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NTDB id 1426 RS RS05575 WP 011001070.1 MRALLIGFVAGCMALQTRPALAPVWQPALLGLACLLAMALLRRGARLPRLVPVMAVLAAACAGFGWSDWRAQQRLSVVLA 80
NTDB id 278938 C4K39 RS09070 WP 124346167.1 MRTGMLGLAAGLLALGFLPALPPAWWLWPMGILALMMLPFRTH........PV....AFFLFGLAWACTCAQWALDDRLA 68
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPSFGWLLALAPVGLLLLPFRWR........PL....AFFLFGLVWACLNAQWALDDRLP 68
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NTDB id 1426 RS RS05575 WP 011001070.1 PAWEGKDIRATGVVAELPEVTEDATRFLFRIESSDAGDAVPPRVRLSWYGLRSWHERQREAEAATDRRAGIPDLQPGQRW 160
NTDB id 278938 C4K39 RS09070 WP 124346167.1 SRLDGQTRWLEGRVVGLPESGTGVVRFEVQDA.QARRDRLPRRMRLSWRD....................GPQVRSGERW 127
NTDB id 1199 PSJM300 12650 AFN78592.1 VDLDGRTFWLEGQVTGLPDRRGDVVRFELEDI.HSRHAGLPSRIRLAWYG....................GPEIRSGERW 127
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NTDB id 1426 RS RS05575 WP 011001070.1 QLTLRLKRPHSLMNPGGFDGEYAMLADDVRAAGYVYTGKRARNALMGEADAGSGVGLRVERWRAAVRRHLLAALPEARYA 240
NTDB id 278938 C4K39 RS09070 WP 124346167.1 RLAVTLRRPAGLLNLQGFDYEAWLLARRIGATGTIKDGQLLA..............AARGAWRDGLRQRLLAVEAHG.RA 192
NTDB id 1199 PSJM300 12650 AFN78592.1 RLAARLKRPSGMVNPSAFDYEAWLLARRIGATGTIKAGERIAEA............ASSGAWRDRLRQRLLTVEAHG.RA 194
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NTDB id 1426 RS RS05575 WP 011001070.1 PVIVALVVGDQSGIAQADWERFRRTGISHLVSISGLHITMIAGLFGALWMALWRRSFGLARWLRTPLPLRMPAQRAGAVA 320
NTDB id 278938 C4K39 RS09070 WP 124346167.1 GGLAALVMGDGSGLAREDWQLLQDTGTVHLMVISGQHISLLAGVVYLAVAG.......LARHGAW..PERWPWLPWACAL 263
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 278938 C4K39 RS09070 WP 124346167.1 AFLAALGYGLLAGFDVPVQRSCVMVALVLLWRLRFRHLGTWWPLLLALDAVLLFEPLASLQPGFWLSFAAVAILVFTFAG 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 278938 C4K39 RS09070 WP 124346167.1 .......RL.......GTWRWWQSWSRAQWLVAIGLLPSLLALGLPISLSGPVANLLAVPWISFLVLPPALLGCLLLPVP 409
NTDB id 1199 PSJM300 12650 AFN78592.1 .......RL.......GVPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVPLALLGSFLLWVP 411
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NTDB id 1426 RS RS05575 WP 011001070.1 WSQPVLIWAEASFA.WLMPWLDALALPGGSVWVAPAAPAWAWGLAVVGVPLLLVPGGYRAWAWRAQGAVLLLPMLLARAP 558
NTDB id 278938 C4K39 RS09070 WP 124346167.1 YLGEGMLWLAGGLLDGLFRWLEV.VARWSPAWMAPLLPWWLWVLSCLGAGLLLLPAGTP...LRIFGWPLLLLVAWPPPQ 485
NTDB id 1199 PSJM300 12650 AFN78592.1 WLGEALLWLAGGLLAVLFELLAL.IAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVP...LRVLGTLLLAPLLFAPDS 487
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NTDB id 1426 RS RS05575 WP 011001070.1 APPPGEFRMVAFDIGQGAATLVETAGHRLLFDTGPRQGDLADAADRVIVPYLRGHGVQAIDTLVVSHEDSDHAGGTETVM 638
NTDB id 278938 C4K39 RS09070 WP 124346167.1 RVPYGQAEVWQLDVGQGLSFILRTRERAMLYDAGARSGDF.DLGERVVVPTLHRLAIRQLDLMLLSHADNDHAGGALAVQ 564
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 278938 C4K39 RS09070 WP 124346167.1 RALPVHLVRSGEPRE.......LPAALQATPCESGVSWQWDGVRFSQWQWAQ......ARDGNQASCVLLVEANGERLLL 631
NTDB id 1199 PSJM300 12650 AFN78592.1 RAMPVGAVLSGEPER.......LPAALDARSCRTGQRWTWNQVNFSVWRWPQ......ATNGNQASCVLMVEAAGERLLL 633
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NTDB id 1426 RS RS05575 WP 011001070.1 AGDIGRAQEAALIAAEAPERLMADILLVPHHGSRTSSSGAFLDAVSAQVAVFQVGYRNRYGHPHPQVWQRYGARGIERLR 798
NTDB id 278938 C4K39 RS09070 WP 124346167.1 TGDIDVQAERAFLD..SPLGVPVHWLQAPHHGSRTSSSRALLQRLAPGAVLISRGRGNAYGHPHPQVVARYRRQGVIIYD 709
NTDB id 1199 PSJM300 12650 AFN78592.1 TGDIDAQAERALVD..GGMEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHD 711
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NTDB id 1426 RS RS05575 WP 011001070.1 TDATGAVVIETRGDALAVRTARSMRPRYWSSALEVAALAETTEPTGAQP 847
NTDB id 278938 C4K39 RS09070 WP 124346167.1 SAEQGALKLQLGAF..SKPYSVREQRRFWRAPPAMP............. 743
NTDB id 1199 PSJM300 12650 AFN78592.1 TAEHGALSLQLGAF..GGARRMRDEPRFWREK................. 741
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