!!!!!!!*!**
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