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gi|114326250|ref|NP_001041531.1| ----------------------------------------------------------MS----HVKPKG--EDTVDARQSDAKQSSSVTDPGVVQMDAKSHSDDNV---------------------------DYQYKTNYPNLGQCLI   150
gi|18858385|ref|NP_571952.1| ----------------------------------------------------------MNGD--CVDAKR--VDTTDAS----KDGASASQP--MQVDAKPQSH------------------------------AFRYSLNYPNIGHCII   150
gi|15718698|ref|NP_203124.1| ----------MDCVGWPPGR--KWHLEKNTSCGGSSGICAS-------------YVTQMADDQGCIEEQG-VEDSANEDSVDAKPDRSSFVPSLFSKKKKNVTMRSIKTTRD-------------------RVPTYQYNMNFEKLGKCII   150
gi|114632892|ref|XP_508043.2| ----------MDCVGWPPGR--KWHLEKNTSCGGSSGICAS-------------YVTQMADDQGCIEEQG-VEDSANEDSVDAKPDRSSFVPSLFSKKKKNVTMRSIKTTRD-------------------RVPTYQYNMNFEKLGKCII   150
gi|73998856|ref|XP_544026.2| MLTSWAPPLKLDSFSFPPPEVLTCALGHNVFCQVDAFLFSDSENIPGYQCSGLFFSFQMADDQDCGMEQA-AGDSESPDAVDARPDRSSFVPSLFSRKKKNDSGRSIKTAQD-------------------QVPTYQYNMNFEKVGKCII   150
gi|194679008|ref|XP_604643.3| ----------------------------------------------------------MADDQGHIVEQG-AEDPANNDTVDAKPDRSSFVSSIFSKKKKNDSGKSVNIPRD-------------------RVPTYQYNMNFEKVGKCII   150
gi|6680850|ref|NP_031637.1| ----------------------------------------------------------MTDDQDCAAELE-KVDSSSEDGVDAKPDRSSIISSILLKKKRNASAGPVRTGRD-------------------RVPTYLYRMDFQKMGKCII   150
gi|11560075|ref|NP_071596.1| ----------------------------------------------------------MTDDQDCAAELE-MADSSTEDGVDAKPDRSTIISSLLWKKKKNASMCPVSTTRD-------------------RVPTYLYRMDFEKMGKCII   150
gi|118093046|ref|XP_421764.2| -----------------------MALSTRQNSNGQ--------------------ACIMSGDQHADRSSGEKSNGDQDDTVDAKPDRSSRLS-LFAKKKKNGEEEQPKSSLSNQ--------------YRIVTPTFQYNMNYKKVGKCII   150
gi|24651143|ref|NP_524551.2| ---------------------------------------------------MDATNNGESADQ-VGIRVGNPEQPNDHTDALGSVGSGGAGSSGLVAGSSHPYGSGAIGQLANGYSSPSSSYRKNVAKMVTDRHAAEYNMRHKNRGMALI   150
gi|17352459|ref|NP_476974.1| -----------------------------------------------------MTDECVTRNYGVGIRSPNGSENRGSFIMADNTDAKGCTPESLVVG-----GATAASPLPAN---------KFVARMPVERYASEYNMSHKHRGVALI   150
gi|58389115|ref|XP_316795.2| ----------------------------------------------------------MSMPDVVDIRNEINKEHVRESLDRNGDEQQLVQDVNDALG-------TRKGHDPTN--------HLVRARMPVERYACDYNMNHKRRGLALI   150
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gi|114326250|ref|NP_001041531.1| INNKNFHKRTGMGVRNGTDKDAKKVFETFSQLGFEMKPYNDLTVSQMMALLTKASEEDHSKSAMFACVLLSHGDDGLIYGTDDSIELKRLFAHFRGDRCTSLVGKPKLFFIQACRGTDLDSGIECDGVGD--------EETQRIPVEADF   300
gi|18858385|ref|NP_571952.1| INNKNFDRRTGMNPRNGTDVDAGNVMNVFRKLGYIVKVYNDQTVAQIMQVLTTVAHDDHSRCASLVCVLLSHGDEGVFFGTDTSVDLKSLTSLFRGDRCPSLVGKPKLFFIQACRGTELDPGVETDHTDHPD----IPDGRERIPVEADF   300
gi|15718698|ref|NP_203124.1| INNKNFDKVTGMGVRNGTDKDAEALFKCFRSLGFDVIVYNDCSCAKMQDLLKKASEEDHTNAACFACILLSHGEENVIYGKDGVTPIKDLTAHFRGDRCKTLLEKPKLFFIQACRGTELDDGIQADSGPIND---TDANPRYKIPVEADF   300
gi|114632892|ref|XP_508043.2| INNKNFDKVTGMGVRNGTDKDAEALFKCFRSLGFDVIVYNDCSCAKMQDLLKKASEEDHTNAACFACILLSHGEENVIYGKDGVTPIKDLTAHFRGDRCKTLLEKPKLFFIQACRGTELDDGIQADSGPIND---TDANPRYKIPVEADF   300
