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                                  **    * *                  **.*             * :     .. ..*  :* : . *.* ..     ::.  *               ... : *. . .  **             .:*.           **.*.  
gi|195972866|ref|NP_000412.3| MSVRYSS-SKHYSSSRSGGG-------GGGGGCGGGGGVSSLRISSSKGSLGGGFSSGGFSGGSFSRGSSGGGCFGG-SSGGYGGLGG----------FGGGSFRGSYGSSSFGGSYGGSFG----GGSFGGGSFG-------GGSFG--   118
gi|114667511|ref|XP_001169499.1| MSVRYSS-SKHYSSSRSGGG-------GGGGGG------SSLRISSSKGSLGGGFSSGGFSGGSFSRGSSGGGCFGG-SSGGYGGLGG----------FGGGSFRGSYGSSSFGGSYGGSFG----GGSFGGGSFG-------GGSFG--   112
gi|61740600|ref|NP_001013443.1| MSVRYSS-SKQYSSSRSGGG-------GGGGGG------SSFRISSSKGSIGGGFSSGGFSGGSFSRGSSGGGCFGG-SSGGYGGLGGG---------FGGGNFGGGYGSSSFGGGYG--------GVSFGGGSFG-------GGSFG--   109
gi|194685481|ref|XP_001788780.1| MSVRYSS-SKQYSSSRSGGG-------GGGGSS--------LRISSSKGSLGGGYSSGGFSGGSFSRGSSAGGCFGG-SSSIYG--GG----------LGSG-FGGGYG-SSFGGSYG---------GSFGGG-YG-------GGGFG--   100
gi|27805977|ref|NP_776802.1| MSVRYSS-SKQYSSSRSGGG-------GGGGSS--------LRISSSKGSLGGGYSSGGFSGGSFSRGSSAGGCFGG-SSSIYG--GG----------LGSG-FGGGYG-SSFGGSYG---------GSFGGG-YG-------GGGFG--   100
gi|112983636|ref|NP_034790.2| MSVLYSSSSKQFSSSRSGGG-------GGGG---------SVRVSSTRGSLGGGYSSGGFSGGSFSRGSSGGGCFGG-SSGGYGGFGGGGSFGG---GYGGSSFGGGYGGSSFGG------------GSFGG-----------GGSFG--   105
gi|57012436|ref|NP_001008804.1| MSVRFSSNSRQYSSARSGGG-------GGGGGGG-----SSIRVSSTKSSLGGGYSSGGFSGGSFSRGSSSGGCFGG-SSGGYGGFGGG-SFGG---GYGGGSFGGGYGGGSFGGGYG--------GGSFGGG-YG-------GGSFG--   115
gi|118102987|ref|XP_001235182.1| MSCGTKSSSSTTRISSSGGGCGSGSGGGGGGGSSCGIRKSGGYSSVSTRKYTSSGGSGGFSGRTFGGGGSKSSYGGGFSSGSCGRIGRSSYG-----RMSGGSYGGGMGGSMGGGYGSCGGGFGGMGGGYGGGGFGGGSGGYSGGGFSGF   145
gi|118102989|ref|XP_418163.2| MSC-SRSSSSCLR--------------GGSGGS--------QHGSASAHRYTASRAGGRPAGGSCSGGSSRSSCG---ATG-FGRMRRSSYGGGMSSGMGGSSYAGGWSAGTYGGTMRCGG----MGGGFGAGGSGFGAG--YGGGFG--   115
