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NTDB id 1132367 CHRYMOREF3P RS10580 WP 077418965.1 MAKLKTAYFCQNCGTQYPQWLGQCKNCGEWNSLVEEVVEKPSH.KTPPFSK...TKQHVINIVEVVTSEEPRIKT 71
NTDB id 125 BSU 00870 NP 387968.1 MAKTKSKFICQSCGYESPKWMGKCPGCGAWNTMVEEMIKKAPANRRAAFSHSVQTVQKPSPITSIETSEEPRVKT 75
NTDB id 279 KZH43 RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE...KTKPMKLAEVTSINVNRTKT 72
NTDB id 238 SPD RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE...KTKPMKLAEVTSINVNRTKT 72
NTDB id 204 SPR RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE...KTKPMKLAEVTSINVNRTKT 72
NTDB id 169 SP RS00155 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE...KTKPMKLAEVTSINVNRTKT 72
NTDB id 509 SM12261 RS00130 WP 078228442.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE...KTKPMKLAEVTSINVNRTKT 72
NTDB id 537 SMSK321 RS07120 WP 080550752.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE...KTKPMKLAEVTSINVNRTKT 72
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NTDB id 1132367 CHRYMOREF3P RS10580 WP 077418965.1 PSDELNRVLGGGIVLGSVTLIGGEPGIGKSTLLLQLALKMK...KKIFYVSGEESASQIKMRADRLTDIQNPNCF 143
NTDB id 125 BSU 00870 NP 387968.1 QLGEFNRVLGGGVVKGSLVLIGGDPGIGKSTLLLQVSAQLSGSSNSVLYISGEESVKQTKLRADRLGIN.NPSLH 149
NTDB id 279 KZH43 RS00140 WP 074017595.1 EMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDI.DSEFY 145
NTDB id 238 SPD RS00140 WP 074017595.1 EMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDI.DSEFY 145
NTDB id 204 SPR RS00140 WP 074017595.1 EMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDI.DSEFY 145
NTDB id 169 SP RS00155 WP 074017595.1 EMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDI.DSEFY 145
NTDB id 509 SM12261 RS00130 WP 078228442.1 EMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDI.DSEFY 145
NTDB id 537 SMSK321 RS07120 WP 080550752.1 EMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDI.DSEFY 145
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NTDB id 1132367 CHRYMOREF3P RS10580 WP 077418965.1 LFTETSLEKILHEAKKLEPDFMIIDSIQTLQSQLIESSPGTVSQIRECSNEIIKYAKENNTPVFLVGHITKDGQI 218
NTDB id 125 BSU 00870 NP 387968.1 VLSETDMEYISSAIQEMNPSFVVVDSIQTVYQSDITSAPGSVSQVRECTAELMKIAKTKGIPIFIVGHVTKEGSI 224
NTDB id 279 KZH43 RS00140 WP 074017595.1 LYAETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTL 220
NTDB id 238 SPD RS00140 WP 074017595.1 LYAETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTL 220
NTDB id 204 SPR RS00140 WP 074017595.1 LYAETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTL 220
NTDB id 169 SP RS00155 WP 074017595.1 LYAETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTL 220
NTDB id 509 SM12261 RS00130 WP 078228442.1 LYAETNMQSVRTEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTL 220
NTDB id 537 SMSK321 RS07120 WP 080550752.1 LYAETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTL 220
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NTDB id 1132367 CHRYMOREF3P RS10580 WP 077418965.1 AGPKVLEHMVDVVLNFDGDRNHLFRLLRANKNRFGSTSEIGIYEMVSQGLKEIKNPSEILITKKFEELSGNSVAV 293
NTDB id 125 BSU 00870 NP 387968.1 AGPRLLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEMGIFEMREEGLTEVLNPSEIFLEERSAGSAGSSITA 299
NTDB id 279 KZH43 RS00140 WP 074017595.1 AGPRMLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVV 295
