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NTDB id 458 SSUD9 RS00355 WP 002935296.1 .....MNDKEFGQRVRQLRESASMTREQFCDDELELSVRQLTRIEAGASKPTFSKIQYIATRLGMGLYELM.PDY 69
NTDB id 465 SSU05 0053 ABP89025.1 MEVWFMNDKEFGQRVRQLRESASMTREQFCDDELELSVRQLTRIEAGASKPTFSKIQYIATRLGMGLYELM.PDY 74
NTDB id 455 SSU RS00330 WP 012774888.1 .....MNDKEFGQRVRQLRESASMTREQFCDDELELSVRQLTRIEAGASKPTFSKIQYIATRLGMGLYELM.PDY 69
NTDB id 451 SPYM18 RS00325 WP 002986681.1 ......MLEHFGGKVKVLRLEKRISREDLCGDESELSVRQLARIELGQSIPSLSKVIFIAKALNVSVGYLTDGAD 69
NTDB id 443 SPYM3 RS00325 WP 011054099.1 ......MLEHFGGKVKVLRLEKRISREDLCGDESELSVRQLARIELGQSIPSLSKVIFIAKALNVSVGYLTDGAD 69
NTDB id 45 SMU RS00375 WP 002263400.1 ......MLKDFGKKIKSLRLEKGLTKEAVCLDESQLSTRQLTRIESGQSTPTLNKAVYIAGRLGVTLGYLTDGEN 69
NTDB id 1111656 HMPREF9319 RS00135 WP 003062822.1 .......MEKFGIKVRALREKKGISREEFCGDETELSVRQLARIEKGQSVPTLNKVGYIAKVLGVTIGELTDGKN 68
NTDB id 555 STRINF RS01865 WP 174221231.1 .................MREEKEISREEFCGDETELSVRQLARIELNQSIPNLSKASFIANRLGVKLGTLTDGDS 58
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NTDB id 458 SSUD9 RS00355 WP 002935296.1 VSLPERYSKLKFDVLRTPTYGNEDLAEKRDAMMTEIYDDYYDELPEEEKIVVDTLCSLFDVLDTDSQEYGKEILD 144
NTDB id 465 SSU05 0053 ABP89025.1 VSLPERYSKLKFDVLRTPTYGNEDLAEKRDAMMTEIYDDYYDELPEEEKIAIDAIQSRIDTLESGTAGFGKEILE 149
NTDB id 455 SSU RS00330 WP 012774888.1 VSLPERYSKLKFDVLRTPTYGNEDLAEKRDAMMTEIYDDYYDELPEEEKIAIDAIQSRIDTLESGTAGFGKEILE 144
NTDB id 451 SPYM18 RS00325 WP 002986681.1 LELPKRYKELKYLILRTPTYMDDGKLQVREEQFDEIFEDYYDKLPEEEKIIIDCLQATLDTLLSENTNFGIDLLQ 144
NTDB id 443 SPYM3 RS00325 WP 011054099.1 LELPKRYKELKYLILRTPTYMDDGKLQVREEQFDEIFEDYYDKLPEEEKVAVDIIQAKFEVYQTGDINFGYSILK 144
NTDB id 45 SMU RS00375 WP 002263400.1 VELPSRYKELKYLLLRTPTYGDQQRLAEKETYFDEIFSQFYDDLPEEEQLIIDGLQSKLDIHFSDNIDFGVGILN 144
NTDB id 1111656 HMPREF9319 RS00135 WP 003062822.1 LELSTRYKELKYLLLRTPTYGDEERLKRQTSYFDEISEKYYEVIPEEERLIIDCLQSKLDVHFSDDVNFGEGILN 143
NTDB id 555 STRINF RS01865 WP 174221231.1 LELPKRYKELKYLLLRTPTYGDQVRLDRKNDYFDEIAEVFYDVIPEEERLIIDCLQSKFDVHFSEDVNFGEGILN 133
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NTDB id 458 SSUD9 RS00355 WP 002935296.1 DYLHQSYHRSKLSINDLMILRLFIEHCQLEDLSVGTSNYALFTDLIEKLPQSIYDVHSESLFIVRDLFLAIVRIL 219
NTDB id 465 SSU05 0053 ABP89025.1 DYFEQIFRKRKYELNDLLIVRLHLEYVRLSS..CDSEIFRQFLKIIEHLHEQINIINSNDLFVLRDTLLSCVNIL 222