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                                    ...*..*.:**   *     :.  ::* *:*:************::*** **..* .**  *:***:* * :     :***:** **::*:.**.   .:  .:*:::**:*::.:*** ***.*  *:*.* :*** ** :**.***
gi|195972866|ref|NP_000412.3| --GGGFGGGGFGGG-FGGGFGGDGG-LLSGNEKVTMQNLNDRLASYLDKVRALEESNYELEGKIKEWYEKHGNSHQGEPRDYSKYYKTIDDLKNQILNLTTDNANILLQIDNARLAADDFRLKYENEVALRQSVEADINGLRRVLDELTL   264
gi|114667511|ref|XP_001169499.1| --GGGFGGGGFGGG-FGGGFGGDGG-LLSGNEKVTMQNLNDRLASYLDKVRALEESNYELEGKIKEWYEKHGNSHQGEPRDYSKYYKTIDDLKNQILNLTTDNANILLQIDNARLAADDFRLKYENEVALRQSVEADINGLRRVLDELTL   258
gi|61740600|ref|NP_001013443.1| --GGGFSGGSFGG--YGGGYGGDGG-LLSGNEKVTMQNLNDRLASYLDKVRALEESNYELEGKIKEWYEKHGNSSQRAPRDYSKYYQTIEDLKNQILNLTTDNANILLQIDNARLAADDFRLKYENEVALRQSVEADINGLRRVLDELTL   254
gi|194685481|ref|XP_001788780.1| --GGSFGGGSFGGG-LGGGFG-DGG-LISGNEKITMQNLNDRLASYLDKVRALEESNYELEVKIKEWYEKYGNSRQREPRDYSKYYQTIDDLKNQIFNLTTDNANILIQVDNARLAADDFRLKYENEVTLRQSVEADINGLRRVLDELTL   245
gi|27805977|ref|NP_776802.1| --GGSFGGGSFGGG-LGGGFG-DGG-LISGNQKITMQNLNDRLASYLDKVRALEESNYELEVKIKEWYEKYGNSRQREPRDYSKYYQTIDDLKNQIFNLTTDNANILIQVDNARLAADDFRLKYENEVTLRQSVEADINGLRRVLDELTL   245
gi|112983636|ref|NP_034790.2| --GGSFGGGSYGGGFGGGGFGGDGGSLLSGNEKVTMQNLNDRLASYMDKVRALEESNYELEGKIKEWYEKHGNSSQREPRDYSKYYKTIEDLKGQILTLTTDNANVLLQIDNARLAADDFRLKYENEVTLRQSVEADINGLRRVLDELTL   253
gi|57012436|ref|NP_001008804.1| --GGSFGGGSFGGGSFGGGLGGDGGGLLSGNEKVTMQNLNDRLASYMNKVRDLEESNYELEGKIKEWYEKHGNSSQREPRDYSKYYKTIEDLKGQIVNLTTDNANVLLQIDNARLAADDFRLKYENEVALRQSVEADINGLRRVLDELTL   263
gi|118102987|ref|XP_001235182.1| GGSGGFGGGSYGGGSFGGVGFGEDSGLLSTNEKLTMQNLNDRLASYMDKVRGLEEENAHLERLIREWYQKQGPTGS---KDYSQYYRTIEELQNQIVGANVDLNRMLLDIDNTRMTVDDFRLKYETEYTLHQSVASDINGLRPLLDQLTL   292
gi|118102989|ref|XP_418163.2| SGSAGFSAGSFGGGGFG----GENMGILSNNEKLTMQNLNDRLASYLDKVRSLERENARLEQLIREWYQKQGPTGR---KDYSHYYTTIEDLQNQILTAAVETNKILLDLDNTRMTAEDFRTKYETEYGLRQNVEADINTLRPLLDSLTL   258
