
logo MSKTI S INAGSSSLKWQLYQLMPEETKVLAKGL I ER IGLKKDDSAI STVKFDNGRQSEEAKSQEVTLDAIQKDHTQAAVKI LLDDL IRHFLDI IKSY
NTDB id 29192 HMPREF0833 RS08335 WP 013904491.1 MSKTISINAGSSSLKWQLYQMPEETVLAKGLIERIGLKDSISTVKFDGRSEKQVLDIQDHTQAVKILLDDLIRFDIIKSY 80
NTDB id 402 FSA28 RS09365 WP 002263443.1 MSKTISINAGSSSLKWQLYLMPEEKVLAKGLIERIGKDDAISTVKFNGQEASETLAIKDHTAAVKILLDDLIHLDIIKSY 80
NTDB id 393 SMU RS08995 WP 002263443.1 MSKTISINAGSSSLKWQLYLMPEEKVLAKGLIERIGKDDAISTVKFNGQEASETLAIKDHTAAVKILLDDLIHLDIIKSY 80
consensus !!!!!!!!!!!!!!!!!!!*!!!!*!!!!!!!!!!!**!*!!!!!!*!******!*!*!!!*!!!!!!!!!!**!!!!!!

logo DE ITGVGHRVVAGGETYFKNDESALVDDSEEVLIRKKVEELSALLAPLHNPKANAAGIRAFRKEKICLPNDITSVVVFDTSAFHTTMPEKVAYR
NTDB id 29192 HMPREF0833 RS08335 WP 013904491.1 DEITGVGHRVVAGGEYFKDSALVDD.EVLRKVEELSLLAPLHNPANAAGIRAFREICPNITSVVVFDTSFHTTMPEKAYR 159
NTDB id 402 FSA28 RS09365 WP 002263443.1 DEITGVGHRVVAGGTYFNESALVDSEEVIKKVEELALLAPLHNKANAAGIRAFKKILPDITSVVVFDTAFHTTMPEVAYR 160
NTDB id 393 SMU RS08995 WP 002263443.1 DEITGVGHRVVAGGTYFNESALVDSEEVIKKVEELALLAPLHNKANAAGIRAFKKILPDITSVVVFDTAFHTTMPEVAYR 160
consensus !!!!!!!!!!!!!!*!!**!!!!!**!!**!!!!!*!!!!!!!*!!!!!!!!!**!*!*!!!!!!!!!*!!!!!!!*!!!

logo YPLPTNKYYFTENKQVRKYGAHGTSHQYYVAGHEAAKLI LGEKPLI EEKLKL ITCVHVMGNGVSVLTAVDKGGI
KSVDTSMGFTPLGGVMMGTR

NTDB id 29192 HMPREF0833 RS08335 WP 013904491.1 YPLPTKYYTENKVRKYGAHGTSHQYVAGEAAKLLGKPLEELKLITCHVGNGVSVTAVDKGISVDTSMGFTPLGGVMMGTR 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 IPYLMEDHNTEDFNKKTPEDI SRR I LFNRNESGLLGVI SGESLSSNDMRDE IHETAAMTHANAGDNEKKNAKTLAYDNI

MF IDRLIQIKYHIGQAYLAAV
NTDB id 29192 HMPREF0833 RS08335 WP 013904491.1 TGDLDPAIIPYLMEHTEDFNKPEDISRILNRESGLLGVSGSSSDMRDIHTAMHNGDEKAKLAYDIFIDRLQKYIGQYLAV 319
NTDB id 402 FSA28 RS09365 WP 002263443.1 TGDLDPAVIPYLMDNTEDFKTPEDIRRIFNNESGLLGISELSNDMREIEAATAAGNKNATLAYNMFIDRIIKHIGAYAAV 320
NTDB id 393 SMU RS08995 WP 002263443.1 TGDLDPAVIPYLMDNTEDFKTPEDIRRIFNNESGLLGISELSNDMREIEAATAAGNKNATLAYNMFIDRIIKHIGAYAAV 320
consensus !!!!!!!*!!!!!**!!!!**!!!!*!!*!*!!!!!!*!**!*!!!*!**!***!***!*!!!**!!!!**!*!!*!*!!

logo

L
MNGAVDAI IVFTAGIGENADVANHVIRSSE I IMNKGHI

F
S
DWFLGCAKDVIDVPTEKNVEFKRGPAVI

YGDVI STSDNDASARKVKVLVIPTDEELVIARDVERFLKNTQK
NTDB id 29192 HMPREF0833 RS08335 WP 013904491.1 LNGADAIIFTAGIGENAVNVRSSIINGISWFGCKVDPEKNVF.GAIGDISTDDSRVKVLVIPTDEELVIARDVERFKNQ 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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