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NTDB id 1177 A1552VC RS01165 WP 000422572.1 .......................MELNQYLDGMLTHKASDLYITVGAPILYRVDGELRAQGEALSVADV.TALLHAMMDD 56
NTDB id 997924 AAHK14 RS09260 WP 065256545.1 MTTHHISEESLIAFAEETLNEAKGIMYNMLAKVVEIGASDLFITADFPPSVKHQGLMKPLGKQVLSADKTKLFAYSIMND 80
NTDB id 1203 PSJM300 01605 AFN76401.1 .......................MEFEKLLRLMVEKGGSDLFITAGVPPSMKVNGKILPVNKTPMSPEMTRETVHGVMNE 57
NTDB id 1019 ACIAD RS04205 WP 004922051.1 .......................MDFNDLLNLMAKHKASDLFITAGVEPSLKINGEITPVSKTKLDGDMIAQLIDSITTQ 57
NTDB id 1307 DR RS10055 WP 010888596.1 ...................MTSGIDITDILRLAADKGASDIILAAGLPPQFKLSGDYDAQGFEPLSASDTRKLMYSMMNE 61
NTDB id 1194 PAKAF RS01995 WP 003084552.1 .......................MDITELLAFSAKQGASDLHLSAGLPPMIRVDGDVRRINLPPLEHKQVHALIYDIMND 57
NTDB id 1020 ACIAD RS04210 WP 011182164.1 .......................MDITELLAFSVQNRASDLHLSAGIPPMIRVDGEVRRINLPAMDHSEVHNLIYDIMND 57
NTDB id 1081 FDQ49 RS05335 WP 006581387.1 .......................MDITELLAFSVKNGASDLHLSAGMPPMIRVDGEVRRINLPALEHKDVHRLVYDIMND 57
NTDB id 1060 ABD1 RS04380 WP 000355489.1 .......................MDITELLAFSVKNGASDLHLSAGMPPMIRVDGEVRRINLPALEHKDVHRLVYDIMND 57
NTDB id 1040 H0N27 RS13360 WP 000355489.1 .......................MDITELLAFSVKNGASDLHLSAGMPPMIRVDGEVRRINLPALEHKDVHRLVYDIMND 57
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NTDB id 1177 A1552VC RS01165 WP 000422572.1 ARQAEFKQTREANFAVVRD..SGRFRVSAFFQRELPGAVIRRIETRIPTFEELKLPEVLQNLAIAKRGLVLVVGATGSGK 134
NTDB id 997924 AAHK14 RS09260 WP 065256545.1 YQRDEFEREMECNFAINVPN.VSRFRVNVFIQQQQVGMVIRTIAAEIPNFEKLRLPQKLKDVILEKRGLVLVVGGTGSGK 159
NTDB id 1203 PSJM300 01605 AFN76401.1 QQRREFTENHECNFAISARG.IGRFRVSAFYQRNLAGMVLRRIETNIPTIEDLKLPDVLKKLALTKRGLVLFVGATGTGK 136
NTDB id 1019 ACIAD RS04205 WP 004922051.1 KQRQEFIETHECNFAILNREKNERFRVSAFQQRDMPGMVIRRIETKIPSPDDLHLPPILKELAMSKRGIIIFSGATGTGK 137
NTDB id 1307 DR RS10055 WP 010888596.1 RQQRIFEEKRELDFSFALGD.KARFRVNAFMQRGNVGGVMRLIPTTVRTIAEMGLPQTVIDIANAPRGLVLVTGPTGSGK 140
