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MIE IVVF I ITMLLNFVGFVIVGI LFQQITKVKLTFLEWVL I I I FLQAVSFFMNPQKYSMVALVLMKDI SV I FCLLSVSFH
NTDB id 543 H702 RS02375 WP 160172984.1 ................................................................................ 0
NTDB id 409405 GPZ88 RS03295 WP 240915107.1 ................................................................................ 0
NTDB id 544 H702 RS02380 WP 039696235.1 MIEIVVFIITMLLNFVGFVIVGILFQQITKVKLTFLEWVLIIIFLQAVSFFMNPQKYSMVALVLMKDISVIFCLLSVSFH 80
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HNPKIG IRYHI FYALYP INLYMI LHQEGVYCGYGI I FLA I FS IKQLNTPSLATMTSPSLVGI
K
L
MIGVMI

MTAEVI IPP IMFYYL IVSRKWLNIDI SN
NTDB id 543 H702 RS02375 WP 160172984.1 .................................................................MYYLVSRWLNIDISN 15
NTDB id 409405 GPZ88 RS03295 WP 240915107.1 .....................MILQGVYGYGILAIFSIKLNPLAMTSPSLGILIVMMTEVIIPPIFYYLVSKWLNIDISN 59
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 409405 GPZ88 RS03295 WP 240915107.1 VRKTLKNYLSARALRLVNVALLIFYPGMECFAALTPFEDMSTNRNIYRAVIFVYFIFLFIFLFYLNFRHGQEQKNELLRN 139
NTDB id 544 H702 RS02380 WP 039696235.1 VRKTLKNYLSARALRFVNVLLLLFYPGMECFGAIAPFEKMSMNRNIYRAVIFIYFILLFIFLFYLNFRHGQEQKNELLRN 240
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logo QEMELAALAENYSKHVESLYEQEVRSFRHDYANI
VLMSLKMVGIDQGNLDDIKKIYDE ITADSTKLVKNNKFDLTRLANITDSG

NTDB id 543 H702 RS02375 WP 160172984.1 QEMELAALANYSKHVESLYEEVRSFRHDYANVLMSLKMGIDQGNLDDIKKIYDEITADSTKLVKNNKFDLTRLANITDSG 174
NTDB id 409405 GPZ88 RS03295 WP 240915107.1 QEMELAALENYSKHVESLYQEVRSFRHDYANVLMSLKVGIDQGNLDDIKKIYDEITADSTKLVKNNKFDLTRLANITDSG 219
NTDB id 544 H702 RS02380 WP 039696235.1 QEMELAALENYSKHVESLYQEVRSFRHDYANILMSLKVGIDQGNLDDIKKIYDEITADSTKLVKNNKFDLTRLANITDSG 320
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logo VKSLMSAKFLHQAENQGIAETNI SLEVASEEKRMEGTPSKIPL I SY IR I LS I LFDNAI EGAALESEATEPRKI SVANFYQDDGEDFVFMI ENSTSK
NTDB id 543 H702 RS02375 WP 160172984.1 VKSLMSAKFLHAENQGIENSLEVSEKMGTPSIPLISYIRILSILFDNAIEGALESAEPKISVANFYQDGDFVFMIENSSK 254
NTDB id 409405 GPZ88 RS03295 WP 240915107.1 VKSLMSAKFLQAENQGIAISLEVSERMETPKIPLISYIRILSILFDNAIEAALESETPKISVANFYQDGDFVFMIENSSK 299
NTDB id 544 H702 RS02380 WP 039696235.1 VKSLMSAKFLQAENQGITISLEVAEEMGTPKIPLISYIRILSILFDNAIEAALESAEPRISVANFYQDDEFVFMIENSTK 400
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logo EKSVDLGKI FERGYSTRKGDENRGLGLATLMDFQDDYENLSVETRHSLSDYKTFTQVVR IYEAGDSR
NTDB id 543 H702 RS02375 WP 160172984.1 EKSVDLGKIFERGYSTRGENRGLGLATLMDFQDDYENLSVETHSSDYTFTQVVRIYEGDSR 315
NTDB id 409405 GPZ88 RS03295 WP 240915107.1 EKSVDLGKIFERGYSTKGENRGLGLATLMDFQDDYENLSVETHSSDYTFTQVVRIYEGDSR 360
NTDB id 544 H702 RS02380 WP 039696235.1 EKSVDLGKIFERGYSTKGDNRGLGLATLMDFQDDYENLSVETRSLDYKFTQVVRIYEA... 458
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