
logo MTSKTIAS INAGSSSLKWQLYELMPEEVKVLAKGL I ER IGLKRDDSAVI STVKFANDGRQSEEASQETLDAIAKDHVTQAAVKI LLDDL IRHFLDI IKSY
NTDB id 110927 BBD27 RS05200 WP 014608740.1 MTKTIAINAGSSSLKWQLYEMPEEVVLAKGLIERIGLRDSVSTVKFADRSESQTLDIADHVQAVKILLDDLIRFDIIKSY 80
NTDB id 402 FSA28 RS09365 WP 002263443.1 MSKTISINAGSSSLKWQLYLMPEEKVLAKGLIERIGKDDAISTVKFNGQEASETLAIKDHTAAVKILLDDLIHLDIIKSY 80
NTDB id 393 SMU RS08995 WP 002263443.1 MSKTISINAGSSSLKWQLYLMPEEKVLAKGLIERIGKDDAISTVKFNGQEASETLAIKDHTAAVKILLDDLIHLDIIKSY 80
consensus !*!!!*!!!!!!!!!!!!!*!!!!*!!!!!!!!!!!**!**!!!!!*****!*!!*!*!!**!!!!!!!!!!**!!!!!!

logo DE ITGVGHRVVAGGETYFKNESSALVDESYEEAVLIAKKI
VEELSAALLAPLHNPKGAANASAGIRAFKEKLI LPDITSVAVVFDTAFHTSTMPEVAYR

NTDB id 110927 BBD27 RS05200 WP 014608740.1 DEITGVGHRVVAGGEYFKESSLVDEY.ALAKIEELSALAPLHNPGAASGIRAFKELLPDITSVAVFDTAFHTSMPEVAYR 159
NTDB id 402 FSA28 RS09365 WP 002263443.1 DEITGVGHRVVAGGTYFNESALVDSEEVIKKVEELALLAPLHNKANAAGIRAFKKILPDITSVVVFDTAFHTTMPEVAYR 160
NTDB id 393 SMU RS08995 WP 002263443.1 DEITGVGHRVVAGGTYFNESALVDSEEVIKKVEELALLAPLHNKANAAGIRAFKKILPDITSVVVFDTAFHTTMPEVAYR 160
consensus !!!!!!!!!!!!!!*!!*!!*!!!******!*!!!**!!!!!!***!*!!!!!!**!!!!!!!*!!!!!!!!*!!!!!!!

logo YPVLPNRKYYFTDEYNQVRKYGAHGTSHQYYVSAQHEAAKLI LGEKP I EEKTLKI
L ITAVHVMGNGVS ILTAVDGGKSVDTSMGLFTPLGGVMMGTR

NTDB id 110927 BBD27 RS05200 WP 014608740.1 YPVPNRYYTDYQVRKYGAHGTSHQYVSQEAAKLLGKPIEETKIITAHVGNGVSITAVDGGKSVDTSMGLTPLGGVMMGTR 239
NTDB id 402 FSA28 RS09365 WP 002263443.1 YPLPNKYFTENQVRKYGAHGTSHYYVAHEAAKILEKPIEKLKLITVHMGNGVSLTAVDGGKSVDTSMGFTPLGGVMMGTR 240
NTDB id 393 SMU RS08995 WP 002263443.1 YPLPNKYFTENQVRKYGAHGTSHYYVAHEAAKILEKPIEKLKLITVHMGNGVSLTAVDGGKSVDTSMGFTPLGGVMMGTR 240
consensus !!*!!*!*!**!!!!!!!!!!!!*!!**!!!!*!*!!!!**!*!!*!*!!!!!*!!!!!!!!!!!!!!*!!!!!!!!!!!

logo TGDLDPAI
V IPFYI

L
I
MDRNETPEDMFAKDTAPERDIRHRVI FNKNESGLLGI SEKLSSNDMRDE I IEAGAKTEAAGDNEKKNCATLAYDNLMYFVIDRLIRIKYHIAGQAYFAGAV

NTDB id 110927 BBD27 RS05200 WP 014608740.1 TGDLDPAIIPFIIDREPDMADAERIRHVFNKESGLLGISEKSSDMRDIIAGKEAGDEKCTLAYDLYVDRLRKYIAQYFGV 319
NTDB id 402 FSA28 RS09365 WP 002263443.1 TGDLDPAVIPYLMDNTEDFKTPEDIRRIFNNESGLLGISELSNDMREIEAATAAGNKNATLAYNMFIDRIIKHIGAYAAV 320
NTDB id 393 SMU RS08995 WP 002263443.1 TGDLDPAVIPYLMDNTEDFKTPEDIRRIFNNESGLLGISELSNDMREIEAATAAGNKNATLAYNMFIDRIIKHIGAYAAV 320
consensus !!!!!!!*!!***!***!****!*!!**!!*!!!!!!!!!*!*!!!*!*!***!!****!!!!****!!**!*!**!**!

logo MNGAVDAIVFTAGIGENSDADHVIRASSEVI LMDKGHLFTDWFLGI
A
E
D
V
I
D
V
P
TEKNVEFKGRRPVVYGDVITSTSANDASAAKVKVFLVIPTDEELVIARDVERLKTK

NTDB id 110927 BBD27 RS05200 WP 014608740.1 MNGADAIVFTAGIGENSADVRASVLDGLTWFGIEVDPEKNVFGR.VGDITTADSAVKVFVIPTDEELVIARDVERLKTK 397
NTDB id 402 FSA28 RS09365 WP 002263443.1 MNGVDAIVFTAGIGENDAHIRSEIMKHFDWLGADIVTEKNEKRPVYGVISSNAAKVKVLVIPTDEELVIARDVERLKTK 399
NTDB id 393 SMU RS08995 WP 002263443.1 MNGVDAIVFTAGIGENDAHIRSEIMKHFDWLGADIVTEKNEKRPVYGVISSNAAKVKVLVIPTDEELVIARDVERLKTK 399
consensus !!!*!!!!!!!!!!!!*!**!********!*!*****!!!******!*!******!!!*!!!!!!!!!!!!!!!!!!!!
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