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gi|195972866|ref|NP_000412.3| TKADLEMQIESLTEELAYLKKNHEEEMKDLRNVSTGDVNVEMNAAPGVDLTQLLNNMRSQYEQLAEQNRKDAEAWFNEKSKELTTEIDNNIEQISSYKSEITELRRNVQALEIELQSQLALKQSLEASLAETEGRYCVQLSQIQAQISAL   414
gi|114667511|ref|XP_001169499.1| TKADLEMQIESLTEELAYLKKNHEEEMKDLRNVSTGDVNVEMNAAPGVDLTQLLNNMRSQYEQLAEQNRKDAEAWFNEKSKELTTEIDNNIEQISSYKSEITELRRNVQALEIELQSQLALKQSLEASLAETEGRYCVQLSQIQAQISAL   408
gi|61740600|ref|NP_001013443.1| TKADLEMQIESLTEELAYLKKNHEEEMRDLQNVSTGDVNVEMNAAPGVDLTELLNNMRNQYEQLAEQNRKDAEAWFNEKSKELTTEINSNIEQMSSHKSEITELRRTVQGLEIELQSQLALKQSLEGSLAETEGRYCVQLSQIQAQISSL   404
gi|194685481|ref|XP_001788780.1| TKTDLEMQIESLTEELAYLKKNHEEEMRDLQNVSTGDVNVEMNAAPGVDLTELLNNMRSQYEQLAEKNRRDAEAWFNEKSKELTTEINSNLEQVSSHKSEITELRRTIQGLEIELQSQLALKQSLEASLAETEGRYCVQLSQIQSQISSL   395
gi|27805977|ref|NP_776802.1| TKTDLEMQIESLTEELAYLKKNHEEEMRDLQNVSTGDVNVEMNAAPGVDLTELLNNMRSQYEQLAEKNRRDAEAWFNEKSKELTTEINSNLEQVSSHKSEITELRRTIQGLEIELQSQLALKQSLEASLAETEGRYCVQLSQIQSQISSL   395
gi|112983636|ref|NP_034790.2| SKSDLEMQIESLNEELAYLKKNHEEEMRDLQNVSTGDVNVEMNAAPGVDLTQLLNNMRNQYEQLAEKNRKDAEEWFNQKSKELTTEIDSNIEQMSSHKSEITELRRTVQGLEIELQSQLALKQSLEASLAETEGRYCVQLSQIQSQISAL   403
gi|57012436|ref|NP_001008804.1| SKADLEMQIESLTEELAYLKKNHEEEMKDLQNVSTGDVNVEMNAAPGVDLTQLLNNMRNQYEQLAEKNRKDAEAWFNEKSKELTTEIDSNIEQMSSHKSEITELRRTVQGLEIELQSQLALKQSLEASLAETEGRYCVQLSQIQSQISAL   413
gi|118102987|ref|XP_001235182.1| SRSDLETQFESLKEELIYLKKNHEEEMRGLQTQSSGDVNVEVNATPGTNLMEKLNEMRCEYERLIENNRREVESWYETKMEEVNQQVHSSGQEIQSSNQQISELRREYQSLEIELQSQLSMVDSLQSNLEDTERRYNMQLQQIQGMIGPL   442
gi|118102989|ref|XP_418163.2| SRTDLEMQFESLKEEMINLKKDHEEDMKSLQTQSSGDVNVEVNAAPGEDLLKKLNDMRQEYEQIIQKNREEVESWYESKMEEVSQQVHSSGQELESSNQQISVLRRDYQSLEIELQSELSRVGALQSNLEDTERRYNMQLQQIQGMIGPL   408
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                                  **:* .**.* *.** **: **.** ***:**  **:**: **                  .                    .  :                                          *      *.. .          
