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NTDB id 1426 RS RS05575 WP 011001070.1 MRALLIGFVAGCMALQTRPALAPV.WQPALLGLACLLAMALLRRGARLPRLVPVMAVLAAACAGFGWSDWRAQQRLSVVL 79
NTDB id 168926 PcP3B5 RS09565 WP 203228559.1 ....MMALACGLVLLRFLPQLPPLAALLPLV......GMALLCLY.......RRHHAVALFLLGFAWACLFAHDSWEGRL 63
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPSFGWLLALA......PVGLLLLP.......FRWRPLAFFLFGLVWACLNAQWALDDRL 67
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NTDB id 1426 RS RS05575 WP 011001070.1 APAWEGKDIRATGVVAELPEVTEDATRFLFRIESSDAGDAVPPRVRLSWYGLRSWHERQREAEAATDRRAGIPDLQPGQR 159
NTDB id 168926 PcP3B5 RS09565 WP 203228559.1 APELDGRTLWLEGQVAGLPASADGIVRFELEDVQA.R.LDLPGRIRVSWYGG....................PEVRAGER 121
NTDB id 1199 PSJM300 12650 AFN78592.1 PVDLDGRTFWLEGQVTGLPDRRGDVVRFELEDIHS.RHAGLPSRIRLAWYGG....................PEIRSGER 126
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NTDB id 1426 RS RS05575 WP 011001070.1 WQLTLRLKRPHSLMNPGGFDGEYAMLADDVRAAGYVYTGKRARNALMGEADAGSGVGLRVERWRAAVRRHLLAALPEARY 239
NTDB id 168926 PcP3B5 RS09565 WP 203228559.1 WRLAVTLRRPHGLANDFGFDYEAWLAADGIGATGSVKDGRRLAEAA............GPMAWREAWKDRLLAVDAR.GR 188
NTDB id 1199 PSJM300 12650 AFN78592.1 WRLAARLKRPSGMVNPSAFDYEAWLLARRIGATGTIKAGERIAEAA............SSGAWRDRLRQRLLTVEAH.GR 193
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NTDB id 1426 RS RS05575 WP 011001070.1 APVIVALVVGDQSGIAQADWERFRRTGISHLVSISGLHITMIAGLFGALWMALWRRSFGLARWLRTPLPLRMPAQRAGAV 319
NTDB id 168926 PcP3B5 RS09565 WP 203228559.1 NAYLVALVLGDGSGLGRDDWDMLQDTGTLHLMVISGSHISLLGGLLYALVA.......GLARLGA..WPARVPWLPCACA 259
NTDB id 1199 PSJM300 12650 AFN78592.1 AGAIAALVVGDGSGLSTADWRVLQDTGTVHLMVISGQHVGMLAGLLYAVVL.......LLARWGI..WPQRLPWLPWACG 264
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NTDB id 1426 RS RS05575 WP 011001070.1 AAMAAAFAYCLLAGMGVPAQRTLLMLATVAVARLADRSVPVSLSLCWAAALVALVDPWAVMSAGGWLSFGAVAVIFLAAR 399
NTDB id 168926 PcP3B5 RS09565 WP 203228559.1 VALAGAWGYGWIAGLQVPALRACLMLSMVLLWRLHFRRQGVWLPLLGALLVVLLVDPLVSLTPGFWLSFAAVALLVYGFA 339
NTDB id 1199 PSJM300 12650 AFN78592.1 LAFAGALGYGWLAGFEVPVRRACLMVAIVLLWRLRFRHLGVWLPLLIALVGVLMVDPLASLQPGFWLSFVAVALLIWIFR 344
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NTDB id 1426 RS RS05575 WP 011001070.1 IVAADARDDVRRPAWPVRAWRGLRGAARVQLAVTFGLLPLTLLLFQQVSVVSAVANALAIPVVSFVTTPLALMGTAL.PE 478
NTDB id 168926 PcP3B5 RS09565 WP 203228559.1 .......GRLGRGAG....W...LAWGRAQWLMALGLAPVLLALGLPLSPAGALANLIAVPCVELLVVPLALVGSLLLWL 405
NTDB id 1199 PSJM300 12650 AFN78592.1 .......GRLGVPSW....W...RALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVPLALLGSFLLWV 410
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NTDB id 1426 RS RS05575 WP 011001070.1 PWSQPVLIWAEASFAWLMPWLDALALPGGSVWVAPAAPAWAWGLAVVGVPLLLVPGGYRAWAWRAQGAVLLLPMLLARAP 558
NTDB id 168926 PcP3B5 RS09565 WP 203228559.1 PVVGEGLLWLAGGVLDVLLGLLGRLSLYSPAWHPMAPPPWSIALALFGALLCLAPVGLP...LRPLGLALLLPMFWPHSS 482
NTDB id 1199 PSJM300 12650 AFN78592.1 PWLGEALLWLAGGLLAVLFELLALIAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVP...LRVLGTLLLAPLLFAPDS 487
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NTDB id 1426 RS RS05575 WP 011001070.1 APPPGEFRMVAFDIGQGAATLVETAGHRLLFDTGPRQGDLADAADRVIVPYLRGHGVQAIDTLVVSHEDSDHAGGTETVM 638
NTDB id 168926 PcP3B5 RS09565 WP 203228559.1 APPHGHAEVRVLDVGQGLSVLIRTRQHTWLYDAGPRRGDF.DLGEVAVLPTLRGLGIERLDMLLLSHADNDHAGGARSVA 561
NTDB id 1199 PSJM300 12650 AFN78592.1 RPEQGRAEVWVFDVGQGLSVLVRTRDHALLYDAGPRYGDF.DIGERVVFPSLRQLGLERLDLMMLSHADSDHAGGALAIQ 566
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NTDB id 1426 RS RS05575 WP 011001070.1 AGVPVRTMLASLPPGHGLERQARALGIEPAGCVAGQRWAWDGVAFEILYPVQVPSDRAAVSSNARSCVLRIANARYAAML 718
NTDB id 168926 PcP3B5 RS09565 WP 203228559.1 AAVPVARIISGEPGRL.......PDSLPAGPCGN.EAWQLDGVRFSTWQWP......DATDSNGRSCVLYVEAGGESLLL 627
NTDB id 1199 PSJM300 12650 AFN78592.1 RAMPVGAVLSGEPERL.......PAALDARSCRTGQRWTWNQVNFSVWRWP......QATNGNQASCVLMVEAAGERLLL 633
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NTDB id 1426 RS RS05575 WP 011001070.1 AGDIGRAQEAALIAAEAPERLMADILLVPHHGSRTSSSGAFLDAVSAQVAVFQVGYRNRYGHPHPQVWQRYGARGIERLR 798
NTDB id 168926 PcP3B5 RS09565 WP 203228559.1 TGDLPAAGEAAWLASH..PGLGADWLLAGHHGSRSASSAAFVRQLAPRAALVSRSRHNAHGHPSSEVLQRFAEQGTKVHD 705
NTDB id 1199 PSJM300 12650 AFN78592.1 TGDIDAQAERALVDGG..MEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHD 711
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NTDB id 1426 RS RS05575 WP 011001070.1 TDATGAVVIET..RGDALAVRTARSMRPRYWSSALEVAALAETTEPTGAQP 847
NTDB id 168926 PcP3B5 RS09565 WP 203228559.1 VAREGALRLLLGQRGTLRGV....RENAGFWREK................. 735
NTDB id 1199 PSJM300 12650 AFN78592.1 TAEHGALSLQLGAFGGARRM....RDEPRFWREK................. 741
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