gi|73998856|ref|XP_544026.2| INNKNFDKTTGMGVRNGTDKDAEALFKCFRNLGFDVVIYNDCSCAKMQDLLKKASEEDHRNSACFACILLSHGEENLIYGTDGMTAIKDLTAHFRGDRCRTLLEKPKLFFIQACRGTELDDGVQADSGPIND---TDANPRYKIPVEADF   300
gi|194679008|ref|XP_604643.3| INNKNFDRITGMGVRNGTDKDAEALFKCFRSLGFDVSVYNDCSCAKMQDLLKKASEEDHRNSACFACILLSHGEENLIYGTDGKTAIKDLTAHFRGDRCKTLLEKPKLFFIQACRGTELDDGIQADSGPIND---TDANPRYKIPVEADF   300
gi|6680850|ref|NP_031637.1| INNKNFDKATGMDVRNGTDKDAGALFKCFQNLGFEVTVHNDCSCAKMQDLLRKASEEDHSNSACFACVLLSHGEEDLIYGKDGVTPIKDLTAHFRGDRCKTLLEKPKLFFIQACRGTELDDGIQADSGPIND---IDANPRNKIPVEADF   300
gi|11560075|ref|NP_071596.1| INNKNFDKATGMDVRNGTDKDAEALFKCFRSLGFEVTVYNDCSCAKMQDLLRRASEEDHSNSACFACVLLSHGEENLIYGKDGVTPIKDLTAHFRGDRCKTLLEKPKLFFIQACRGTELDDGIQADSGPIND---TDANPRYKIPVEADF   300
gi|118093046|ref|XP_421764.2| INNKNFEDKTGMGTRNGTDKDAGDLSKSFRSLGFDVYTYNDRSCEDMQTLLKQAAEENHSDAACFACILLSHGEEGLIYGTDGPMAIKHLTTLFRGDKCKTLIGKPKLFFIQACRGSEFDEGIQTDSGPANDTLETDANPRYKIPVEADF   300
gi|24651143|ref|NP_524551.2| FNHEHFEVPT-LKSRAGTNVDCENLTRVLKQLDFEVTVYKDCRYKDILRTIEYAASQNHSDSDCILVAILSHGEMGYIYAKDTQYKLDNIWSFFTANHCPSLAGKPKLFFIQACQGDRLDGGVTMQ-RSQTETDGDSSMS-YKIPVHADF   300
gi|17352459|ref|NP_476974.1| FNHEFFDIPS-LKSRTGTNVDAQELKKAFENLGFAVSVHKDCKLRDILKHVGKAAELDHTDNDCLAVAILSHGEHGYLYAKDTQYKLDNIWHYFTATFCPSLAGKPKLFFIQACQGDRLDGGITLE-KGVTETDGESSTS-YKIPIHADF   300
gi|58389115|ref|XP_316795.2| FNHENFDVPQ-LRSRAGTNVDCENLTASLKGLDFEVHVFKDLKLRDLQKEVERVSQMDHSDADCLLVTILSHGELGYLYAKDCQYKLDTIWTYFTANHCPSLAGKPKLFFIQACQGDQLDGGVVLEAKDRTETDSSSSMLTFKIPMYADF   300
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gi|114326250|ref|NP_001041531.1| LYAYSTAPGYYAWRNVANGSWFISSLCDMLLKYGKQLEIMQVMTRVNHKVALEFESSC-NLPGFDGKKQIPCIVSMLTKELYFPK---------   394
gi|18858385|ref|NP_571952.1| LYAYSTVPGYYSWRNTMTGSWFIQSLCEMMTKYGSELELLQIMTRVNHKVALDFESTS-NMPGFDAKKQIPCIVSMLTKEMYFTP---------   394
gi|15718698|ref|NP_203124.1| LFAYSTVPGYYSWRSPGRGSWFVQALCSILEEHGKDLEIMQILTRVNDRVARHFESQS-DDPHFHEKKQIPCVVSMLTKELYFSQ---------   394
gi|114632892|ref|XP_508043.2| LFAYSTVPGYYSWRSPGRGSWFVQALCSILEEHGKDLEIMQILTRVNDRVARHFESQS-DDPRFHEKKQIPCVVSMLTKELYFSQ---------   394
gi|73998856|ref|XP_544026.2| LFAYSTVPGYYSWRSPGSGSWFVQALCSTLNEHGKSLEILHILTRVNNRVARHFESQS-DDPHFHEKKQIPCVVSMLTKELYF-----------   394
gi|194679008|ref|XP_604643.3| LFAYSTVPGYYSWRNPGSGSWFVQALCSILNEHGKSLEILQILTRVNDRVARHFESQS-DDPRFHEKKQIPCVVSMLTKELYF-----------   394
gi|6680850|ref|NP_031637.1| LFAYSTVPGYYSWRNPGKGSWFVQALCSILNEHGKDLEIMQILTRVNDRVARHFESQS-DDPRFNEKKQIPCMVSMLTKELYFSR---------   394
gi|11560075|ref|NP_071596.1| LFAYSTVPGYYSWRNPGKGSWFVQALCSILNEHGKDLEIMQILTRVNDRVARHFESQS-DDPRFNEKKQIPCMVSMLTKELYFGR---------   394
gi|118093046|ref|XP_421764.2| LFAYSTVPGYYSWRNPGRGSWFVQSLCSVLNEHGKQLEIMQILTRVNYVVATNFESQS-DDPRFSEKKQIPCVVSMLTKELYF-----------   394
gi|24651143|ref|NP_524551.2| LIAYSTVPGFYSWRNTTRGSWFMQSLCAELAANGKRLDILTLLTFVCQRVAVDFESCTPDTPEMHQQKQIPCITTMLTRILRFSDKQLAPAGRV   394
gi|17352459|ref|NP_476974.1| LFSYSTIPGYFSWRNINNGSWYMQSLIRELNANGKKYDLLTLLTFVNQRVALDFESNVPATPMMDRQKQIPCLTSMLTRILRFGDKPNGNKAG-   394
gi|58389115|ref|XP_316795.2| MIAYSTIPGFYSWRNTQKGSWFIQSLCHELNQNGRKYDLMVLLTFVTQRVAYDFESNTPDIPMMHQQKQIPCTTSMLTRLVYFNQKK-------   394
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390....


