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gi|6755506|ref|NP_035497.1| ------------------------MEKRDSVALHWRLLLLLLLLMPPPTHQGRALRHIDPIQSAQDPPAKYLSNGPGQEPVMVMTIDLTKISKPHSSFEFRTWDPEGVIFYGDTNTEDDWFLLGLRAGQLEIQLHNAWARLTVGFGPRLD   150
gi|6981532|ref|NP_036782.1| ------------------------MEKGEVASLRCRLLLLLLLLTLPPTHQGRTLRHIDPIQSAQDSPAKYLSNGPGQEPVTVLTIDLTKISKPSSSFEFRTWDPEGVIFYGDTNTEDDWFMLGLRDGQLEIQLHNLWARLTVGFGPRLN   150
gi|7382460|ref|NP_001031.2| ------------------------MESRGPLATSRLLLLLLLLLLR-HTRQGWALRPVLPTQSAHDPPAVHLSNGPGQEPIAVMTFDLTKITKTSSSFEVRTWDPEGVIFYGDTNPKDDWFMLGLRDGRPEIQLHNHWAQLTVGAGPRLD   150
gi|114666215|ref|XP_511958.2| ------------------------MESRGPLATSRLLLLLLLLLLR-HTHQGWALRPVLPTQSAHDPPAVHLSNGPGQEPIAVMTFDLTKITKTSSSFEVRTWDPEGVIFYGDTNPKDDWFMLGLRDGRPEIQLHNHWAQLTVGAGPRLD   150
gi|57086381|ref|XP_536625.1| ------------------------MDCRGPLATLPGWLLILLLLLPPPGHQGLALRQGLSTQRIQDLPSVHLSNGSGGEPVTVMTFNFTKIKKSSSSFELRTWDPEGVIFYGDTNSKDDWFVLGLRDGRPEIQLHNHLAQLTVGAGPRLD   150
gi|194675958|ref|XP_584958.4| MWKAAFPHAFAPESLEAKRGPQLIMVSRGPLAIWHG--LLLLLLLPLPSHGGPALRPPLPSQTTEDSPALHLSSGPGQEPVTIMTFNLTKITKISSSFEFRTWDPEGVIFYGDTNPKNDWFMLGLRDGRPEIQLHNHWAQLTVSAGPRLD   150
gi|55742376|ref|NP_001007152.1| ------------------------MKYLKEVIILLLCPCLILLCRRAAGDQISGRGTINLAHRQQK-----------WTPAMQTCANLSDIRSIRSFFEFRTLDPEGAVFYGDTKEGQDWFVLSLRDGIPEMQIGKADILVSVKGGRKLN   150
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gi|6755506|ref|NP_035497.1| DGRWHPVELKMNGDSLLLWVDGKEMLCLRQISA-SLADHSQRSMRIALGGLLLPTSKLRFPLVPALDGCIRRDIWLGHQAQLSASPRTS-LGNCDVDLQPGLFFPPGTHAEFSLQDIPQPHADPWTFSLELGFKLVDGSGQLLALGTGTN   300
gi|6981532|ref|NP_036782.1| DGRWHPVELKMNGDSLLLWVDGKEMLCLRQVSA-SLADHPQLSMRIALGGLLLPTSKLRFPLVPALDGCIRRDIWLGHQAQLSTSARTS-LGNCDVDLQPGLFFPPGTHAEFSLQDIPQPHTDPWTFSLELGFKLVDGAGRLLTLGTGTN   300
gi|7382460|ref|NP_001031.2| DGRWHQVEVKMEGDSVLLEVDGEEVLRLRQVSG-PLTSKRHPIMRIALGGLLFPASNLRLPLVPALDGCLRRDSWLDKQAEISASAPTS-LRSCDVESNPGIFLPPGTQAEFNLRDIPQPHAEPWAFSLDLGLKQAAGSGHLLALGTPEN   300
