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NTDB id 389246 F6X24 RS02395 WP 151086283.1 MAKARTVYFCQSCGAQSAKWIGRCPSCGEWNTYVEEVIQKETVATTTGQWKPASTVPGGNLNKAARSRPLADIQHEEEPR 80
NTDB id 125 BSU 00870 NP 387968.1 MAKTKSKFICQSCGYESPKWMGKCPGCGAWNTMVEEMIKKAPANRRA........AFSHSVQTVQKPSPITSIETSEEPR 72
NTDB id 279 KZH43 RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARV........SLTGE...KTKPMKLAEVTSINVNR 69
NTDB id 238 SPD RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARV........SLTGE...KTKPMKLAEVTSINVNR 69
NTDB id 204 SPR RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARV........SLTGE...KTKPMKLAEVTSINVNR 69
NTDB id 169 SP RS00155 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARV........SLTGE...KTKPMKLAEVTSINVNR 69
NTDB id 509 SM12261 RS00130 WP 078228442.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARV........SLTGE...KTKPMKLAEVTSINVNR 69
NTDB id 537 SMSK321 RS07120 WP 080550752.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARV........SLTGE...KTKPMKLAEVTSINVNR 69
consensus !!!******!!*!!**!*!**!*!!*!!*!***!!!*********** ***** ****************!
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NTDB id 389246 F6X24 RS02395 WP 151086283.1 ILTPDGELNRVLGGGLVPGSIVLIGGEPGIGKSTLMLQIALMMKQ..LRILYVSGEESEAQIKMRAERLADGQHANCYIL 158
NTDB id 125 BSU 00870 NP 387968.1 VKTQLGEFNRVLGGGVVKGSLVLIGGDPGIGKSTLLLQVSAQLSGSSNSVLYISGEESVKQTKLRADRLGINN.PSLHVL 151
NTDB id 279 KZH43 RS00140 WP 074017595.1 TKTEMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDID.SEFYLY 147
NTDB id 238 SPD RS00140 WP 074017595.1 TKTEMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDID.SEFYLY 147
NTDB id 204 SPR RS00140 WP 074017595.1 TKTEMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDID.SEFYLY 147
NTDB id 169 SP RS00155 WP 074017595.1 TKTEMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDID.SEFYLY 147
NTDB id 509 SM12261 RS00130 WP 078228442.1 TKTEMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDID.SEFYLY 147
NTDB id 537 SMSK321 RS07120 WP 080550752.1 TKTEMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDID.SEFYLY 147
consensus **!***!*!!!!!!!*!*!!*!!!!!*!!!!!!!!*!!******** ***!!*!!!!!**!*!*!!*!!**** ******
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NTDB id 389246 F6X24 RS02395 WP 151086283.1 TETNTQNIFRQVDQVQPNLLVIDSIQTMHSTLVESGAGSVSQVRECTAEFLKYAKETGVPVLLIGHITKDGSIAGPKILE 238
NTDB id 125 BSU 00870 NP 387968.1 SETDMEYISSAIQEMNPSFVVVDSIQTVYQSDITSAPGSVSQVRECTAELMKIAKTKGIPIFIVGHVTKEGSIAGPRLLE 231
NTDB id 279 KZH43 RS00140 WP 074017595.1 AETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLE 227
NTDB id 238 SPD RS00140 WP 074017595.1 AETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLE 227
NTDB id 204 SPR RS00140 WP 074017595.1 AETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLE 227
NTDB id 169 SP RS00155 WP 074017595.1 AETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLE 227
NTDB id 509 SM12261 RS00130 WP 078228442.1 AETNMQSVRTEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLE 227
NTDB id 537 SMSK321 RS07120 WP 080550752.1 AETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLE 227
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NTDB id 389246 F6X24 RS02395 WP 151086283.1 HMVDTVLQFEGDRHLSYRILRTTKNRFGSTSELGIYEMQGTGLRQVSNPSEILLSQRAESLSGMAIGATLEGNRPLLVEV 318
NTDB id 125 BSU 00870 NP 387968.1 HMVDTVLYFEGERHHTFRILRAVKNRFGSTNEMGIFEMREEGLTEVLNPSEIFLEERSAGSAGSSITASMEGTRPILVEI 311
NTDB id 279 KZH43 RS00140 WP 074017595.1 HMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEV 307
NTDB id 238 SPD RS00140 WP 074017595.1 HMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEV 307
NTDB id 204 SPR RS00140 WP 074017595.1 HMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEV 307
NTDB id 169 SP RS00155 WP 074017595.1 HMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEV 307
NTDB id 509 SM12261 RS00130 WP 078228442.1 HMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEV 307
NTDB id 537 SMSK321 RS07120 WP 080550752.1 HMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEV 307
consensus !!!!!!!*!!!*!!***!!!!**!!!!!!!*!*!!*!!***!!**!*!!!***!**!*****!**!****!!*!!*!*!*
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NTDB id 389246 F6X24 RS02395 WP 151086283.1 QALVTPATYGTPQRSSTGFDSKRLQMLLAVLEKRAGLRLGQHDVFLNIAGGLRLDDPALDAAVCAAVVSSLNDLPIPGDV 398
NTDB id 125 BSU 00870 NP 387968.1 QALISPTSFGNPRRMATGIDHNRVSLLMAVLEKRVGLLLQNQDAYLKVAGGVKLDEPAIDLAIVISIASSFRDTPPNPAD 391
NTDB id 279 KZH43 RS00140 WP 074017595.1 QALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQE 387
NTDB id 238 SPD RS00140 WP 074017595.1 QALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQE 387
NTDB id 204 SPR RS00140 WP 074017595.1 QALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQE 387
NTDB id 169 SP RS00155 WP 074017595.1 QALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQE 387
NTDB id 509 SM12261 RS00130 WP 078228442.1 QALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQE 387
NTDB id 537 SMSK321 RS07120 WP 080550752.1 QALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQE 387
consensus !!!**!***!***!**!!*!**!*****!!!!!!*!!*!***!**!**!!!**!!*!!*!*!******!!**!*!*****
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NTDB id 389246 F6X24 RS02395 WP 151086283.1 CLAAEVGLSGEMRAVPRLDQRLAEAEKLGFREMYVSQFNGKNLADQDRAGLRIQAVSRLDEVLQGLFG. 466
NTDB id 125 BSU 00870 NP 387968.1 CFIGEVGLTGEVRRVSRIEQRVKEAAKLGFKRMIIPAANLDGWTK..PKGIEVIGVANVAEALRTSLGG 458
NTDB id 279 KZH43 RS00140 WP 074017595.1 CFVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITL..PKEIQVIGVTTIQEVLKKVFA. 453
NTDB id 238 SPD RS00140 WP 074017595.1 CFVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITL..PKEIQVIGVTTIQEVLKKVFA. 453
NTDB id 204 SPR RS00140 WP 074017595.1 CFVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITL..PKEIQVIGVTTIQEVLKKVFA. 453
NTDB id 169 SP RS00155 WP 074017595.1 CFVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITL..PKEIQVIGVTTIQEVLKKVFA. 453
NTDB id 509 SM12261 RS00130 WP 078228442.1 CFVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITP..PKEIQVIGVTTIQEVLKKVFA. 453
NTDB id 537 SMSK321 RS07120 WP 080550752.1 CFVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITP..PMEIQVIGVTTIQEVLKKVFA. 453
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