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NTDB id 406239 GO596 RS03995 WP 232516874.1 .............................................................MIFGKDLALLLSLMYLSYR 19
NTDB id 544 H702 RS02380 WP 039696235.1 MIEIVVFIITMLLNFVGFVIVGILFQQITKVKLTFLEWVLIIIFLQAVSFFMNPQKYSMVALVLMKDISVIFCLLSVSFH 80
NTDB id 543 H702 RS02375 WP 160172984.1 ................................................................................ 0
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LFYALYP INTLVFYMTI LHQERNVYCGYFI ILFYAEFI FLDS IKQLVSTPSFLGTMSMTSPSVGKMSAIGIMF
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NTDB id 406239 GO596 RS03995 WP 232516874.1 HKPSLKFRYHLFYALYPITVFTILQRNYGYFLYEFLDIKVSPFGSM......SAIMFSVLLVPPTLYYLISKWLNIDISN 93
NTDB id 544 H702 RS02380 WP 039696235.1 HNPKIGIRYHIFYALYPINLYMILHEVYCYIIFAIFSIQLTSLTMTSPSVGKMIGMITAVIIPPIFYYLISKWLNIDISN 160
NTDB id 543 H702 RS02375 WP 160172984.1 .................................................................MYYLVSRWLNIDISN 15
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NTDB id 406239 GO596 RS03995 WP 232516874.1 VRRTLESYLKVKTVIVINCLMAFYYFGFDFLPLIMPSDSIV.AKKIHEYGSFIYFILLFAFLFYLNFRHGQEQKEELLRN 172
NTDB id 544 H702 RS02380 WP 039696235.1 VRKTLKNYLSARALRFVNVLLLLFYPGMECFGAIAPFEKMSMNRNIYRAVIFIYFILLFIFLFYLNFRHGQEQKNELLRN 240
NTDB id 543 H702 RS02375 WP 160172984.1 VSQSLKKHIEPKIFNIINILMVSYFLFMDAIAIVKPFHNAD.NDAIRGIVAFIYLILLFVFLFYLNFRHGQEQKNELLRN 94
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logo QEMELKAALAENYSKHVESLYEQEVRSFRHDYANI
VLMSLKMVGIDQGDNLDNDIKKIYEDE ITADSATKLVKNNKFDLTRLANI STDSAG

NTDB id 406239 GO596 RS03995 WP 232516874.1 QEMELKALENYSKHVESLYQEVRSFRHDYANVLMSLKVGIDQGDLDNIKKIYEEITADSAKLVKNNKFDLTRLANISDSA 252
NTDB id 544 H702 RS02380 WP 039696235.1 QEMELAALENYSKHVESLYQEVRSFRHDYANILMSLKVGIDQGNLDDIKKIYDEITADSTKLVKNNKFDLTRLANITDSG 320
NTDB id 543 H702 RS02375 WP 160172984.1 QEMELAALANYSKHVESLYEEVRSFRHDYANVLMSLKMGIDQGNLDDIKKIYDEITADSTKLVKNNKFDLTRLANITDSG 174
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logo VKSLMSAKFLEHQAENRQGITENI SLEVSAEEKPMKGNTPAKS IPL I SY IR I LS I LFDNAI EAGALESDAEPRKIASVANFYQDDGEDFVF IMI ENSSTRK
NTDB id 406239 GO596 RS03995 WP 232516874.1 VKSLMSAKFLEAENRGIEISLEVAEPMKNPAIPLISYIRILSILFDNAIEGALESDEPKIAVANFYQDGDFVFIIENSTR 332
NTDB id 544 H702 RS02380 WP 039696235.1 VKSLMSAKFLQAENQGITISLEVAEEMGTPKIPLISYIRILSILFDNAIEAALESAEPRISVANFYQDDEFVFMIENSTK 400
NTDB id 543 H702 RS02375 WP 160172984.1 VKSLMSAKFLHAENQGIENSLEVSEKMGTPSIPLISYIRILSILFDNAIEGALESAEPKISVANFYQDGDFVFMIENSSK 254
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logo EKSVDLSGKI FQERGYSTRKGDENRGLGLATLVMDFQDDYENLSVETHRSSSLDYTKFTQVVRVIYEAGDEGSQRNVE
NTDB id 406239 GO596 RS03995 WP 232516874.1 EKSVDLSKIFQRGYSTKGENRGLGLATLVDFQDDYENLSVETSSLDYKFTQVVRVYEGEGQNVE 396
NTDB id 544 H702 RS02380 WP 039696235.1 EKSVDLGKIFERGYSTKGDNRGLGLATLMDFQDDYENLSVETRSLDYKFTQVVRIYEA...... 458
NTDB id 543 H702 RS02375 WP 160172984.1 EKSVDLGKIFERGYSTRGENRGLGLATLMDFQDDYENLSVETHSSDYTFTQVVRIYEGDSR... 315
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