
logo MASKTI S INAGSSSLKWQLYNLMPEEEKVI
LAKGL I ER IGLKVDNDGAVI STVKFNGQTEKASETKLDAIPKDHTAAVKI LLDDL I SHMLNDI IAKSYDE ITG

NTDB id 32733 SGGB RS00670 WP 009853237.1 MAKTISINAGSSSLKWQLYNMPEEEVIAKGLIERIGLVNGVSTVKFNGQTKSETKDIPDHTAAVKILLDDLISMNIIASYDEITG 85
NTDB id 402 FSA28 RS09365 WP 002263443.1 MSKTISINAGSSSLKWQLYLMPEEKVLAKGLIERIGKDDAISTVKFNGQEASETLAIKDHTAAVKILLDDLIHLDIIKSYDEITG 85
NTDB id 393 SMU RS08995 WP 002263443.1 MSKTISINAGSSSLKWQLYLMPEEKVLAKGLIERIGKDDAISTVKFNGQEASETLAIKDHTAAVKILLDDLIHLDIIKSYDEITG 85
consensus !*!!!!!!!!!!!!!!!!!*!!!!*!*!!!!!!!!!*****!!!!!!!!**!!!**!*!!!!!!!!!!!!!!***!!*!!!!!!!

logo VGHRVVAGGETYFKNDESALVTDSDEKEVIQKQKVEELSAMLLAPLHNPKGAANALAGIRAFKDKLI LPDITSVVVFDTAFHATTMPEVAYRYP I
L
A
PNRKYYFTDE

NTDB id 32733 SGGB RS00670 WP 009853237.1 VGHRVVAGGEYFKDSALVT.DKVIQQVEELSMLAPLHNPGAALGIRAFKDLLPDITSVVVFDTAFHATMPEVAYRYPIANRYYTD 169
NTDB id 402 FSA28 RS09365 WP 002263443.1 VGHRVVAGGTYFNESALVDSEEVIKKVEELALLAPLHNKANAAGIRAFKKILPDITSVVVFDTAFHTTMPEVAYRYPLPNKYFTE 170
NTDB id 393 SMU RS08995 WP 002263443.1 VGHRVVAGGTYFNESALVDSEEVIKKVEELALLAPLHNKANAAGIRAFKKILPDITSVVVFDTAFHTTMPEVAYRYPLPNKYFTE 170
consensus !!!!!!!!!*!!**!!!!****!!**!!!!**!!!!!!***!*!!!!!!**!!!!!!!!!!!!!!!*!!!!!!!!!!**!*!*!*
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LDPGAVITPYLLMEDCN
NTDB id 32733 SGGB RS00670 WP 009853237.1 YKIRKYGAHGTSHQYVAQEAAKVLGKPLEDLKLITCHIGNGVSVTAIKDGKSVDTSMGLTPLGGTMMGTRSGSIDPGVITYLLEC 254
NTDB id 402 FSA28 RS09365 WP 002263443.1 NQVRKYGAHGTSHYYVAHEAAKILEKPIEKLKLITVHMGNGVSLTAVDGGKSVDTSMGFTPLGGVMMGTRTGDLDPAVIPYLMDN 255
NTDB id 393 SMU RS08995 WP 002263443.1 NQVRKYGAHGTSHYYVAHEAAKILEKPIEKLKLITVHMGNGVSLTAVDGGKSVDTSMGFTPLGGVMMGTRTGDLDPAVIPYLMDN 255
consensus ***!!!!!!!!!!*!!!*!!!!*!*!!*!*!!!!!*!*!!!!!*!!***!!!!!!!!!*!!!!!*!!!!!*!**!!*!!*!!***
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TPQEKDIRTRVI LFNRNDESGLLGI SEKLSSNDMRDE I LEAGAKTEAEAGDNEKKNCAQTLAYDNMYF IDRLIRIKYHIAGQAYFAAVLMNGAVDAIVFTAGIGENSDSAVHVI

NTDB id 32733 SGGB RS00670 WP 009853237.1 EPNLDSPQKIRTVLNRDSGLLGISEKSSDMRDILAGKEEGDEKCQLAYDMYIDRLRKYIAQYFAVLNGADAIVFTAGIGENSSVV 339
NTDB id 402 FSA28 RS09365 WP 002263443.1 TEDFKTPEDIRRIFNNESGLLGISELSNDMREIEAATAAGNKNATLAYNMFIDRIIKHIGAYAAVMNGVDAIVFTAGIGENDAHI 340
NTDB id 393 SMU RS08995 WP 002263443.1 TEDFKTPEDIRRIFNNESGLLGISELSNDMREIEAATAAGNKNATLAYNMFIDRIIKHIGAYAAVMNGVDAIVFTAGIGENDAHI 340
consensus ******!**!!***!**!!!!!!!!*!*!!!*!*!****!*****!!!*!*!!!**!*!**!*!!*!!*!!!!!!!!!!!!****

logo RESDE I IMS
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T
DWFLGVADTIDVPTAEKNEVKSRGPAVYGVI STSDNQAARKVKTVMLVIPTDEELVIARDVERFLKNTSKTN

NTDB id 32733 SGGB RS00670 WP 009853237.1 REDIISGMTWFGVDTDPAKN.VSGAYGVISTDQARVKTMVIPTDEELVIARDVERFKNSTN 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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