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QLLGRLLEQNGFSLQQAFLAEFLMP IVFPKTQKRQWLHNQVNQQTAGLEAKGDKRSLAPVSLAAHAVDSFPTDHLYVAGQI ELTELQGNL
NTDB id 185462 FBA2 RS06615 WP 064777317.1 .MKTKTTVQFNTEFMLLLGRLLQNGFSLQQALEFMPIVFPTQKQWLHQVQTGLEAGKRLAPSLAAVSFPTHLVAQIELTELQGNL 84
NTDB id 618 LCA RS06475 WP 011375000.1 MYKLRQQAQFYADFLQLLGRLLENGFSLQQAFAFLPIVFPKQRQWLNQVNQALEKGDSLAVSLAHADFPTDYVGQIELTELQGNL 85
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NTDB id 185462 FBA2 RS06615 WP 064777317.1 GECLLHLGQLQRIQQKRRRELVGVIAYPCFLLLFLGALIGMMQIYLFPEIAQFNPTTSATSPLQLFFRV.....MGTFVIMAGGL 164
NTDB id 618 LCA RS06475 WP 011375000.1 GQCLWHLGRIQSIRQKRRREIRGVLAYPLFLLAFLGGLIGLLRHYLLPEIAQITPESNQTGSPLSRIILWGFLLVLVLLIMGSGL 170
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NTDB id 185462 FBA2 RS06615 WP 064777317.1 ISVYLFRWYRRPLLQRLAAAFRWPFIGKTLQAYYQYCLLFDLATCLNNGLNLAEMHQLTHRLAKTSWLVQLMQQLETAVQKGGTL 249
NTDB id 618 LCA RS06475 WP 011375000.1 F....MVYRRLPVLVRLQKAFKWPIIGRDIQQYYHYCLLFDLSTCLQNGLKLTEICALQKQLQQNTWLVTLVAQLEVVLASGQSL 251
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NTDB id 185462 FBA2 RS06615 WP 064777317.1 LANLADGVFYPPELQLVLAKGSPLQQMAKEVDLLAVIKYDELQRQLKQKVNWLQPLLFILIGIIIICTYLSILLPLYHTMEGIS 333
NTDB id 618 LCA RS06475 WP 011375000.1 DAYLSRSAFFPQSLRLVLAKHNLTQQTTDEITMLANLQYTELQKQLQRKVSWLQPILFILIGLIIICTYLSILLPLYQTMEGIS 335
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