NTDB id 1194 PAKAF RS01995 WP 003084552.1 KQRKDFEEFLETDFSFEVPG.VARFRVNAFNQNRGAGAVFRTIPSKVLTMEELGMGEVFKRVSDVPRGLVLVTGPTGSGK 136
NTDB id 1020 ACIAD RS04210 WP 011182164.1 KQRRDYEEKLETDFSFEVPN.LARFRVNVFNQNRGAGAVFRTIPSQVLTLEELGLGKIFRDICDYPRGLVLVTGPTGSGK 136
NTDB id 1081 FDQ49 RS05335 WP 006581387.1 KQRRDYEEKLETDFSFEVPN.VARFRVNAFNQNRGAGAVFRTIPSKVLTMEDLGLGQIFKDICDYPRGIVLVTGPTGSGK 136
NTDB id 1060 ABD1 RS04380 WP 000355489.1 KQRRDYEEKLETDFSFEVPN.VARFRVNAFNQNRGAGAVFRTIPSKVLTMEDLGLGQIFKDICDYPRGIVLVTGPTGSGK 136
NTDB id 1040 H0N27 RS13360 WP 000355489.1 KQRRDYEEKLETDFSFEVPN.VARFRVNAFNQNRGAGAVFRTIPSKVLTMEDLGLGQIFKDICDYPRGIVLVTGPTGSGK 136
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NTDB id 1177 A1552VC RS01165 WP 000422572.1 STTMAAMTGYRNQHRTGHILTVEDPIEFVHEHKRCIVTQREVGLDTESYEVALKNSLRQAPDMILIGEIRSRETMEYAMT 214
NTDB id 997924 AAHK14 RS09260 WP 065256545.1 STSLAAMIDYRNENSAGHIITVEDPVEYVHKHKKSMITHREVGVDTHSWHHALKNTLRQAPDVILIGEIRDTETMEHAIA 239
NTDB id 1203 PSJM300 01605 AFN76401.1 STSLAAMIGYRNKNSSGHIISIEDPIEFIHQHQNCIVTQREVGIDTDSFEVALKNTLRQAPDVILIGEVRTRETMDHAVA 216
NTDB id 1019 ACIAD RS04205 WP 004922051.1 STSLASMIQHRNQHSKGHIITIEDPIEFIHEHAGCIITQREVGIDTDSFEIALKNTLRQAPDVILIGEIRSREVMDYALA 217
NTDB id 1307 DR RS10055 WP 010888596.1 STTLASMIDHINTTKKLHILTIEDPIEFMHPNKASIINQREVGSDTLSFDDALRAALRQAPDVILVGEMRDYETIKAAVT 220
NTDB id 1194 PAKAF RS01995 WP 003084552.1 STTLAAMLDYLNNTKYHHILTIEDPIEFVHESKKCLVNQREVHRDTLGFSEALRSALREDPDIILVGEMRDLETIRLALT 216
NTDB id 1020 ACIAD RS04210 WP 011182164.1 STTLAAMLDYINNHRYDHILTVEDPIEFVHEPKKCLINQREVHRDTLGFNEALRSALREDPDIILVGEMRDLETIRLALT 216
NTDB id 1081 FDQ49 RS05335 WP 006581387.1 STTLAAMLDYINENRYDHILTVEDPIEFVHQSKKCLINQREVHRDTHGFNEALRSALREDPDIILVGEMRDLETIRLALT 216
NTDB id 1060 ABD1 RS04380 WP 000355489.1 STTLAAMLDYINENRYDHILTVEDPIEFVHQSKKCLINQREVHRDTHGFNEALRSALREDPDIILVGEMRDLETIRLALT 216
NTDB id 1040 H0N27 RS13360 WP 000355489.1 STTLAAMLDYINENRYDHILTVEDPIEFVHQSKKCLINQREVHRDTHGFNEALRSALREDPDIILVGEMRDLETIRLALT 216
consensus !!**!*!****! *** !!***!!!*!**! *******!!!**!! * *!!***!! !!*!!*!!*!**!****!**