gi|195972866|ref|NP_000412.3| EEQLQQIRAETECQNTEYQQLLDIKIRLENEIQTYRSLLEGEGSSGGGGRG--GGSFGGGYGGGSSGG---GSSGGGHGGGHGGSSGGG-YGGGSSGGGSSGGGYGGGSSSGGHGGSSSGGYGGGSSGGGGGGYGGGSSGGGS----SSG   554
gi|114667511|ref|XP_001169499.1| EEQLQQIRAETECQNTEYQQLLDIKIRLENEIQTYRSLLEGEGSSGGGGRG--GGSFGGGYGGGSSGGGYGGGHGGSSGGGYGGSSGGG-YGGGSSGGGSSGGGHGG-SSGGGYGGGSSG---GGSSGGGGGGYGGGSSGGGS----SSG   547
gi|61740600|ref|NP_001013443.1| EEQLQQIRAETECQNAEYQQLLDIKIRLENEIQTYRSLLEGEGSSGGGG-------YGGGRGGGSSGG----GYGGSSGGGYGGSSGGGGYGGGSSGGGGHIGGHSG-----GHSGSSGGGYGGGSSSGGGG-YGGGSSGGGGSHGGSSG   537
gi|194685481|ref|XP_001788780.1| EEQLQQIRAETECQNAEYQQLLDIKIRLENEIQTYRSLLEGEGSSGGGS-------YGGGRG-------------------YGGSSGGG---GGGYGGGSSSGGYGG----------------GSSSGGGHGGSSGGSYGGGS----SSG   496
gi|27805977|ref|NP_776802.1| EEQLQQIRAETECQNAEYQQLLDIKIRLENEIQTYRSLLEGEGSSGGGS-------YGGGRG-------------------YGGSSGGG---GGGYGGGSSSGGYGG----------------GSSSGGGHGGSSGGSYGGGS----SSG   496
gi|112983636|ref|NP_034790.2| EEQLQQIRAETECQNAEYQQLLDIKTRLENEIQTYRSLLEGEGSSSGGGGGRGGGSHGGSYGGSSGGG------------SYGGSSGGGGSYGGSSGGGGSYGGGSS--GGGSHGGSSGGGYGGGSSSGGAGGHGGSSGGGYG-----GG   534
gi|57012436|ref|NP_001008804.1| EEQLQQIRAETECQNAEYQQLLDIKTRLENEIQTYRSLLEGEGGYVG--------NLQITLNCFPSEF------------HLAKLT---------------------------------------QTQGKTRGWKGSNTNKTR-----VI   499
gi|118102987|ref|XP_001235182.1| EEELASIRCEMESQNEEYKMLLGIKTRLEQEIAQYRALLE-EGQQDLVIP-------AGGMGGGMGGGR----------IGGGGFSG------GGRGGSGSIC--GGMGGGIGG-GSGGIGGGSGGIGGGSGGIGGGSGG-SCIIGGGG-   563
gi|118102989|ref|XP_418163.2| EEELASIRCEMESQNEEYKMLLGIKTRLEQEIAQYRALLN-EGQHGISTS-------QGGAGGGSSGG-----------HGHGGTSGSS--AQGGSGGGSSWCSRGRSSGGSGGKTSGGGGGGCGKASGGGGGSGGGEGGKGCLSRSSSS   537
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                                          .                       .. ::                                            
gi|195972866|ref|NP_000412.3| GGYGGGSSS-GGHKSSS----------SGSVGESSSKGPRY----------------------------------------   584
gi|114667511|ref|XP_001169499.1| GGYGGGSSS-GGHKSSS----------SGSVGESSSKGPRY----------------------------------------   577
gi|61740600|ref|NP_001013443.1| GGYGGGSSSSGGHKSSS----------SGSVGESSSKGPRY----------------------------------------   568
gi|194685481|ref|XP_001788780.1| GGHGGGSSS-GGHKSTT----------TGSVGESSSKGPRSAETSWDTNKTRVIKTIIEELAPDGRVLSSMVESETKKHYY   566
gi|27805977|ref|NP_776802.1| GGHGGGSSS-GGHKSTT----------TGSVGESSSKGPRY----------------------------------------   526
gi|112983636|ref|NP_034790.2| SSSGGQGGS-GGFKSS-------------GGGDQSSKGPRY----------------------------------------   561
gi|57012436|ref|NP_001008804.1| KTIIEEVTP-EGRVLS-------------SMIESETKKHFY----------------------------------------   526
gi|118102987|ref|XP_001235182.1| -SGGGGRTSGG--------------VSSSHSYSSSSQSQSCRGGGESQGYGRKSFD-------------------------   604
gi|118102989|ref|XP_418163.2| HSQSGSCESPGDAENLKLCLEGNKTLERGATMEEVSEAIKTLRSRKASGPDSISND-------------------------   593
                         .......610.......620.......630.......640.......650.......660.......670.......680.


