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NTDB id 1199 PSJM300 12650 AFN78592.1 ..MRAGMLALAAGLLLLRFLPQLPSF.GWLLALAPVGLLLLPFRWRPLAFFLF...GLVWAC......LNAQWALDDRLP 68
NTDB id 400327 GJV52 RS09825 WP 100563891.1 .MLRYVLPCWAFGVLVSFLLPVVPPLWAWLAAFG..LILLAAWRWKPAAVLLCMLLGMAYGVWRTESALARQWPVARVEN 77
NTDB id 1128 NGFG RS01490 WP 020997305.1 MFRRWFLPCWVVGVAVSFALSVVPHWPFWLAAFA..VLAVLARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSG 78
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NTDB id 1199 PSJM300 12650 AFN78592.1 VDLDGRTFWLEGQVTGLPDRRGDVVRFELEDIHSRHAGLPSRIRLAWYGGPEIRSGERWRLAARLKRPSGMVNPSAFDYE 148
NTDB id 400327 GJV52 RS09825 WP 100563891.1 .......VALTVVVDDLPRRDERRVQFAAKAWDK..DGGEYRLMLSDYQLRDWPVGSRWQVSARVRPVVGEVNLRGLNRE 148
NTDB id 1128 NGFG RS01490 WP 020997305.1 .......VPLTVEVTDMPRSDGRRVQFAAKAVDS..GGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNRE 149
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VGDEGQSGALSRAPTAEGDLWRQVALFQRDPTLG
NTDB id 1199 PSJM300 12650 AFN78592.1 AWLLARRIGATGTIKAGERIAEAA...SSGAWRDRLRQRLLTVEA.....HGRAGAIAALVVGDGSGLSTADWRVLQDTG 220
NTDB id 400327 GJV52 RS09825 WP 100563891.1 AWALANGVGGMGSLGKGRVLLAESGGLNLTLWRERISRNWQQANLYGHEFSDGIGLMRALGIGEQSALRAELWQAFRPLG 228
NTDB id 1128 NGFG RS01490 WP 020997305.1 AWALSNGVGGVGTVGADRVLLHGGSGWGIAVWRSRISRNWRQADADG.GLSDGIGLMRALSVGEQSALRPGLWQAFRPLG 228
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NTDB id 1199 PSJM300 12650 AFN78592.1 TVHLMVISGQHVGMLAGLLYAVVLLL.ARWGIWPQRLPWLPWACGLAFAGALGYGWLAGFEVPVRRACLMVAIVLLWRLR 299
NTDB id 400327 GJV52 RS09825 WP 100563891.1 LTHLVSISGLHVTMVAVWFGFLVKLLLRVLPVVPKRP..RLWVLTGGVLGALLYAGLAGFGVPTQRSVLMLAAFAYAWWR 306
NTDB id 1128 NGFG RS01490 WP 020997305.1 LTHLVSISGLHVTMVAVLFAWLAKRLLACSPRLPARP..RAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRR 306
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QALVAAGLVLMLVFDPLAASVLQGPVGFLTWLSFVGALVALAL IWAISCFSRAGRLGNYVEGPRGKSRWQWLRTALVLYRAGQWAMAASTVLGLLSVLPVALMLLGVYMLGFLAPSVLSP
NTDB id 1199 PSJM300 12650 AFN78592.1 FRHLGVWLPLLIALVGVLMVDPLASLQPGFWLSFVAVALLIWIFRGRLGVPSWWRALLYAQWAMALGLLPAMLVLGLPVS 379
NTDB id 400327 GJV52 RS09825 WP 100563891.1 GSGSSPWTGWWQALALVLLFDPLAALGVGLWLSFGLVAALIWSSAGRLNERGWWLAV.RGQWAATLLSVVLLGYMFASLP 385
NTDB id 1128 NGFG RS01490 WP 020997305.1 GR.LSAWATWWQALAAVLLFDPLAVLGVGTWLSFGLVAALIWACAGRLYEGKRQTAV.RGQWAASVLSLVLLGYLFASLP 384
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NTDB id 1199 PSJM300 12650 AFN78592.1 LSGPLANLLAVPWISVLVVPLALLGSFLLWVPWLGEALLWLAGGLLAVLFELLALIAGWQPAWLASALPLWAWSLVALGT 459
NTDB id 400327 GJV52 RS09825 WP 100563891.1 LLSPLVNVVAIPWFSWVLTPLALLSSALPFAPL.....QWLAAALAEYTLRFLVWLAAYSPEFAVAAAPWPLMVLAVLAA 460
NTDB id 1128 NGFG RS01490 WP 020997305.1 LVSPLVNAVSIPWFSWVLTPLALLGSVVPFAPL.....QQAGAFLAEYTLRFLVWLADVSPEFAVAAAPLPLLVLAVCAA 459
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NTDB id 1199 PSJM300 12650 AFN78592.1 LVLLLPAGVPLRVLGTLLLAPLLFAPDSRPEQGRAEVWVFDVGQGLSVLVRTRDHALLYDAGPRYGDFDIGERVVFPSLR 539
NTDB id 400327 GJV52 RS09825 WP 100563891.1 LVLLLPRGTALKPWACLVLVGFVFYRVQPLSEGRLKVWVWDAGQGLSVLMQTREHRLLFDTGTAH....AAGAGIVPSLN 536
NTDB id 1128 NGFG RS01490 WP 020997305.1 LLLLLPRGLGLRPWAVLLLAGFVSYRPEAVPENEAAVTVWDAGQGLSVLVRTANRHLLFDTGTVA....AAQTGIVPSLN 535
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NTDB id 1199 PSJM300 12650 AFN78592.1 QLGLERLDLMMLSHADSDHAGGALAIQRAMPVGAVLSGEPERLPAALDARSCRTGQRWTWNQVNFSVWRWPQA...TNGN 616
NTDB id 400327 GJV52 RS09825 WP 100563891.1 ALGIRRLDKLVLSHHDIDHDGGYAAIQRGQPPEKLLAGQPEFYPQAE...FC.DESQWMWDGVAFEFLRPSEAHSGKDDN 612
NTDB id 1128 NGFG RS01490 WP 020997305.1 AAGVRRLDKLVLSHHDSDHDGGFQAVGK.IPNGGIYAGQPEFYEGAR...HC.AEQRWQWDGVDFEFLRPSERK.NIDDN 609
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NTDB id 1199 PSJM300 12650 AFN78592.1 QASCVLMVEAAGERLLLTGDIDAQAERALVDG.GMEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPH 695
NTDB id 400327 GJV52 RS09825 WP 100563891.1 DKSCVLRVLADGKALLITGDMGQKGELDLVQKYGDALYSQILVLGHHGSNTASASAFLNAVSPQYAIASSGYANSYGHPT 692
NTDB id 1128 NGFG RS01490 WP 020997305.1 GKSCVLRVVAGGAALLVTGDLDTKGEESLVGKYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSGYANAYKHPT 689
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NTDB id 1199 PSJM300 12650 AFN78592.1 PAVLKRLQNAGAELHDTAEHGALSLQLGAFGG..ARRMRDEPRFWREK... 741
NTDB id 400327 GJV52 RS09825 WP 100563891.1 KAVQNKVAAHGATLLRTDLSGALVFELGGGAEVFQGRLKQGKFYWQKKPFD 743
NTDB id 1128 NGFG RS01490 WP 020997305.1 EAVQNRVRAHGIKLLRTDLSGALQFGLGRGGV.KAQRLRVYKFYWQKKPFE 739
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