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NTDB id 599 KW2 RS05940 WP 021037268.1 .MITNFDLFRWKKAGMTNLGVNKLLKFFRKYDRKISLRQMGQVAQVKSIPNFIEQYKNQDV...KKLRADYKKFSSFSIL 76
NTDB id 407 SMU RS04605 WP 002262865.1 ..MDNFQLFKLKKAGLTNLNILNIIDYEERTQKSLSLRDMAVVSKNKKPLIFMEHYKNLDS...KALRKEFNRFPSLSIL 75
NTDB id 405070 GOM46 RS04765 WP 414930185.1 MKIDNFEIYKLKQAGLSNQQVLKVLQYGEIYDQELSLETIAEASECRNPVVFMERYHKLTFESMERLQKDFEKFPSFSIL 80
NTDB id 525 SMSK321 RS06295 WP 000705298.1 MKITNYEIYKLKKSGLTNQQILKVLEYGENVDQELLLGDIADISGCRNPAVFMERYFQIDD...AHLEKEFKKIPSFSIL 77
NTDB id 497 SM12261 RS05565 WP 000705318.1 MKITNYEIYKLKKSGLTNQQVLAVLEYGENVDQELLLGDIAEISGCRNPAVFMERYFQIDD...AHLEKEFQKFPSFSIL 77
NTDB id 267 KZH43 RS05590 WP 000705306.1 MKITNYEIYKLKKSGLTNQQILKVLEYGENVDQELLLGDIADISGCRNPAVFMERYFQIDD...AHLSKEFQKFPSFSIL 77
NTDB id 226 SPD RS05990 WP 000705306.1 MKITNYEIYKLKKSGLTNQQILKVLEYGENVDQELLLGDIADISGCRNPAVFMERYFQIDD...AHLSKEFQKFPSFSIL 77
NTDB id 192 SPR RS05715 WP 000705306.1 MKITNYEIYKLKKSGLTNQQILKVLEYGENVDQELLLGDIADISGCRNPAVFMERYFQIDD...AHLSKEFQKFPSFSIL 77
NTDB id 157 SP RS06205 WP 000705306.1 MKITNYEIYKLKKSGLTNQQILKVLEYGENVDQELLLGDIADISGCRNPAVFMERYFQIDD...AHLSKEFQKFPSFSIL 77
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NTDB id 599 KW2 RS05940 WP 021037268.1 DDLYPERLREIYNPPVLIFYQGNIDLLKNPKLAFVGSRLAGQSGIKSVQKIVTELNQSFTIVSGLAKGIDTASHLSAIKT 156
NTDB id 407 SMU RS04605 WP 002262865.1 DKEYPLELKNIYNPPVLLFYQGDLDLLARPKLAVVGSRNASQMGVAAVKKIIQDLSKQFVIISGLARGIDTAAHLASLKS 155
NTDB id 405070 GOM46 RS04765 WP 414930185.1 DDVYPISLSEIYDAPVLLFYKGDLNLLKLPKIAVVGSRSCSQTGTKSVRKVIEELENELVVVSGLARGIDTAAHMSILQT 160
NTDB id 525 SMSK321 RS06295 WP 000705298.1 DDCYPWDLSEIYDAPVLLFYKGNLDLLKFPKVAVVGSRSCSKQGAKSVEKIIQGLENELVIVSGLAKGIDTAAHMAALQN 157
NTDB id 497 SM12261 RS05565 WP 000705318.1 DDCYPWDLSEIYDAPVLLFYKGNLDLLKFPKVAVVGSRACSKQGAKSVEKVIQGLENELVIVSGLAKGIDTAAHMAALQN 157
NTDB id 267 KZH43 RS05590 WP 000705306.1 DDCYPWDLSEIYDAPVLLFYKGNLDLLKFPKVAVVGSRACSKQGAKSVEKVIQGLENELVIVSGLAKGIDTAAHMAALQN 157
NTDB id 226 SPD RS05990 WP 000705306.1 DDCYPWDLSEIYDAPVLLFYKGNLDLLKFPKVAVVGSRACSKQGAKSVEKVIQGLENELVIVSGLAKGIDTAAHMAALQN 157
NTDB id 192 SPR RS05715 WP 000705306.1 DDCYPWDLSEIYDAPVLLFYKGNLDLLKFPKVAVVGSRACSKQGAKSVEKVIQGLENELVIVSGLAKGIDTAAHMAALQN 157
