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NTDB id 1426 RS RS05575 WP 011001070.1 MRALLIGFVAGCMALQTRPALAPVWQPALLGLACLLAMALLRRGARLPRLVPVMAVLAAACAGFGWSDWRAQQRLSVVLA 80
NTDB id 210971 BUQ73 RS05890 WP 079227042.1 MRTGMFALALGLLCLGFLPVLPS........VGWLLLLVLGGGVFACTRLW....PLGCFLLGLCWACWSAQQALDERLA 68
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPS........FGWLLALAPVGLLLLPFRWR....PLAFFLFGLVWACLNAQWALDDRLP 68
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NTDB id 1426 RS RS05575 WP 011001070.1 PAWEGKDIRATGVVAELPEVTEDATRFLFRIESSDAGDAVPPRVRLSWYGLRSWHERQREAEAATDRRAGIPDLQPGQRW 160
NTDB id 210971 BUQ73 RS05890 WP 079227042.1 AGLDGRTLWLEGRVVGLPTRTAQGVRFELEQPRS.RRAELPRRLQLSWFNG....................PAIRAGEHW 127
NTDB id 1199 PSJM300 12650 AFN78592.1 VDLDGRTFWLEGQVTGLPDRRGDVVRFELEDIHS.RHAGLPSRIRLAWYGG....................PEIRSGERW 127
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NTDB id 1426 RS RS05575 WP 011001070.1 QLTLRLKRPHSLMNPGGFDGEYAMLADDVRAAGYVYTGKRARNALMGEADAGSGVGLRVERWRAAVRRHLLAALPEARYA 240
NTDB id 210971 BUQ73 RS05890 WP 079227042.1 RLAVTLQRPAGLLNPHGPDREAQLLARRIGATGTVKAGQVLHA..............APPGWRDALRERLLNVDA.LGQE 192
NTDB id 1199 PSJM300 12650 AFN78592.1 RLAARLKRPSGMVNPSAFDYEAWLLARRIGATGTIKAGERIAEAA............SSGAWRDRLRQRLLTVEA.HGRA 194
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NTDB id 1426 RS RS05575 WP 011001070.1 PVIVALVVGDQSGIAQADWERFRRTGISHLVSISGLHITMIAGLFGALWMALWRRSFGLARWLRTPLPLRMPAQRAGAVA 320
NTDB id 210971 BUQ73 RS05890 WP 079227042.1 AALVALVLGDGAGLARDQWQVLQATGTVHLMVISGQHIGLVAGLLYALIAG.......LARWGLWPR..DWPWLPWACGL 263
NTDB id 1199 PSJM300 12650 AFN78592.1 GAIAALVVGDGSGLSTADWRVLQDTGTVHLMVISGQHVGMLAGLLYAVVLL.......LARWGIWPQ..RLPWLPWACGL 265
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NTDB id 1426 RS RS05575 WP 011001070.1 AMAAAFAYCLLAGMGVPAQRTLLMLATVAVARLADRSVPVSLSLCWAAALVALVDPWAVMSAGGWLSFGAVAVIFLAARI 400
NTDB id 210971 BUQ73 RS05890 WP 079227042.1 ALTGALAYGWLAGAGVPVQRACLMLAVVLLWRLRFRQLGAMFPLLLALNLVLLAEPLAVLLPGFWLSFAAVAILICSFAA 343
NTDB id 1199 PSJM300 12650 AFN78592.1 AFAGALGYGWLAGFEVPVRRACLMVAIVLLWRLRFRHLGVWLPLLIALVGVLMVDPLASLQPGFWLSFVAVALLIWIFRG 345
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NTDB id 1426 RS RS05575 WP 011001070.1 VAADARDDVRRPAWPVRAWRGLRGAARVQLAVTFGLLPLTLLLFQQVSVVSAVANALAIPVVSFVTTPLALMGTA.LPEP 479
NTDB id 210971 BUQ73 RS05890 WP 079227042.1 R..............LGGWRPWEAWTRAQWVIAVGLLPVLLATGLPVSLTAPLANLLAVPWVSLGVLPLALLGTLLLPLA 409
NTDB id 1199 PSJM300 12650 AFN78592.1 R..............LGVPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVPLALLGSFLLWVP 411
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NTDB id 1426 RS RS05575 WP 011001070.1 WSQPVLIWAEASFAWLMPWLDALALPGGSVWVAPAAPAWAWGLAVVGVPLLLVPGGYRAWAWRAQGAVLLLPMLLARAPA 559
NTDB id 210971 BUQ73 RS05890 WP 079227042.1 GIGEGLLWLAGGMLDVLLRLLALIAAWHPAWTPPALPMLAWLLVCIGALLLLLPRGVP...LRGLGGVLLLAL.WVPREP 485
NTDB id 1199 PSJM300 12650 AFN78592.1 WLGEALLWLAGGLLAVLFELLALIAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVP...LRVLGTLLLAPLLFAPDSR 488
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NTDB id 1426 RS RS05575 WP 011001070.1 PPPGEFRMVAFDIGQGAATLVETAGHRLLFDTGPRQGDLADAADRVIVPYLRGHGVQAIDTLVVSHEDSDHAGGTETVMA 639
NTDB id 210971 BUQ73 RS05890 WP 079227042.1 VPHGQVEVWQLDVGQGLAVLLRTRHHALLYDAGPAKGEF.DLGERVVLPTLRKLGVGSLDLMLISHAHADHAGGAAAIER 564
NTDB id 1199 PSJM300 12650 AFN78592.1 PEQGRAEVWVFDVGQGLSVLVRTRDHALLYDAGPRYGDF.DIGERVVFPSLRQLGLERLDLMMLSHADSDHAGGALAIQR 567
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NTDB id 1426 RS RS05575 WP 011001070.1 GVPVRTMLASLPPGHGLERQARALGIEPAGCVAGQRWAWDGVAFEILYPVQVPSDRAAVSSNARSCVLRIANARYAAMLA 719
NTDB id 210971 BUQ73 RS05890 WP 079227042.1 GLPVRQMIGGEAL..........DDVQLQPCTSGEQWTWDGVRFSLWRWA......DGQSSNDRSCVLLVEAQGERLLLA 628
NTDB id 1199 PSJM300 12650 AFN78592.1 AMPVGAVLSGEPERL.......PAALDARSCRTGQRWTWNQVNFSVWRWP......QATNGNQASCVLMVEAAGERLLLT 634
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NTDB id 1426 RS RS05575 WP 011001070.1 GDIGRAQEAALIAAEAPERLMADILLVPHHGSRTSSSGAFLDAVSAQVAVFQVGYRNRYGHPHPQVWQRYGARGIERLRT 799
NTDB id 210971 BUQ73 RS05890 WP 079227042.1 GDMEAGAERAWLAQA..EAPRIDWLQAPHHGSRTSSSEAFIRATAARGVLISRGRNNSFGHPHAQVVERYRRHGVAIHDT 706
NTDB id 1199 PSJM300 12650 AFN78592.1 GDIDAQAERALVDGG..MEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHDT 712
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NTDB id 1426 RS RS05575 WP 011001070.1 DATGAVVIE..TRGDALAVRTARSMRPRYWSSALEVAALAETTEPTGAQP 847
NTDB id 210971 BUQ73 RS05890 WP 079227042.1 AAEGGLRLVLGSHGDVEGVR....RQRRFWREAGGG.............. 738
NTDB id 1199 PSJM300 12650 AFN78592.1 AEHGALSLQLGAFGGARRMR....DEPRFWREK................. 741
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