
logo MTSKTIAS INAGSSSLKWQLYLMPEEKVLAKGL I ER IGLKKDDSAI STVKFDNGRQSEEAQSQE I
TLDAI EKNDHTQAAVKI LLDDL IRHFLDI IKASY

NTDB id 35262 HMPREF1038 RS10010 WP 000167766.1 MTKTIAINAGSSSLKWQLYLMPEEKVLAKGLIERIGLKDSISTVKFDGRSEQQILDIENHTQAVKILLDDLIRFDIIKAY 80
NTDB id 402 FSA28 RS09365 WP 002263443.1 MSKTISINAGSSSLKWQLYLMPEEKVLAKGLIERIGKDDAISTVKFNGQEASETLAIKDHTAAVKILLDDLIHLDIIKSY 80
NTDB id 393 SMU RS08995 WP 002263443.1 MSKTISINAGSSSLKWQLYLMPEEKVLAKGLIERIGKDDAISTVKFNGQEASETLAIKDHTAAVKILLDDLIHLDIIKSY 80
consensus !*!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!**!*!!!!!!*!******!*!**!!*!!!!!!!!!!**!!!!*!

logo DE ITGVGHRVVAGGETYFKNESTAVLVEDGSEDEVLI EKKVEELSALLAPLHNPKANAAGVIRAFKEKLI LPDITSVVVFDTSAFHTSTMPEKVAYR
NTDB id 35262 HMPREF1038 RS10010 WP 000167766.1 DEITGVGHRVVAGGEYFKESTVVEG.DVLEKVEELSLLAPLHNPANAAGVRAFKELLPDITSVVVFDTSFHTSMPEKAYR 159
NTDB id 402 FSA28 RS09365 WP 002263443.1 DEITGVGHRVVAGGTYFNESALVDSEEVIKKVEELALLAPLHNKANAAGIRAFKKILPDITSVVVFDTAFHTTMPEVAYR 160
NTDB id 393 SMU RS08995 WP 002263443.1 DEITGVGHRVVAGGTYFNESALVDSEEVIKKVEELALLAPLHNKANAAGIRAFKKILPDITSVVVFDTAFHTTMPEVAYR 160
consensus !!!!!!!!!!!!!!*!!*!!**!****!**!!!!!*!!!!!!!*!!!!!*!!!!**!!!!!!!!!!!!*!!!*!!!*!!!

logo YPLPTNKYYFTENKQVRKYGAHGTSHQYFYVAGHEAAKLI LGERKPLI EDKLKL ITCVHI
MGNGGVS ILTAVKDAGGKSVDTSMGFTPLGGI

VMMGTR
NTDB id 35262 HMPREF1038 RS10010 WP 000167766.1 YPLPTKYYTENKVRKYGAHGTSHQFVAGEAAKLLGRPLEDLKLITCHIGNGGSITAVKAGKSVDTSMGFTPLGGIMMGTR 239
NTDB id 402 FSA28 RS09365 WP 002263443.1 YPLPNKYFTENQVRKYGAHGTSHYYVAHEAAKILEKPIEKLKLITVHMGNGVSLTAVDGGKSVDTSMGFTPLGGVMMGTR 240
NTDB id 393 SMU RS08995 WP 002263443.1 YPLPNKYFTENQVRKYGAHGTSHYYVAHEAAKILEKPIEKLKLITVHMGNGVSLTAVDGGKSVDTSMGFTPLGGVMMGTR 240
consensus !!!!*!!*!!!*!!!!!!!!!!!**!!*!!!!*!**!*!*!!!!!*!*!!!*!*!!!**!!!!!!!!!!!!!!!*!!!!!

logo TGDI
LDPAI

V IPYLMQDYNTEDFNKTPEDI SRRVI LFNRNESGLLGVI SAENLSSNDMRDE I EAAVTAEAGNHKENASTLAYENMYFVIDR IQIKHIGQAYLAAV
NTDB id 35262 HMPREF1038 RS10010 WP 000167766.1 TGDIDPAIIPYLMQYTEDFNTPEDISRVLNRESGLLGVSANSSDMRDIEAAVAEGNHEASLAYEMYVDRIQKHIGQYLAV 319
NTDB id 402 FSA28 RS09365 WP 002263443.1 TGDLDPAVIPYLMDNTEDFKTPEDIRRIFNNESGLLGISELSNDMREIEAATAAGNKNATLAYNMFIDRIIKHIGAYAAV 320
NTDB id 393 SMU RS08995 WP 002263443.1 TGDLDPAVIPYLMDNTEDFKTPEDIRRIFNNESGLLGISELSNDMREIEAATAAGNKNATLAYNMFIDRIIKHIGAYAAV 320
consensus !!!*!!!*!!!!!**!!!!*!!!!!*!**!*!!!!!!*!**!*!!!*!!!!*!*!!**!*!!!*!**!!!*!!!!*!*!!
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NTDB id 35262 HMPREF1038 RS10010 WP 000167766.1 LNGADAIVFTAGVGENAESFRRDVISGISWFGCDVDDEKNV.FGVTGDISTEAAKIRVLVIPTDEELVIARDVERLKK. 396
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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