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LAAFLAFLCLAFGLFGTVWSADCLVWCNRAQQWRALSDVDVRLPA
NTDB id 1426 RS RS05575 WP 011001070.1 MRALLIGFVAGCMALQTRPALAPVWQPALLGLACLLAMALLRRGARLPRLVPVMAVLAAACAGFGWSDWRAQQRLSVVLA 80
NTDB id 1095971 ACMYQ0 RS04555 WP 415755023.1 MRTGILALVIGLLVLRFLPALPPFWLLAVLSAAGVMLLPFRS............YPIALLLFGFTWACVCAQWALDDRLA 68
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPSFGWLLALAPVGLLLLPFRW............RPLAFFLFGLVWACLNAQWALDDRLP 68
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NTDB id 1426 RS RS05575 WP 011001070.1 PAWEGKDIRATGVVAELPEVTEDATRFLFRIESSDAGDAVPPRVRLSWYGLRSWHERQREAEAATDRRAGIPDLQPGQRW 160
NTDB id 1095971 ACMYQ0 RS04555 WP 415755023.1 PQLDTRTLWLQGQVVGLPEVTDGVVRFQIEQAV.SRRDKLPARLRLSWYGG....................PAIRAGETW 127
NTDB id 1199 PSJM300 12650 AFN78592.1 VDLDGRTFWLEGQVTGLPDRRGDVVRFELEDIH.SRHAGLPSRIRLAWYGG....................PEIRSGERW 127
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NTDB id 1426 RS RS05575 WP 011001070.1 QLTLRLKRPHSLMNPGGFDGEYAMLADDVRAAGYVYTGKRARNALMGEADAGSGVGLRVERWRAAVRRHLLAALPEARYA 240
NTDB id 1095971 ACMYQ0 RS04555 WP 415755023.1 RLAVRLKRPHGLVNPQAFDYEAWLLAQRIGATGTVKSGELLTPAS............GAGAWRDRVRQRVLAT.PAHGRA 194
NTDB id 1199 PSJM300 12650 AFN78592.1 RLAARLKRPSGMVNPSAFDYEAWLLARRIGATGTIKAGERIAEAA............SSGAWRDRLRQRLLTV.EAHGRA 194
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NTDB id 1426 RS RS05575 WP 011001070.1 PVIVALVVGDQSGIAQADWERFRRTGISHLVSISGLHITMIAGLFGALWMALWRRSFGLARWLRTPLPLRMPAQRAGAVA 320
NTDB id 1095971 ACMYQ0 RS04555 WP 415755023.1 GALAALVLGDDSGLSAADWQVLQNTGTVHLMVISGQHIGLLATLLYGLVAG.......LARLGVW..PRGWPWLPCACVL 265
NTDB id 1199 PSJM300 12650 AFN78592.1 GAIAALVVGDGSGLSTADWRVLQDTGTVHLMVISGQHVGMLAGLLYAVVLL.......LARWGIW..PQRLPWLPWACGL 265
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NTDB id 1426 RS RS05575 WP 011001070.1 AMAAAFAYCLLAGMGVPAQRTLLMLATVAVARLADRSVPVSLSLCWAAALVALVDPWAVMSAGGWLSFGAVAVIFLAARI 400
NTDB id 1095971 ACMYQ0 RS04555 WP 415755023.1 ACAGALVYGLLAGFEVPVQRACAMVALVLLWRWRFRHLGVWLPLLLALLAVLLWEPLASLQPGFWLSFGAVLLLILIFSG 345
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 1095971 ACMYQ0 RS04555 WP 415755023.1 .......RLG.......AWSWWGTLLRAQWAMAIGLLPLLLALGLPVSASGPLANLVAVPVVGLLIVPLALLGTLLLPVA 411
NTDB id 1199 PSJM300 12650 AFN78592.1 .......RLG.......VPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVPLALLGSFLLWVP 411
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WRASVQLGATVVLMLLALPLMVLLFTARPADQLPSAR
NTDB id 1426 RS RS05575 WP 011001070.1 WSQPVLIWAEASFAWLMPWLDALALPGGSVWVAPAAPAWAWGLAVVGVPLLLVPGGYRAWAWRAQGAVLLLPMLLARAPA 559
NTDB id 1095971 ACMYQ0 RS04555 WP 415755023.1 GVGAALLEGAGWLLHLLFTLLTQLAWWLPAWLPSALPFWAWLLVSVGALVLLLPAALP...VRSLGVLMLLPVLFTPQLR 488
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 1095971 ACMYQ0 RS04555 WP 415755023.1 PEYGRAEVWMLDVGQGLAVLVRTQGHELLYDAGPRFGEF.DTGERVVLPSLRALDVRGLDLLLLSHADNDHAGGGVAVSR 567
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 1095971 ACMYQ0 RS04555 WP 415755023.1 GLPTQRVLSGEPDK.......LAPSLEAQSCSR.THWQWEGVRFSTWLWTD......ATNGNQASCVLRVEANGERLWLT 633
NTDB id 1199 PSJM300 12650 AFN78592.1 AMPVGAVLSGEPER.......LPAALDARSCRTGQRWTWNQVNFSVWRWPQ......ATNGNQASCVLMVEAAGERLLLT 634
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NTDB id 1426 RS RS05575 WP 011001070.1 GDIGRAQEAALIAAEAPERLMADILLVPHHGSRTSSSGAFLDAVSAQVAVFQVGYRNRYGHPHPQVWQRYGARGIERLRT 799
NTDB id 1095971 ACMYQ0 RS04555 WP 415755023.1 GDIDSQAEQALLSSG..LSMPAHWLLAPHHGSRSSSSASLLAQVKPSSALISRGAHNTFGHPHAEVVARYRAQGARLYDT 711
NTDB id 1199 PSJM300 12650 AFN78592.1 GDIDAQAERALVDGG..MEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHDT 712
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NTDB id 1426 RS RS05575 WP 011001070.1 DATGAVVIETRGDALAVRTARSMRPRYWSSALEVAALAETTEPTGAQP 847
NTDB id 1095971 ACMYQ0 RS04555 WP 415755023.1 ALHGAVRIHLGAF..EQAQGLRDHARFWREK................. 740
NTDB id 1199 PSJM300 12650 AFN78592.1 AEHGALSLQLGAF..GGARRMRDEPRFWREK................. 741
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