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NTDB id 407 SMU RS04605 WP 002262865.1 ..MDNFQLFKLKKAGLTNLNILNIIDYEERTQKSLSLRDMA...VVSKNKKPLIFMEH...YKNLDSKALRKEFNR..FP 70
NTDB id 525 SMSK321 RS06295 WP 000705298.1 MKITNYEIYKLKKSGLTNQQILKVLEYGENVDQELLLGDIA...DISGCRNPAVFMER...YFQIDDAHLEKEFKK..IP 72
NTDB id 267 KZH43 RS05590 WP 000705306.1 MKITNYEIYKLKKSGLTNQQILKVLEYGENVDQELLLGDIA...DISGCRNPAVFMER...YFQIDDAHLSKEFQK..FP 72
NTDB id 226 SPD RS05990 WP 000705306.1 MKITNYEIYKLKKSGLTNQQILKVLEYGENVDQELLLGDIA...DISGCRNPAVFMER...YFQIDDAHLSKEFQK..FP 72
NTDB id 192 SPR RS05715 WP 000705306.1 MKITNYEIYKLKKSGLTNQQILKVLEYGENVDQELLLGDIA...DISGCRNPAVFMER...YFQIDDAHLSKEFQK..FP 72
NTDB id 157 SP RS06205 WP 000705306.1 MKITNYEIYKLKKSGLTNQQILKVLEYGENVDQELLLGDIA...DISGCRNPAVFMER...YFQIDDAHLSKEFQK..FP 72
NTDB id 343091 EU512 RS08275 WP 138109602.1 MTNNNILLLKLIWLGYTTQHIHHLLKLNPEFFKFSYTDQIDSIKNWDKLFHKGDFIDR...YNHLNDKEILSFLNQHKIS 77
NTDB id 40 MW RS06080 WP 000593192.1 ..MIKLFLLKLYWAHFSTKQIHQFLMAYPNVIKEEGRKKDSYLCEWVNREENVHLLRKYYAFIKLDHNDIIKELQKLKVS 78
NTDB id 25 SA RS06185 WP 000593194.1 ..MIKLFLLKLYWAHFSTKQIHQFLMAYPNVIKEEGRKKDSYLCEWVNREENVLLLRKYYAFIKLDHNDIIKELQKLKVS 78
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NTDB id 407 SMU RS04605 WP 002262865.1 SLSILDKEYPLELKNIYNPPVLLFYQGDLDLLARP.KLAVVGSRNASQMGVAAVKKIIQD.LSKQFVIISGLARGIDTAA 148
NTDB id 525 SMSK321 RS06295 WP 000705298.1 SFSILDDCYPWDLSEIYDAPVLLFYKGNLDLLKFP.KVAVVGSRSCSKQGAKSVEKIIQG.LENELVIVSGLAKGIDTAA 150
NTDB id 267 KZH43 RS05590 WP 000705306.1 SFSILDDCYPWDLSEIYDAPVLLFYKGNLDLLKFP.KVAVVGSRACSKQGAKSVEKVIQG.LENELVIVSGLAKGIDTAA 150
NTDB id 226 SPD RS05990 WP 000705306.1 SFSILDDCYPWDLSEIYDAPVLLFYKGNLDLLKFP.KVAVVGSRACSKQGAKSVEKVIQG.LENELVIVSGLAKGIDTAA 150
NTDB id 192 SPR RS05715 WP 000705306.1 SFSILDDCYPWDLSEIYDAPVLLFYKGNLDLLKFP.KVAVVGSRACSKQGAKSVEKVIQG.LENELVIVSGLAKGIDTAA 150
NTDB id 157 SP RS06205 WP 000705306.1 SFSILDDCYPWDLSEIYDAPVLLFYKGNLDLLKFP.KVAVVGSRACSKQGAKSVEKVIQG.LENELVIVSGLAKGIDTAA 150
NTDB id 343091 EU512 RS08275 WP 138109602.1 FVTPFNANYPRLLKEIYDYPFVLFYQGDPQLLTSPNTLGVVGSRNATEYSAKAMQYLFPKFKQIPLTIISGLAKGADSIA 157
NTDB id 40 MW RS06080 WP 000593192.1 YITYMDSEYPVLLKEIYQFPLLLFYKGNIKLINNMHHLAVVGARDSTSYTQQSLEFLLSNDKSKYLTIVSGLAQGADAMA 158