gi|114666215|ref|XP_511958.2| DGRWHQVEVKMEGDSVLLKVDGEEVLCLRQVSG-PLTSKRHPIMRIALGGLLFPASNLRLPLVPALDGCLRRDSWLDKQAEISASAPTS-LRSCDVESNPGIFLPPGTQAEFNLRDIPQPHAEPWAFSLDLGLKQAAGSGHLLALGTPEN   300
gi|57086381|ref|XP_536625.1| DGTWHQVEVKILEDSLLLTVDGEEVLRLRQVSGPPATNKPQPIIRIALGGLLFPISNLRLPLVPALDGCVRQGNWLDPQAQTSESTPASSLRSCAVQSQPGTFFPPGTRAEFSLQDIPQPHAEPWAFSLDLGLQLAAGSGHLLALGTPEN   300
gi|194675958|ref|XP_584958.4| DGKWHQMEVKIHGDSLLLRVDGVEVLCLRQVFGQQANN-SQLIMRIALGGLLFPASDLRLPLVPALDACLRQDDWLDQQAQTSASVPTS-VRSCAVESQPGIFFPPGTGAEFGLQEIPRPHAEPWAFSLDLALQLAAGSGRLLALGTPEN   300
gi|55742376|ref|NP_001007152.1| DGAWHLLELRSEGKFVVLEVNN-EVELVVGLHSKLAEEQLTGKIRLALGGMLVDKQKLFHPFEPEMDACIRGGHWLNLSTPWDTDSTWE-PRPCSSEIKKGSYFPGTGVAVFNTSDLPALKTEEAGITVEIFGSWIGTTLSLQSTG----   300
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gi|6755506|ref|NP_035497.1| SSWLNIHLQNQSVVLSSEAEPKVVLPLDVGLPLQLTLDRVKVVLSQGPKMEVLSMSLLRPASLWRLWSHPQGHLSLGALPGESSSASFCLSDFWVQGQRLDIDQALSRSQDIWTHSCPQRPSNDTRTSH   429
gi|6981532|ref|NP_036782.1| SSWLTLHLQDQTVVLSSEAEPKLALPLAVGLPLQLKLDVFKVALSQGPKMEVLSTSLLRLASLWRLWSHPQGHLSLGALPGEDSSASFCLSDLWVQGQRLDIDKALSRSQDIWTHSCPQSPSNDTHTSH   429
gi|7382460|ref|NP_001031.2| PSWLSLHLQDQKVVLSSGSGPGLDLPLVLGLPLQLKLSMSRVVLSQGSKMKALALPPLGLAPLLNLWAKPQGRLFLGALPGEDSSTSFCLNGLWAQGQRLDVDQALNRSHEIWTHSCPQSPGNGTDASH   429
gi|114666215|ref|XP_511958.2| PSWLSLHLQDQKVVLSSGSGPGLDLPLVLGLPLQLKLSMSRVVLSQGSKMKALALPPLGLAPLLNLWAKPQGRLFLGALPGEDSSTSFCLNGLWAQGQRLDVDQALNRSHEIWTHSCPQSPGNGTDASH   429
gi|57086381|ref|XP_536625.1| PSWLSLYLQDQKMVLSSGSGLELDLPLVLGLPLQLKLAVSRVILTQGYKKEILALPALHLGFLLNLWAQPQGFLFLGALPGEASSASFCLDGLWAQGQKLDMDRALRRSQDIWTHSCPQIPSNGTDTTH   429
gi|194675958|ref|XP_584958.4| PSWLSIHLQDQKVVLSSGSGPGLDLPLILGLRLQLNLTVSGVVLSQGAKKEILALPPTGPGSLLDLWVQPHGRLFLGALPGEATSASFCLDGLWAQGRSLDMDRAQSRSLNIWTHSCPQNPGNGSDTTH   429
gi|55742376|ref|NP_001007152.1| --FLYVLEGDKDDKLGLKDGSTEFPSEPATLTFTILKNSLVVNSKPKVKSETLDFLSMWKNGMLLTFGGVPG---DSEVAKSNPYLRGCLEKIVVQGQVIDLDRAAYKHTAVSSHSCPTEAMNELTL--   429
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