logo

F
AAETGHLCVLMFAGTLHATNTNSAPNAEQKSATLI EDRVI LVIHNDLFVVFDPKEADEQREHQRKANEQDMQFLIVFWLRLSTVAMQDMLASNSLENSMLVKQGSAI

V
M
V
I
T
A
SQ

R
Q
TLVILRPKDRTAEHPKEIDNGKQGSGRHRVGLAVAFIYVHEVI LML

I
A
N
G
N
S
I
TPRLAALVI SARADNYL I LRQRKE

NTDB id 1177 A1552VC RS01165 WP 000422572.1 FAETGHLCMATLHANNANQALERILHLVPKEQREQFLLDLSLNLKGVIAQQLLRDKNGKGRHGVFEVLLNSPRIADLIRR 294
NTDB id 997924 AAHK14 RS09260 WP 065256545.1 FAETGHLCLGTLHANNANQTLDRIINFFPEERRQQLLMDLSSNMKAIISQRLIRTEDGQGRRAAVEIMLNTPLVADLILK 319
NTDB id 1203 PSJM300 01605 AFN76401.1 FAETGHLCLATLHANNANQALDRIINFFPADRQNQVWMDLSLNLKAIVAQQLVPTPDGKGRRAVIEVLINTPLAADLIRK 296
NTDB id 1019 ACIAD RS04205 WP 004922051.1 FAETGHLVFATLHANNANQTLERIIHFFDADRHQQIFMDLSLNLKAVISQQLIPTHDGQSRRAAVEVLINTPLLSDYIRQ 297
NTDB id 1307 DR RS10055 WP 010888596.1 AAETGHLVMGTLHTNSAPESIDRIVDVFPEEQQEQIRVQLANNLVAVMTQQLLPRADGQGRVLAYEILLANPAVRALIRE 300
NTDB id 1194 PAKAF RS01995 WP 003084552.1 AAETGHLVFGTLHTTSAAKTIDRVVDVFPAEEKAMVRSMLSESLQSVISQTLIK.KIGGGRVAAHEIMIGTPAIRNLIRE 295
NTDB id 1020 ACIAD RS04210 WP 011182164.1 AAETGHLVFGTLHTTSAAKTIDRIIDVFPAEEKDMVRTMLSESLQAVISQTLLK.KEGGGRVAAHEIMIGIPAIRNLIRE 295
NTDB id 1081 FDQ49 RS05335 WP 006581387.1 AAETGHLVFGTLHTTSAAKTIDRVIDVFPAEEKDMVRAMLSESLQAVISQTLLK.KNGGGRVAAHEIMIGIPAIRNLIRE 295
NTDB id 1060 ABD1 RS04380 WP 000355489.1 AAETGHLVFGTLHTTSAAKTIDRVIDVFPAEEKDMVRAMLSESLQAVISQTLLK.KNGGGRVAAHEIMIGIPAIRNLIRE 295
NTDB id 1040 H0N27 RS13360 WP 000355489.1 AAETGHLVFGTLHTTSAAKTIDRVIDVFPAEEKDMVRAMLSESLQAVISQTLLK.KNGGGRVAAHEIMIGIPAIRNLIRE 295
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NTDB id 1177 A1552VC RS01165 WP 000422572.1 GELHELKATMARSQEVGMQTFDQALYQLVVDDKISEQDALHSADSANDLRLMLKTKRGDDYGS...GSLQNVK....IDM 367
NTDB id 997924 AAHK14 RS09260 WP 065256545.1 SEMHELKAIMTKSRELGMQTFDQALFDLYDEGAISYDEAIRNADSPNELRLQIKLKGTRRDGEQEVASALSLH....ADE 395
NTDB id 1203 PSJM300 01605 AFN76401.1 GEVHELKGLMKRSTDLGMQTFDQALYNLYVQGEITYEDALLHADSSNDLRLMIKLGSETDGEHLTSVS.QGLT....LEM 371
NTDB id 1019 ACIAD RS04205 WP 004922051.1 GEIYKIKELMARSGELGMQTFDQALFDLYDHQHISYADALKHADSPNNLRLQIKLSEEANKPLDNRERMSEME....RKM 373
NTDB id 1307 DR RS10055 WP 010888596.1 GKTFQITSVMQTGAREGMVTMDAYLAGLFRRHLITYDKGLERAIDPKEFARLANDASAGLGGASMTPAAPPVPAYNSASS 380
NTDB id 1194 PAKAF RS01995 WP 003084552.1 DKVAQMYSAIQTGGSLGMQTLDMCLKGLVAKGLISRENAREKAKIPENF............................... 344
NTDB id 1020 ACIAD RS04210 WP 011182164.1 GKVAQMYSSIQTGATHGMTTLDQSLKQLLAKGIINLPTARAVAKSPESF............................... 344
NTDB id 1081 FDQ49 RS05335 WP 006581387.1 NKVAQMYSAIQTGANHGMTTLDQSLKGLVSRGVISPQTARTAAKQPESFL.............................. 345
NTDB id 1060 ABD1 RS04380 WP 000355489.1 NKVAQMYSAIQTGANHGMTTLDQSLKGLVARGVISPQTARTAAKQPESFL.............................. 345
NTDB id 1040 H0N27 RS13360 WP 000355489.1 NKVAQMYSAIQTGANHGMTTLDQSLKGLVARGVISPQTARTAAKQPESFL.............................. 345
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