NTDB id 238 SPD RS00140 WP 074017595.1 AGPRMLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVV 295
NTDB id 204 SPR RS00140 WP 074017595.1 AGPRMLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVV 295
NTDB id 169 SP RS00155 WP 074017595.1 AGPRMLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVV 295
NTDB id 509 SM12261 RS00130 WP 078228442.1 AGPRMLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVV 295
NTDB id 537 SMSK321 RS07120 WP 080550752.1 AGPRMLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVV 295
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NTDB id 1132367 CHRYMOREF3P RS10580 WP 077418965.1 TLEGNRPMLLEIQALVSTAVYGTPQRSSTGFDSKRLNMLLAVLEKRAGFQLGAKDVFLNITGGIKTDDPALDLAV 368
NTDB id 125 BSU 00870 NP 387968.1 SMEGTRPILVEIQALISPTSFGNPRRMATGIDHNRVSLLMAVLEKRVGLLLQNQDAYLKVAGGVKLDEPAIDLAI 374
NTDB id 279 KZH43 RS00140 WP 074017595.1 TMEGTRPILAEVQALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAV 370
NTDB id 238 SPD RS00140 WP 074017595.1 TMEGTRPILAEVQALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAV 370
NTDB id 204 SPR RS00140 WP 074017595.1 TMEGTRPILAEVQALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAV 370
NTDB id 169 SP RS00155 WP 074017595.1 TMEGTRPILAEVQALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAV 370
NTDB id 509 SM12261 RS00130 WP 078228442.1 TMEGTRPILAEVQALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAV 370
NTDB id 537 SMSK321 RS07120 WP 080550752.1 TMEGTRPILAEVQALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAV 370
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NTDB id 1132367 CHRYMOREF3P RS10580 WP 077418965.1 VASVLSSNEDIAISEHYCFAGEIGLSGEIRPVAQVEQRITEAEKLGYEKIFVSNLNKIPK.RKFGIKIEEVSKIE 442
NTDB id 125 BSU 00870 NP 387968.1 VISIASSFRDTPPNPADCFIGEVGLTGEVRRVSRIEQRVKEAAKLGFKRMIIPAANLDGWTKPKGIEVIGVANVA 449
NTDB id 279 KZH43 RS00140 WP 074017595.1 AVAIASSYKDKPTNPQECFVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPKEIQVIGVTTIQ 445
NTDB id 238 SPD RS00140 WP 074017595.1 AVAIASSYKDKPTNPQECFVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPKEIQVIGVTTIQ 445
NTDB id 204 SPR RS00140 WP 074017595.1 AVAIASSYKDKPTNPQECFVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPKEIQVIGVTTIQ 445
NTDB id 169 SP RS00155 WP 074017595.1 AVAIASSYKDKPTNPQECFVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPKEIQVIGVTTIQ 445
NTDB id 509 SM12261 RS00130 WP 078228442.1 AVAIASSYKDKPTNPQECFVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITPPKEIQVIGVTTIQ 445
NTDB id 537 SMSK321 RS07120 WP 080550752.1 AVAIASSYKDKPTNPQECFVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITPPMEIQVIGVTTIQ 445
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NTDB id 1132367 CHRYMOREF3P RS10580 WP 077418965.1 DFHERLF.. 449
NTDB id 125 BSU 00870 NP 387968.1 EALRTSLGG 458
NTDB id 279 KZH43 RS00140 WP 074017595.1 EVLKKVFA. 453
NTDB id 238 SPD RS00140 WP 074017595.1 EVLKKVFA. 453
NTDB id 204 SPR RS00140 WP 074017595.1 EVLKKVFA. 453
NTDB id 169 SP RS00155 WP 074017595.1 EVLKKVFA. 453
NTDB id 509 SM12261 RS00130 WP 078228442.1 EVLKKVFA. 453
NTDB id 537 SMSK321 RS07120 WP 080550752.1 EVLKKVFA. 453
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