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NTDB id 1177 A1552VC RS01165 WP 000422572.1 ....MELNQYLDGMLTHKASDLYITVGAPILYRVDGELRAQGEA.LSVADVTALLHAMMDDARQAEFKQTREANFAVVRD 75
NTDB id 1072225 ACI537 RS00875 WP 077379436.1 MTPHEWLQELLQLMVSKGSSDLFISTGTPPQMKVNGRMAALGDKKLGVDQVRELVLAPMSDMQRERFEQEREANFAHSLP 80
NTDB id 1203 PSJM300 01605 AFN76401.1 ....MEFEKLLRLMVEKGGSDLFITAGVPPSMKVNGKILPVNKTPMSPEMTRETVHGVMNEQQRREFTENHECNFAISAR 76
NTDB id 1019 ACIAD RS04205 WP 004922051.1 ....MDFNDLLNLMAKHKASDLFITAGVEPSLKINGEITPVSKTKLDGDMIAQLIDSITTQKQRQEFIETHECNFAILNR 76
NTDB id 1307 DR RS10055 WP 010888596.1 MTSGIDITDILRLAADKGASDIILAAGLPPQFKLSGDYDAQGFEPLSASDTRKLMYSMMNERQQRIFEEKRELDFSFALG 80
NTDB id 1086 NMV RS00245 WP 002218487.1 ....MQITDLLAFGAKNKASDLHLSSGISPMIRVHGDMRRINLPEMSAEEVGNMVTSVMNDHQRKIYQQNLEVDFSFELP 76
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NTDB id 1177 A1552VC RS01165 WP 000422572.1 ..SGRFRVSAFFQRELPGAVIRRIETRIPTFEELKLPEVLQNLAIAKRGLVLVVGATGSGKSTTMAAMTGYRNQHRTGHI 153
NTDB id 1072225 ACI537 RS00875 WP 077379436.1 G.VGRFRISAFYQRSQMGMVIRRIQLSIPSLEELRLPEIIKSLSETKRGLVIFVGGTGAGKSTSLASMIQHRNQTSSGHI 159
NTDB id 1203 PSJM300 01605 AFN76401.1 G.IGRFRVSAFYQRNLAGMVLRRIETNIPTIEDLKLPDVLKKLALTKRGLVLFVGATGTGKSTSLAAMIGYRNKNSSGHI 155
NTDB id 1019 ACIAD RS04205 WP 004922051.1 EKNERFRVSAFQQRDMPGMVIRRIETKIPSPDDLHLPPILKELAMSKRGIIIFSGATGTGKSTSLASMIQHRNQHSKGHI 156
NTDB id 1307 DR RS10055 WP 010888596.1 D.KARFRVNAFMQRGNVGGVMRLIPTTVRTIAEMGLPQTVIDIANAPRGLVLVTGPTGSGKSTTLASMIDHINTTKKLHI 159
NTDB id 1086 NMV RS00245 WP 002218487.1 N.VARFRVNAFNIGRGPAAVFRTIPSTVLSLEELKAPSIFQKIAESPRGMVLVTGPTGSGKSTTLAAMINYINETQPAHI 155
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NTDB id 1177 A1552VC RS01165 WP 000422572.1 LTVEDPIEFVHEHKRCIVTQREVGLDTESYEVALKNSLRQAPDMILIGEIRSRETMEYAMTFAETGHLCMATLHANNANQ 233
NTDB id 1072225 ACI537 RS00875 WP 077379436.1 ICIEDPIEYIHPHQRSIVTQREVGIDTESFEVALRNTLRQAPDVIMIGEIRSRETMEHALTFAETGHLCLATLHANNANQ 239
NTDB id 1203 PSJM300 01605 AFN76401.1 ISIEDPIEFIHQHQNCIVTQREVGIDTDSFEVALKNTLRQAPDVILIGEVRTRETMDHAVAFAETGHLCLATLHANNANQ 235
NTDB id 1019 ACIAD RS04205 WP 004922051.1 ITIEDPIEFIHEHAGCIITQREVGIDTDSFEIALKNTLRQAPDVILIGEIRSREVMDYALAFAETGHLVFATLHANNANQ 236
NTDB id 1307 DR RS10055 WP 010888596.1 LTIEDPIEFMHPNKASIINQREVGSDTLSFDDALRAALRQAPDVILVGEMRDYETIKAAVTAAETGHLVMGTLHTNSAPE 239
NTDB id 1086 NMV RS00245 WP 002218487.1 LTIEDPIEFVHQSKKSLINQRELHQHTLSFANALRSALREDPDVILVGEMRDPETIGLALTAAETGHLVFGTLHTTGAAK 235
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NTDB id 1177 A1552VC RS01165 WP 000422572.1 ALERILHLVPKEQREQFLLDLSLNLKGVIAQQLLRDKNGKG..RHGVFEVLLNSPRIADLIRRGELHELKATMARSQEVG 311
NTDB id 1072225 ACI537 RS00875 WP 077379436.1 ALDRIIHFFPEERHEQVWMDLSLNLKGIVAQQLLPHKSGNGAQRVPAIEVMLRSPLIVDLIRKGAVVEIKDVMKRSQQQG 319
NTDB id 1203 PSJM300 01605 AFN76401.1 ALDRIINFFPADRQNQVWMDLSLNLKAIVAQQLVPTPDGKG..RRAVIEVLINTPLAADLIRKGEVHELKGLMKRSTDLG 313
NTDB id 1019 ACIAD RS04205 WP 004922051.1 TLERIIHFFDADRHQQIFMDLSLNLKAVISQQLIPTHDGQS..RRAAVEVLINTPLLSDYIRQGEIYKIKELMARSGELG 314
NTDB id 1307 DR RS10055 WP 010888596.1 SIDRIVDVFPEEQQEQIRVQLANNLVAVMTQQLLPRADGQG..RVLAYEILLANPAVRALIREGKTFQITSVMQTGAREG 317
NTDB id 1086 NMV RS00245 WP 002218487.1 TVDRIVDVFPAGEKEMVRSMLSESLTAVISQNLLKTHDGNG..RVASHEILIANPAVRNLIRENKITQINSVLQTGQASG 313
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NTDB id 1177 A1552VC RS01165 WP 000422572.1 MQTFDQALYQLVVDDKISEQDALHSADSANDLRLMLKTKRGDDYGSGSLQ...NV....KIDME................ 368
NTDB id 1072225 ACI537 RS00875 WP 077379436.1 MMTFDQSLYALHQQDLITEEVALAHADSANDLRLMIKFGDSDSAQEAQLDVMNAA....SRFSLQDDDG........... 384
NTDB id 1203 PSJM300 01605 AFN76401.1 MQTFDQALYNLYVQGEITYEDALLHADSSNDLRLMIKLGSETDGEHLTSVS.QGL....TLEMSDDDPGRSFR....... 381
NTDB id 1019 ACIAD RS04205 WP 004922051.1 MQTFDQALFDLYDHQHISYADALKHADSPNNLRLQIKLSEEANKPLDNRERMSEM....ERKMTFDGQRRNLK....... 383
NTDB id 1307 DR RS10055 WP 010888596.1 MVTMDAYLAGLFRRHLITYDKGLERAIDPKEFARLANDASAGLGGASMTPAAPPVPAYNSASSSSTGRGGDFGRGAAAPA 397
NTDB id 1086 NMV RS00245 WP 002218487.1 MQTMDQSLQSLVRQGLIAPEVARRRAQNSESMSF.............................................. 347
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