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NTDB id 1177 A1552VC RS01165 WP 000422572.1 ....MELNQYLDGMLTHKASDLYITVGAPILYRVDGELRAQGEA.LSVADVTALLHAMMDDARQAEFKQTREANFAVVRD 75
NTDB id 1019 ACIAD RS04205 WP 004922051.1 ....MDFNDLLNLMAKHKASDLFITAGVEPSLKINGEITPVSKTKLDGDMIAQLIDSITTQKQRQEFIETHECNFAILNR 76
NTDB id 1154225 Q0V31 RS07660 WP 298186431.1 ....MEFEKLLRLMVEKGGSDLFITAGVPPSMKVNGKIMPITKTPMSPEQTRETVHAVMNEQQRRDFTENHECNFAISAR 76
NTDB id 1203 PSJM300 01605 AFN76401.1 ....MEFEKLLRLMVEKGGSDLFITAGVPPSMKVNGKILPVNKTPMSPEMTRETVHGVMNEQQRREFTENHECNFAISAR 76
NTDB id 1307 DR RS10055 WP 010888596.1 MTSGIDITDILRLAADKGASDIILAAGLPPQFKLSGDYDAQGFEPLSASDTRKLMYSMMNERQQRIFEEKRELDFSFALG 80
NTDB id 1194 PAKAF RS01995 WP 003084552.1 ....MDITELLAFSAKQGASDLHLSAGLPPMIRVDGDVRRINLPPLEHKQVHALIYDIMNDKQRKDFEEFLETDFSFEVP 76
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NTDB id 1177 A1552VC RS01165 WP 000422572.1 ..SGRFRVSAFFQRELPGAVIRRIETRIPTFEELKLPEVLQNLAIAKRGLVLVVGATGSGKSTTMAAMTGYRNQHRTGHI 153
NTDB id 1019 ACIAD RS04205 WP 004922051.1 EKNERFRVSAFQQRDMPGMVIRRIETKIPSPDDLHLPPILKELAMSKRGIIIFSGATGTGKSTSLASMIQHRNQHSKGHI 156
NTDB id 1154225 Q0V31 RS07660 WP 298186431.1 G.IGRFRVSAFYQRNLAGMVLRRIETNIPTLDELKLPEVLKKLALTKRGLVLFVGATGTGKSTSLAAMIGYRNKNSSGHI 155
NTDB id 1203 PSJM300 01605 AFN76401.1 G.IGRFRVSAFYQRNLAGMVLRRIETNIPTIEDLKLPDVLKKLALTKRGLVLFVGATGTGKSTSLAAMIGYRNKNSSGHI 155
NTDB id 1307 DR RS10055 WP 010888596.1 D.KARFRVNAFMQRGNVGGVMRLIPTTVRTIAEMGLPQTVIDIANAPRGLVLVTGPTGSGKSTTLASMIDHINTTKKLHI 159
NTDB id 1194 PAKAF RS01995 WP 003084552.1 G.VARFRVNAFNQNRGAGAVFRTIPSKVLTMEELGMGEVFKRVSDVPRGLVLVTGPTGSGKSTTLAAMLDYLNNTKYHHI 155
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NTDB id 1177 A1552VC RS01165 WP 000422572.1 LTVEDPIEFVHEHKRCIVTQREVGLDTESYEVALKNSLRQAPDMILIGEIRSRETMEYAMTFAETGHLCMATLHANNANQ 233
NTDB id 1019 ACIAD RS04205 WP 004922051.1 ITIEDPIEFIHEHAGCIITQREVGIDTDSFEIALKNTLRQAPDVILIGEIRSREVMDYALAFAETGHLVFATLHANNANQ 236
NTDB id 1154225 Q0V31 RS07660 WP 298186431.1 ISIEDPIEYIHQHQSCIVTQREVGIDTESFEVALKNTLRQAPDVILIGEVRTRETMDHAVAFAETGHLCLATLHANNANQ 235
NTDB id 1203 PSJM300 01605 AFN76401.1 ISIEDPIEFIHQHQNCIVTQREVGIDTDSFEVALKNTLRQAPDVILIGEVRTRETMDHAVAFAETGHLCLATLHANNANQ 235
NTDB id 1307 DR RS10055 WP 010888596.1 LTIEDPIEFMHPNKASIINQREVGSDTLSFDDALRAALRQAPDVILVGEMRDYETIKAAVTAAETGHLVMGTLHTNSAPE 239