NTDB id 157 SP RS06205 WP 000705306.1 DDCYPWDLSEIYDAPVLLFYKGNLDLLKFPKVAVVGSRACSKQGAKSVEKVIQGLENELVIVSGLAKGIDTAAHMAALQN 157
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NTDB id 599 KW2 RS05940 WP 021037268.1 KTPTIAVIGTGLDIFYPLENRKIQEYLAKYQLVLSEYSLGEKPLKYHFPERNRIIAGLSRGVVVVEAKLRSGSLITCERA 236
NTDB id 407 SMU RS04605 WP 002262865.1 GGATIAVIGTGLDVHYPKENRRLQDYIAKNHLLLSEYEAQSQPLKYHFPERNRIIAGLSQGVMVAEAKIRSGSLITCERA 235
NTDB id 405070 GOM46 RS04765 WP 414930185.1 GGKTIAVIGTGLDVYYPRSNKRLQEYIGDNHLILSEYGPGEEPLKFHFPARNRIIAGLCRGVIVAEAKMRSGSLITCERA 240
NTDB id 525 SMSK321 RS06295 WP 000705298.1 GGKTIAVIGTGLDVFYPKANKRLQDYISNDHLVLSEYGPGEQPLKFHFPARNRIIAGLCRGVIVAEAKMRSGSLITCERA 237
NTDB id 497 SM12261 RS05565 WP 000705318.1 GGKTIAVIGTGLDVFYPKANKRLQDYIGNDHLVLSEYGPGEQPLKFHFPARNRIIAGLCRGVIVAEAKMRSGSLITCERA 237
NTDB id 267 KZH43 RS05590 WP 000705306.1 GGKTIAVIGTGLDVFYPKANKRLQDYIGNDHLVLSEYGPGEQPLKFHFPARNRIIAGLCRGVIVAEAKMRSGSLITCERA 237
NTDB id 226 SPD RS05990 WP 000705306.1 GGKTIAVIGTGLDVFYPKANKRLQDYIGNDHLVLSEYGPGEQPLKFHFPARNRIIAGLCRGVIVAEAKMRSGSLITCERA 237
NTDB id 192 SPR RS05715 WP 000705306.1 GGKTIAVIGTGLDVFYPKANKRLQDYIGNDHLVLSEYGPGEQPLKFHFPARNRIIAGLCRGVIVAEAKMRSGSLITCERA 237
NTDB id 157 SP RS06205 WP 000705306.1 GGKTIAVIGTGLDVFYPKANKRLQDYIGNDHLVLSEYGPGEQPLKFHFPARNRIIAGLCRGVIVAEAKMRSGSLITCERA 237
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NTDB id 599 KW2 RS05940 WP 021037268.1 LEEGRDIFAIPGNIADGTSDGCNHLIQQGAKLVYQAQDILEEYLYN 282
NTDB id 407 SMU RS04605 WP 002262865.1 MEEGRDVFVVPGNILDGQSEGCHHLIQEGAKCITSGFDILNEFNF. 280
NTDB id 405070 GOM46 RS04765 WP 414930185.1 MEEGRDVFAIPGSILDGRSDGCHHLIQEGAKLATCGQDILAEFEF. 285
NTDB id 525 SMSK321 RS06295 WP 000705298.1 MEEGRDVFAIPGSILDGLSDGCHHLIQEGAKLVTSGQDVLAEFEF. 282
NTDB id 497 SM12261 RS05565 WP 000705318.1 MEEGRDVFAIPGSILDGLSDGCHHLIQEGAKLVTSGQDVLAEFEF. 282
NTDB id 267 KZH43 RS05590 WP 000705306.1 MEEGRDVFAIPGSILDGLSDGCHHLIQEGAKLVTSGQDVLAEFEF. 282
NTDB id 226 SPD RS05990 WP 000705306.1 MEEGRDVFAIPGSILDGLSDGCHHLIQEGAKLVTSGQDVLAEFEF. 282
NTDB id 192 SPR RS05715 WP 000705306.1 MEEGRDVFAIPGSILDGLSDGCHHLIQEGAKLVTSGQDVLAEFEF. 282
NTDB id 157 SP RS06205 WP 000705306.1 MEEGRDVFAIPGSILDGLSDGCHHLIQEGAKLVTSGQDVLAEFEF. 282
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