NTDB id 455 SSU RS00330 WP 012774888.1 DYFEQIFRKRKYELNDLLIVRLHLEYVRLSS..CDSEIFRQFLKIIEHLHEQINIINSNDLFVLRDTLLSCVNIL 217
NTDB id 451 SPYM18 RS00325 WP 002986681.1 EYFNQIKTKVRFRQNDLILLELYLAYLDIEGMDGQYSDKIFYDSLLDNLSEQFEQFELDELFIVNKIIIDISSLS 219
NTDB id 443 SPYM3 RS00325 WP 011054099.1 EFLPQLKRKSIYNLNELLLIDLYLIILVVSHFSDDIFDVQFYEEITESMLKQHNNLSLEDLFLLNNILLSCADTY 219
NTDB id 45 SMU RS00375 WP 002263400.1 DYFDQILRKTNYQVNDLILIDLYFSCLTVSGLDSAIFDSRKYNQLLETLLKQVDCLPLEDLFVLNNVLLNNFGLL 219
NTDB id 1111656 HMPREF9319 RS00135 WP 003062822.1 DYFDQVIRKKNFQINDLVLIDLYFACLASAKSFVGIYSLDLYDKLMECLLDQENLSPET.SLILNNVLLNNVDLV 217
NTDB id 555 STRINF RS01865 WP 174221231.1 DYFGQVNRKKVFTINDLILIDLYFACLSSAKKFEGIYSLDFYDDLMKRLVNQKHVSPET.DLILNNVLLNNIDLA 207
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NTDB id 458 SSUD9 RS00355 WP 002935296.1 FSKELYNHIPVYIEKIENIMELSQDFQKKPILNLVKWKYELKVQHNHEIAERYYNEAITFASLLNQFHLKEKLQM 294
NTDB id 465 SSU05 0053 ABP89025.1 GSKKYYEPIPKIFDSVDKIIQSTQDFQKKPIVSVLKWKYALFVDKDRDEAEKHYLDAVLFAKLIENRELEQKIEE 297
NTDB id 455 SSU RS00330 WP 012774888.1 GSKKYYEPIPKIFDSVDKIIQSTQDFQKKPIVSVLKWKYALFVDKDRDEAEKHYLDAVLFAKLIENRELEQKIEE 292
NTDB id 451 SPYM18 RS00325 WP 002986681.1 LKNNRLDNLEKAIEMSQKIMAKIQDWNRMPILKLIEWKYFLIKQKDIIKAEQSFMKACLFAQMTADQYLENKLIQ 294
NTDB id 443 SPYM3 RS00325 WP 011054099.1 IRLKMFGHLKETLQLSHFIMSTIQDFQKMPMYCMYEWKLSIFYLKDINRARNYFEQSILFTQMTGDTYLVQKLRG 294
NTDB id 45 SMU RS00375 WP 002263400.1 LELKKYDFVKQLIAVSNKIMDRTHDFQKKPIVNLLTWKHHLFVEKDYAEAKKSYDAAILFAQLTENINLRENLEK 294
NTDB id 1111656 HMPREF9319 RS00135 WP 003062822.1 LRFHRESFMKRIIIKSDTIMTSVHDFQRRPVLSLVEWKYYLQFKKDFLAAQKSYSNAILFANLIGDTYLENKLIE 292
NTDB id 555 STRINF RS01865 WP 174221231.1 FQFKREYYIERVITISEKIMTEIHDFQRRPILSLVEWKYYLKLKHDFALAEQSFTNATLFARLVGDTYLENKLKE 282
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NTDB id 458 SSUD9 RS00355 WP 002935296.1 EWEKDTQSLKR 305
NTDB id 465 SSU05 0053 ABP89025.1 DWRVDNQ.... 304
NTDB id 455 SSU RS00330 WP 012774888.1 DWRVDNQ.... 299
NTDB id 451 SPYM18 RS00325 WP 002986681.1 EWEKDVKSY.. 303
NTDB id 443 SPYM3 RS00325 WP 011054099.1 EWNKDIHYI.. 303
NTDB id 45 SMU RS00375 WP 002263400.1 EWQKDSQNGT. 304
NTDB id 1111656 HMPREF9319 RS00135 WP 003062822.1 EWNNDTT.... 299
NTDB id 555 STRINF RS01865 WP 174221231.1 EWQLDIDAVE. 292
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