NTDB id 25 SA RS06185 WP 000593194.1 YITYMDSEYPVLLKEIYQFPLLLFYKGNIKLINNMHHLAVVGARDSTSYTQQSLEFLLSNDKSKYLTIVSGLAQGADAMA 158
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NTDB id 407 SMU RS04605 WP 002262865.1 HLASLKSGGATIAVIGTGLDVHYPKENRRLQDYIAKNHLLLSEYEAQSQPLKYHFPERNRIIAGLSQGVMVAEAKIRSGS 228
NTDB id 525 SMSK321 RS06295 WP 000705298.1 HMAALQNGGKTIAVIGTGLDVFYPKANKRLQDYISNDHLVLSEYGPGEQPLKFHFPARNRIIAGLCRGVIVAEAKMRSGS 230
NTDB id 267 KZH43 RS05590 WP 000705306.1 HMAALQNGGKTIAVIGTGLDVFYPKANKRLQDYIGNDHLVLSEYGPGEQPLKFHFPARNRIIAGLCRGVIVAEAKMRSGS 230
NTDB id 226 SPD RS05990 WP 000705306.1 HMAALQNGGKTIAVIGTGLDVFYPKANKRLQDYIGNDHLVLSEYGPGEQPLKFHFPARNRIIAGLCRGVIVAEAKMRSGS 230
NTDB id 192 SPR RS05715 WP 000705306.1 HMAALQNGGKTIAVIGTGLDVFYPKANKRLQDYIGNDHLVLSEYGPGEQPLKFHFPARNRIIAGLCRGVIVAEAKMRSGS 230
NTDB id 157 SP RS06205 WP 000705306.1 HMAALQNGGKTIAVIGTGLDVFYPKANKRLQDYIGNDHLVLSEYGPGEQPLKFHFPARNRIIAGLCRGVIVAEAKMRSGS 230
NTDB id 343091 EU512 RS08275 WP 138109602.1 HHFAIEYQLPTIAVLGFGHMMHYPIETQKLRNIIEVKGLVISEYPPFTSVRRYHFPQRNRLISGLSQGVLITEASVRSGS 237
NTDB id 40 MW RS06080 WP 000593192.1 HQIALKYNLPTIAVLAFGHQTHYPKSTLALRNKIEEKGLVISEYPPHTPIAKYRFPERNRIISGLSKGVLITEAKEQSGS 238
NTDB id 25 SA RS06185 WP 000593194.1 HQIALKYNLPTIAVLAFGHQTHYPKSTLALRNKIEEKGLVISEYPPHTPIAKYRFPERNRIISGLSKGVLITEAKEQSGS 238
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NTDB id 407 SMU RS04605 WP 002262865.1 LITCERAMEEGRDVFVVPGNILDGQSEGCHHLIQEGAKCITSGFDILNEFNF 280
NTDB id 525 SMSK321 RS06295 WP 000705298.1 LITCERAMEEGRDVFAIPGSILDGLSDGCHHLIQEGAKLVTSGQDVLAEFEF 282
NTDB id 267 KZH43 RS05590 WP 000705306.1 LITCERAMEEGRDVFAIPGSILDGLSDGCHHLIQEGAKLVTSGQDVLAEFEF 282
NTDB id 226 SPD RS05990 WP 000705306.1 LITCERAMEEGRDVFAIPGSILDGLSDGCHHLIQEGAKLVTSGQDVLAEFEF 282
NTDB id 192 SPR RS05715 WP 000705306.1 LITCERAMEEGRDVFAIPGSILDGLSDGCHHLIQEGAKLVTSGQDVLAEFEF 282
NTDB id 157 SP RS06205 WP 000705306.1 LITCERAMEEGRDVFAIPGSILDGLSDGCHHLIQEGAKLVTSGQDVLAEFEF 282
NTDB id 343091 EU512 RS08275 WP 138109602.1 QITIDCALDQNRNIYVLPGSIFNPLTKGNLKRAQEGAMIVTSADDILCDYK. 288
NTDB id 40 MW RS06080 WP 000593192.1 HITIDFALEQNRNVYVLPGSMFNPMTKGNLLRIQEGAKVVLNANDIFEDYYI 290
NTDB id 25 SA RS06185 WP 000593194.1 HITIDFALEQNRNVYVLPGSMFNPMTKGNLLRIQEGAKVVLNANDIFEDYYI 290
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