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gi|6755779|ref|NP_035711.1| VKDTSFDLFSISNINRKTIGAKQFRGPDPGVPAYRFVRFDYIPPVNTDDLNRIVKLARRKEGFFLTAQLKQDRKSRGTLLVLEGPGTSQRQFEIVSNGPGDTLDLNYWVE-GNQHTNFLEDVGLADSQWKNVTVQVASDTYSLYVGCDLI   450
gi|34854062|ref|XP_214778.2| GEDTAFDLFSISNINRKTIGAKQFRGPDPGVPAYRFVRFDYVPPVNTDDLNRIVKLARRKEGFFLTAQLKQDRKSRGTLLVLEGPGTSQRQFEIVSNGPGDTLDLNYWVE-GHQHTNFLEDVGLADSQWKNVTVQVASDTYSLYVGCDLI   450
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gi|189536337|ref|XP_694690.3| HCNAPVPQRGGKDCEGEGRETQSCHTDPCPIDGGWGPWSPWAACSATCGGGLKSRVRECNSPEPQHGGRKCLGDSIENEVCNRLECPIDGCLSNPCFSGVECNTASDGSWECGPCPNGYRGNGTSCEDVNECNMVSDLCHKVGGLQQCVN   900
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