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NTDB id 54993 OCU74 RS12220 WP 087479993.1 .....................MTTQKINLLDFDRPALRQFFTEELNEKAFRADQIMKWIYHFGCDDFEKMTNINKKLIEKLKNRC 64
NTDB id 1457 ASU2 RS00455 WP 014990913.1 MSEQTQTCASEIQAMNAAVQHPKSEKINLMNLTRQEMRELFA.EMGEKPFRADQLMKWIYHFGEDNFDNMSNINKVLREKLKQIA 84
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NTDB id 54993 OCU74 RS12220 WP 087479993.1 LEKETGRRPITNVVMMGMGEPLLNMKNLLPALEIMLDDFGFGLSKRRVTVSTSGVVSGLEQMTGRIDVALAISLHAPNDALRSEI 234
NTDB id 1457 ASU2 RS00455 WP 014990913.1 NFGVTGVRPITNVVMMGMGEPLLNLNNVIPAMEIMLDDFAYGLSKRRVTLSTAGVVPALDIMREKIDVALAISLHAPNDELRDEI 254
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NTDB id 54993 OCU74 RS12220 WP 087479993.1 MPINDRWDIQDFLASVRNYIASSNANRGKVTVEYILLDHVNDGTEHAHELAELMKDTPCKINLIPFNPYPGSPYRKPSNSRIDRF 319
NTDB id 1457 ASU2 RS00455 WP 014990913.1 MPINKKYNIKMLMDSVHKYLEVSNANHGKVTIEYVLLDHVNDGTEHAHQLAEVLKNTPCKINLIPWNPFPEAPYGKSSNSRVDRF 339
NTDB id 1392 A4U84 RS02730 WP 010786053.1 IPLNKKYNIKMLIDSVNKYLEVSNANHGKVTIEYVMLSHVNDDVEHAHQLADVLKNTPSKINLIPWNPFPEAPYAKSSNTRIDRF 332
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NTDB id 54993 OCU74 RS12220 WP 087479993.1 MKTLMGYDYTVTVRKTRGDDIDAACGQLVGDVIDRTKRTKILAEQEQNAIPVKAVN 375
NTDB id 1457 ASU2 RS00455 WP 014990913.1 QKTLMEYGFTVIVRKTRGDDIDAACGQLAGDVIDRTKRTMEKRKFGK.GIAVQNH. 393
NTDB id 1392 A4U84 RS02730 WP 010786053.1 QKTLMEYGFTVTVRKTRGDDIDAACGQLAGDVIDRTKRTFEKRKFGE.GIAVQNQ. 386
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