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gi|6679299|ref|NP_032857.1| ----MA--AKVFESIGKFGLALA---VAGGVVNSALYNVDAGHRAVIFDRFRGVQDIVVGEGTHFLIPWVQKPIIFDCRSRPRNVPVITGSKDLQNVNITLRILFRPVASQLPRIYTSIGEDYDERVLPSITTEILKSVVARFDAGELIT   141
gi|62664759|ref|XP_579541.1| ----MA--AKVFESIGKFGLALA---VAGGVVNSALYNVDAAT-----DRFRGVQDIVVGEGTHFLIPWVQKPIIFDCRSRPRKVPVITGSKDLQNVNITLRILFRPVASQLPRIYTSIGEDYDERVLPSITTEILKSVVARFDAGELIT   136
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gi|4505773|ref|NP_002625.1| QRELVSRQVSDDLTERAATFGLILDDVSLTHLTFGKEFTEAVEAKQVAQQEAERARFVVEKAEQQKKAAIISAEGDSKAAELIANSLATAGDGLIELRKLEAAEDIAYQLSRS-RNITYLPAG-------------QSVLLQLPQ-----   272
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