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NTDB id 1307 DR RS10055 WP 010888596.1 MTSGIDITDILRLAADKGASDIILAAGLPPQFKLSGDYDAQGFEPLSASDTRKLMYSMMNERQQRIFEEKRELDFSFALG 80
NTDB id 79064 PotMrB4 RS09995 WP 172433143.1 ....MDLPSMLKVLASQDGSDLYLSTGAPPCAKFNGVLKPLSADPLKPGDVARIAESIMDPEQRVEFNHELEMNLAISVP 76
NTDB id 1177 A1552VC RS01165 WP 000422572.1 ....MELNQYLDGMLTHKASDLYITVGAPILYRVDGELRAQGEAL.SVADVTALLHAMMDDARQAEFKQTREANFAVVRD 75
NTDB id 1203 PSJM300 01605 AFN76401.1 ....MEFEKLLRLMVEKGGSDLFITAGVPPSMKVNGKILPVNKTPMSPEMTRETVHGVMNEQQRREFTENHECNFAISAR 76
NTDB id 1019 ACIAD RS04205 WP 004922051.1 ....MDFNDLLNLMAKHKASDLFITAGVEPSLKINGEITPVSKTKLDGDMIAQLIDSITTQKQRQEFIETHECNFAILNR 76
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NTDB id 1307 DR RS10055 WP 010888596.1 D.KARFRVNAFMQRGNVGGVMRLIPTTVRTIAEMGLPQTVIDIANAPRGLVLVTGPTGSGKSTTLASMIDHINTTKKLHI 159
NTDB id 79064 PotMrB4 RS09995 WP 172433143.1 N.VGRFRINIFKQRNEVSIVARNIKLDIPRFEDLKLPEVLLKVVMEKRGLVLFVGGTGSGKSTSLAALIDYRNRNSGGHI 155
NTDB id 1177 A1552VC RS01165 WP 000422572.1 ..SGRFRVSAFFQRELPGAVIRRIETRIPTFEELKLPEVLQNLAIAKRGLVLVVGATGSGKSTTMAAMTGYRNQHRTGHI 153
NTDB id 1203 PSJM300 01605 AFN76401.1 G.IGRFRVSAFYQRNLAGMVLRRIETNIPTIEDLKLPDVLKKLALTKRGLVLFVGATGTGKSTSLAAMIGYRNKNSSGHI 155
NTDB id 1019 ACIAD RS04205 WP 004922051.1 EKNERFRVSAFQQRDMPGMVIRRIETKIPSPDDLHLPPILKELAMSKRGIIIFSGATGTGKSTSLASMIQHRNQHSKGHI 156
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NTDB id 1307 DR RS10055 WP 010888596.1 LTIEDPIEFMHPNKASIINQREVGSDTLSFDDALRAALRQAPDVILVGEMRDYETIKAAVTAAETGHLVMGTLHTNSAPE 239
NTDB id 79064 PotMrB4 RS09995 WP 172433143.1 ITIEDPVEYVHRHKKSIINQREVGVDTRSFHAALKNTLRQAPDVILIGEIRDRETMEHALAFADTGHLAISTLHANNANQ 235
NTDB id 1177 A1552VC RS01165 WP 000422572.1 LTVEDPIEFVHEHKRCIVTQREVGLDTESYEVALKNSLRQAPDMILIGEIRSRETMEYAMTFAETGHLCMATLHANNANQ 233
NTDB id 1203 PSJM300 01605 AFN76401.1 ISIEDPIEFIHQHQNCIVTQREVGIDTDSFEVALKNTLRQAPDVILIGEVRTRETMDHAVAFAETGHLCLATLHANNANQ 235
NTDB id 1019 ACIAD RS04205 WP 004922051.1 ITIEDPIEFIHEHAGCIITQREVGIDTDSFEIALKNTLRQAPDVILIGEIRSREVMDYALAFAETGHLVFATLHANNANQ 236
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NTDB id 1307 DR RS10055 WP 010888596.1 SIDRIVDVFPEEQQEQIRVQLANNLVAVMTQQLLPRADGQGRVLAYEILLANPAVRALIREGKTFQITSVMQTGAREGMV 319
NTDB id 79064 PotMrB4 RS09995 WP 172433143.1 ALDRIINFFPEERRPQLLNDLGNNLKAFVSQRLVRTSDGKR.RAAVEVLLGTSTISDLIKRGDFSSIKEIMEKSKALGMQ 314
NTDB id 1177 A1552VC RS01165 WP 000422572.1 ALERILHLVPKEQREQFLLDLSLNLKGVIAQQLLRDKNGKGRHGVFEVLLNSPRIADLIRRGELHELKATMARSQEVGMQ 313
NTDB id 1203 PSJM300 01605 AFN76401.1 ALDRIINFFPADRQNQVWMDLSLNLKAIVAQQLVPTPDGKGRRAVIEVLINTPLAADLIRKGEVHELKGLMKRSTDLGMQ 315
NTDB id 1019 ACIAD RS04205 WP 004922051.1 TLERIIHFFDADRHQQIFMDLSLNLKAVISQQLIPTHDGQSRRAAVEVLINTPLLSDYIRQGEIYKIKELMARSGELGMQ 316
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NTDB id 1307 DR RS10055 WP 010888596.1 TMDAYLAGLFRRHLITYDKGLERAIDPKEFARLANDASA....GLGGASMTPAAPPVPAYNSASSSSTGRGGDFGRGAAA 395
NTDB id 79064 PotMrB4 RS09995 WP 172433143.1 TFDQALFDLVVEGAISEDEAIKNADSANNLRLKLKLYRDGPAPAPTPAPATAPTPPPTATRTQDA......ASWGLELKL 388
NTDB id 1177 A1552VC RS01165 WP 000422572.1 TFDQALYQLVVDDKISEQDALHSADSANDLRLMLKTKRGDDY...GSGSL.............................. 360
NTDB id 1203 PSJM300 01605 AFN76401.1 TFDQALYNLYVQGEITYEDALLHADSSNDLRLMIKLGSETDGEHLTSVS............................... 364
NTDB id 1019 ACIAD RS04205 WP 004922051.1 TFDQALFDLYDHQHISYADALKHADSPNNLRLQIKLSEEANKPLDNRERM.............................. 366
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NTDB id 1307 DR RS10055 WP 010888596.1 PATPAAPAAGRSEPGRAGGFGRR 418
NTDB id 79064 PotMrB4 RS09995 WP 172433143.1 EELPE..ETPPEDPGKHF..... 404
NTDB id 1177 A1552VC RS01165 WP 000422572.1 QNVKI..DME............. 368
NTDB id 1203 PSJM300 01605 AFN76401.1 QGLTL..EMSDDDPGRSF..R.. 381
NTDB id 1019 ACIAD RS04205 WP 004922051.1 SEMER..KMTFDGQRRNL..K.. 383
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