NTDB id 1194 PAKAF RS01995 WP 003084552.1 LTIEDPIEFVHESKKCLVNQREVHRDTLGFSEALRSALREDPDIILVGEMRDLETIRLALTAAETGHLVFGTLHTTSAAK 235
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NTDB id 1177 A1552VC RS01165 WP 000422572.1 ALERILHLVPKEQREQFLLDLSLNLKGVIAQQLLRDKNGKGRHGVFEVLLNSPRIADLIRRGELHELKATMARSQEVGMQ 313
NTDB id 1019 ACIAD RS04205 WP 004922051.1 TLERIIHFFDADRHQQIFMDLSLNLKAVISQQLIPTHDGQSRRAAVEVLINTPLLSDYIRQGEIYKIKELMARSGELGMQ 316
NTDB id 1154225 Q0V31 RS07660 WP 298186431.1 ALDRIINFFPADRQNQVWMDLSLNLKAIVAQQLIPTPDGKGRRAVIEVLINTPLAADLIRKGEVHELKALMKRSTEQGMQ 315
NTDB id 1203 PSJM300 01605 AFN76401.1 ALDRIINFFPADRQNQVWMDLSLNLKAIVAQQLVPTPDGKGRRAVIEVLINTPLAADLIRKGEVHELKGLMKRSTDLGMQ 315
NTDB id 1307 DR RS10055 WP 010888596.1 SIDRIVDVFPEEQQEQIRVQLANNLVAVMTQQLLPRADGQGRVLAYEILLANPAVRALIREGKTFQITSVMQTGAREGMV 319
NTDB id 1194 PAKAF RS01995 WP 003084552.1 TIDRVVDVFPAEEKAMVRSMLSESLQSVISQTLIK.KIGGGRVAAHEIMIGTPAIRNLIREDKVAQMYSAIQTGGSLGMQ 314
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NTDB id 1177 A1552VC RS01165 WP 000422572.1 TFDQALYQLVVDDKISEQDALHSADSANDLRLMLKTKRGDDYGSGS..............LQNVKIDM..E......... 368
NTDB id 1019 ACIAD RS04205 WP 004922051.1 TFDQALFDLYDHQHISYADALKHADSPNNLRLQIKLSEEANKPLDNRER...........MSEMERKMTFDGQ....... 378
NTDB id 1154225 Q0V31 RS07660 WP 298186431.1 TFDQALYNLYSQGEITYEDALLYADSANDLRLMIKLGSETDGDH................LSSMAQGLSLEVS....... 372
NTDB id 1203 PSJM300 01605 AFN76401.1 TFDQALYNLYVQGEITYEDALLHADSSNDLRLMIKLGSETDGEH................LTSVSQGLTLEMS....... 372
NTDB id 1307 DR RS10055 WP 010888596.1 TMDAYLAGLFRRHLITYDKGLERAIDPKEFARLANDASAGLGGASMTPAAPPVPAYNSASSSSTGRGGDFGRGAAAPATP 399
NTDB id 1194 PAKAF RS01995 WP 003084552.1 TLDMCLKGLVAKGLISRENAREKAKIPENF.................................................. 344
consensus !*!**!* !* !****** !** ******** ** * * *



logo

AAPAAGR
D
D
E
S

D
EPRGRANRSGLFGKRFGRR

NTDB id 1177 A1552VC RS01165 WP 000422572.1 ................... 368
NTDB id 1019 ACIAD RS04205 WP 004922051.1 ..........RRNLK.... 383
NTDB id 1154225 Q0V31 RS07660 WP 298186431.1 ......DEEPGRRFR.... 381
NTDB id 1203 PSJM300 01605 AFN76401.1 ......DDDPGRSFR.... 381
NTDB id 1307 DR RS10055 WP 010888596.1 AAPAAGRSEPGRAGGFGRR 418
NTDB id 1194 PAKAF RS01995 WP 003084552.1 ................... 344
consensus *

X non conserved

X similar

X ≥ 50% conserved


