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gi|70887541|ref|NP_034958.2| MADHMMAMNHGRFPDGTNGLHHHPAHRMGMGQFPSPHHHQQQQPQ-HAFNALMGEHIHYGAGNMNATSGIRHAMGPGT-VNGGHPPSALAPAARFNNSQFMGPPVASQGGSLPASMQLQKLNNQYFNHHPYP--HNHYMPDLHPTAGHQM   150
gi|16758512|ref|NP_446150.1| MADHMMAMNHGRFPDGTNGLHHHPAHRMGMGQFPSPHHHQQQQPQ-HAFNALMGEHIHYGAGNMNATSGIRHAMGPGT-VNGGHPPSALAPAARFNNSQFMGPPVASQGGSLPASMQLQKLNNQYFNHHPYP--HNHYMPDLHPAAGHQM   150
gi|19923343|ref|NP_006070.2| MADHMMAMNHGRFPDGTNGLHHHPAHRMGMGQFPSPHHHQQQQPQ-HAFNALMGEHIHYGAGNMNATSGIRHAMGPGT-VNGGHPPSALAPAARFNNSQFMGPPVASQGGSLPASMQLQKLNNQYFNHHPYP--HNHYMPDLHPAAGHQM   150
gi|114609541|ref|XP_518770.2| MADHMMAMNHGRFPDGTNGLHHHPAHRMGMGQFPSPHHHQQQQPQ-HAFNALMGEHIHYGAGNMNATSGIRHAMGPGT-VNGGHPPSALAPAARFNNSQFMGPPVASQGGSLPASMQLQKLNNQYFNHHPYP--HNHYMPDLHPAAGHQM   150
gi|115495013|ref|NP_001069287.1| MADHMMAMNHGRFPDGTNGLHHHPAHRMGMGQFPSPHHHQQQQPQ-HAFNALMGEHIHYGASNMNASSGIRHAMGPGT-VNGGHPPSALAPAARFNNSQFMGPPVASQGGSLPASMQLQKLNNQYFNHHPYP--HNHYMPDLHPAAGHQM   150
gi|73945615|ref|XP_541127.2| MADHMMAMNHGRFPDGTNGLHHHPAHRMGMGQFPSPHHHQQQQPQ-HAFNALMGEHIHYGAGSMNATSGIRHAMGPGT-VNGGHPPSALAPAARFNNSQFMGPPVASQGGSLPASMQLQKLNNQYFNHHPYP--HNHYMPDLHPAAGHQM   150
gi|45598375|ref|NP_996726.1| MAEHMMAMNHGRFPDGAGGLHHHPAHRLGMGQFAAPHHHQHQQQQPHAFSALMGDHIHYGAGNMNASGGVRHAMGPGG-VGGGHPAGSMPPPARFSGSQFMAAPVGSPGGQLSASMQLQKLNNQYFSHHPYP--HGHYVPDLHPG-GHPL   150
gi|54400592|ref|NP_001006045.1| MVDRMMAMNHGRFPDAVNG-HQHSARRMGMGQFSNALPQQQ------HYNVIMGDHMHYAGGNINANNGIRHSMATGNNINGGIPNGNLP--ARFN-SQFVG-----QGQQLAASMQLQKLNTPYYGHHTHPSHHHHYMHELHPA-SHQL   150
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gi|70887541|ref|NP_034958.2| NGTNQHFRDCNPKHSGGSSTPGGAGGSGTPGGSGGTSGGAGGSSAGGSGGG----STMPASVAHVPAAMLPPNVIDTDFIDEEVLMSLVIEMGLDRIKELPELWLGQNEFDFMTDFVCKQQPSRVSC   277
gi|16758512|ref|NP_446150.1| NGTNQHFRDCNPKHSGGSSTPGGAGGSGTPGGSGGTSGGAGGSSAGGSGGG----STMPASVAHVPAAMLPPNVIDTDFIDEEVLMSLVIEMGLDRIKELPELWLGQNEFDFMTDFVCKQQPSRVSC   277
gi|19923343|ref|NP_006070.2| NGTNQHFRDCNPKHSGGSSTPGGSGGSSTPGGSGSSSGGGAGSSNSGGGSG---SGNMPASVAHVPAAMLPPNVIDTDFIDEEVLMSLVIEMGLDRIKELPELWLGQNEFDFMTDFVCKQQPSRVSC   277
gi|114609541|ref|XP_518770.2| NGTNQHFRDCNPKHSGGSSTPGGSGGSSTPGGSGGSSGGGAGSSNSGGGSGGSGSSNMPASVAHVPAAMLPPNVIDTDFIDEEVLMSLVIEMGLDRIKELPELWLGQNEFDFMTDFVCKQQPSRVSC   277
gi|115495013|ref|NP_001069287.1| NGTNQHFRDCNPKHSGGSSTPGGSGGSSTPGGSAGTSGGGAGSSNSGGGSGGGSSSNMPASVAHVPAAVLPPNVIDTDFIDEEVLMSLVIEMGLDRIKELPELWLGQNEFDFMTDFVCKQQPSRVSC   277
gi|73945615|ref|XP_541127.2| NGTNQHFRDCNPKHSGGSSTPGGSGGGSTPGGSGGTSGGGAGSGNGGGGSGGGSGGNMPASVAHVPAAMLPPNVIDTDFIDEEVLMSLVIEMGLDRIKELPELWLGQNEFDFMTDFVCKQQPSRVSC   277
gi|45598375|ref|NP_996726.1| SGGGQHFRDCNPKHGGG-----GSG--------------------------------LPPAVPHVPAAMLPPNVIDTDFIDEEVLMSLVIEMGLDRIKELPELWLGQNEFDFMTDFVCKQQPSRVSC   277
gi|54400592|ref|NP_001006045.1| NGTGQQFRDSIAKQNTSG---------------------------------------VPLPGHHMPAAMLPPNVIDTDFIDEEVLMSLVIEMGLDRIKELPELWLGQNEFDFMTDFVCKQQPSRVSC   277
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......


