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NTDB id 543 H702 RS02375 WP 160172984.1 ................................................................................ 0
NTDB id 409131 GP482 RS07025 WP 254058924.1 .MDNLIIIFGLLVNFIGFIILGILFQQITKVKITFLEWVLIIIFVQTGSFLMDPKKCSTVILVLIKDISVIFCLISLSLR 79
NTDB id 544 H702 RS02380 WP 039696235.1 MIEIVVFIITMLLNFVGFVIVGILFQQITKVKLTFLEWVLIIIFLQAVSFFMNPQKYSMVALVLMKDISVIFCLLSVSFH 80
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NTDB id 543 H702 RS02375 WP 160172984.1 .................................................................MYYLVSRWLNIDISN 15
NTDB id 409131 GP482 RS07025 WP 254058924.1 HNPKIGIRYHIFYALYPINLYMILQGVYGYGILALFSIKLNPISMASASLGVIVGTITAVIIPPIFYYLVSNWLNIDISN 159
NTDB id 544 H702 RS02380 WP 039696235.1 HNPKIGIRYHIFYALYPINLYMILHEVYCYIIFAIFSIQLTSLTMTSPSVGKMIGMITAVIIPPIFYYLISKWLNIDISN 160
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AVAI FVIYLF I FLLFVI FLFYLNFRHGQEQKNELLRN
NTDB id 543 H702 RS02375 WP 160172984.1 VSQSLKKHIEPKIFNIINILMVSYFLFMDAIAIVKPFHNAD.NDAIRGIVAFIYLILLFVFLFYLNFRHGQEQKNELLRN 94
NTDB id 409131 GP482 RS07025 WP 254058924.1 VRKTLKNYLSARALRLVNVALLIFYPGMECFAALTPFEDMSTNRDIYRAVIFVYFIFLFIFLFYLNFRHGQEQKNELLRN 239
NTDB id 544 H702 RS02380 WP 039696235.1 VRKTLKNYLSARALRFVNVLLLLFYPGMECFGAIAPFEKMSMNRNIYRAVIFIYFILLFIFLFYLNFRHGQEQKNELLRN 240
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logo QEMELVAALAENYSKHVESLYEQEVRSFRHDYANI
VLMSLKVMGIDQGNLDDIKKIYEDE ITADSTKLVKNNKFDLTRLANIATDSG

NTDB id 543 H702 RS02375 WP 160172984.1 QEMELAALANYSKHVESLYEEVRSFRHDYANVLMSLKMGIDQGNLDDIKKIYDEITADSTKLVKNNKFDLTRLANITDSG 174
NTDB id 409131 GP482 RS07025 WP 254058924.1 QEMELVALENYSKHVESLYQEVRSFRHDYANVLMSLKMGIDQGNLDDIKKIYEEITADSTKLVKNNKFDLTRLANIADSG 319
NTDB id 544 H702 RS02380 WP 039696235.1 QEMELAALENYSKHVESLYQEVRSFRHDYANILMSLKVGIDQGNLDDIKKIYDEITADSTKLVKNNKFDLTRLANITDSG 320
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logo VKSLMSAKFLHQAENQGIAETNI SLEVASEEKMGNTPKS IPL I SY IR I LS I LFDNAI EAGALESAEPRKI SVANFYQDDGEDFVFMI ENS ISTK
NTDB id 543 H702 RS02375 WP 160172984.1 VKSLMSAKFLHAENQGIENSLEVSEKMGTPSIPLISYIRILSILFDNAIEGALESAEPKISVANFYQDGDFVFMIENSSK 254
NTDB id 409131 GP482 RS07025 WP 254058924.1 VKSLMSAKFLQAENQGIAISLEVSEKMGNPSIPLISYIRILSILFDNAIEGALESAEPKISVANFYQDGDFVFMIENSIK 399
NTDB id 544 H702 RS02380 WP 039696235.1 VKSLMSAKFLQAENQGITISLEVAEEMGTPKIPLISYIRILSILFDNAIEAALESAEPRISVANFYQDDEFVFMIENSTK 400
consensus !!!!!!!!!!*!!!!!! *!!!!*!*!!*!*!!!!!!!!!!!!!!!!!!!*!!!!!!!*!!!!!!!!!**!!!!!!!!*!

logo EKSVDLTGKI FERGYSTRKGEDNRGLGLATLMDFQDDYENLSVETHRSLSDYKTFTQVVR I FYEGADSR
NTDB id 543 H702 RS02375 WP 160172984.1 EKSVDLGKIFERGYSTRGENRGLGLATLMDFQDDYENLSVETHSSDYTFTQVVRIYEGDSR 315
NTDB id 409131 GP482 RS07025 WP 254058924.1 EKSVDLTKIFERGYSTKGDNRGLGLATLMDFQDDYENLSVETRSSDYTFTQVVRIFEA... 457
NTDB id 544 H702 RS02380 WP 039696235.1 EKSVDLGKIFERGYSTKGDNRGLGLATLMDFQDDYENLSVETRSLDYKFTQVVRIYEA... 458
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