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gi|114326497|ref|NP_032508.2| STAGELGALQAEAESLDKTVKELAEQLEFIKNSDIQGALDSITKYFQMSLEAEKRVNASTTDPNSTVEQSALTRDRVEDLMLERESPFKEQQEEQARLLDELAGKLQSLDLSAVAQMTCGTPPG-ADCSESECGGPNCRTDEGEKKCGGP  1800
gi|109478111|ref|XP_216679.4| STAGELDALQAEAGSLDKTVNELAEQLEFIKNSDIQGALDSITKYFQISLEAEKRVNASTTDPNSTVEQSALTRDRVEDLMLERESQFKEKQEEQARLLDELAGKLQSLDLSAAAEMTCGTHPG-ADCSESECGGPNCRTDEGEKKCGGP  1800
gi|73981723|ref|XP_533089.2| STARELDSLQTEAESLDNTVKELAEQLEFIKNSDIRGALDSITKYFQMSLEAEERVNASTTDSNSTVEQSALTRDRVEDLMMDREAQFREKQEEQARLLDELAGKLQSLDLSAAAEMTCGTPPG-ASCSETDCGGPNCRTDEGEKKCGGP  1800
gi|118082115|ref|XP_415943.2| STDADLSALETDAKSLDRVVKELAEQLEFIKISDVRGALDSITKYFQMSLEAEERVNASTVHPDSAVELSAQTRQEVEDLINEKEAQFKAKQEEQSRLLDELAGKLQSLDLAEASAKMCGTPVG-ASCAESECGGLHCRTAAGQRKCGGP  1800
gi|27545301|ref|NP_775382.1| STDTKLKSLKEEAQKLEQTVKDLREQVEFVKNSDIRGARASVTRYYEQSQNAEIRANASTTDPYNLVNQSATLRTETEELMNQTKEEFNQRQDEFSKKLDNLAGQLETLDLSELSEKTCGSPAGSENCADSRCGGLSCVDMQGSRKCGGE  1800
                         ......1660......1670......1680......1690......1700......1710......1720......1730......1740......1750......1760......1770......1780......1790......1800

                                  **.**.*:**.***** *:* :::.*: **::**:****** :***** .*:::* *** *::::* ***:**:******:** :*.***:**********:*:**:** *** ***:***** :*::** **::**.*: *** ***:*
gi|167614504|ref|NP_002282.2| GCGGLVTVAHNAWQKAMDLDQDVLSALAEVEQLSKMVSEAKLRADEAKQSAEDILLKTNATKEKMDKSNEELRNLIKQIRNFLTQDSADLDSIEAVANEVLKMEMPSTPQQLQNLTEDIRERVESLSQVEVILQHSAADIARAEMLLEEA  1950
gi|114615460|ref|XP_001165667.1| GCGGLVTVAHNAWQKAMDLDQDVLSALAEVEQLSKMVSEAKLRADEAKQSAEDILLKTNATKEKMDKSNEELRNLIKQIRNFLTQDSADLDSIEAVANEVLKMEMPSTPQQLQNLTEDIRERVESLSQVEVILQHSAADIARAEMLLEEA  1950
gi|114326497|ref|NP_032508.2| GCGGLVTVAHSAWQKAMDFDRDVLSALAEVEQLSKMVSEAKVRADEAKQNAQDVLLKTNATKEKVDKSNEDLRNLIKQIRNFLTEDSADLDSIEAVANEVLKMEMPSTPQQLQNLTEDIRERVETLSQVEVILQQSAADIARAELLLEEA  1950
gi|109478111|ref|XP_216679.4| GCGGLVTVAHSAWQKAMDFDRDVLNALAEVEQLSKMVSEAKVRADEAKQNAQDVLLKTNATREKVDRSNEDLRNLIKQIRDFLTEDSADLDSIEAVANEVLKMEMPSTPQQLQNLTEDIRERVETLSQVEVILQQSAADIARAELLLEEA  1950
gi|73981723|ref|XP_533089.2| GCGGLVTVAHSAWQKAMDFDRDVLSALAEVEQLSKMVSEAKLRADEAKQNAQDVLQKTNATKEKVDKSNEDLRNLIKQIRNFLTQDSADLDSIEAVANEVLKMEMPSTPQQLQNLTEDIRERVESLSQVEVILQQSAADVARAEALLEEA  1950
gi|118082115|ref|XP_415943.2| GCDGLVTVAHNAWQKAMDFDRDILSALAEVEQLSRMVSEAKQRADEAKQNAQEVLLKTNATKEQVDRSNEDLRNLIKQIRDFLMQDSADLDSIEAVANEVLNMEMPSTPEQLQALTEDIRERVESLSDVEVILQQSAGDIARAEMLLEEA  1950
gi|27545301|ref|NP_775382.1| GCDGLTTLAHNAWQKAKDFDLEIISAMEEVDKLSKMVSEAKVKADEAKLNAQEVLAKTNETKKRVDSSNEELRQLIKQIRDFLTQDGADLESIEAVANEVLQMQMPTTPAQLQNLTEEIRERVGSLTDVEDILNQSAADILRAESLLEQA  1950
                         ......1810......1820......1830......1840......1850......1860......1870......1880......1890......1900......1910......1920......1930......1940......1950

                                  ::  * *.*** **:*** **:.**:** :. :*:***  **:***:**.*::**.: ** .* **: *:  ** .*  *..**  .* ..   *:   : :  *:::*: ** *:..**..**.**::*:*  *:*:::*  **:**: 
gi|167614504|ref|NP_002282.2| KRASKSATDVKVTADMVKEALEEAEKAQVAAEKAIKQADEDIQGTQNLLTSIESETAASEETLFNASQRISELERNVEELKRKAAQNSGEAEYIEKVVYTVKQSAEDVKKTLDGELDEKYKKVENLIAKKTEESADARRKAEMLQNEAKT  2100
gi|114615460|ref|XP_001165667.1| KRASKSATDVKVTADMVKEALEEAEKAQVAAEKAIKQADEDIQGTQNLLTSIESETAASEETLFNASQRISELERNVEELTRKAAQNSGEAEYIEKVVYTVKQSAEDVKKTLDGELDEKYKKVENLIAKKTEESADARRKAEMLQNEAKT  2100
gi|114326497|ref|NP_032508.2| KRASKSATDVKVTADMVKEALEEAEKAQVAAEKAIKQADEDIQGTQNLLTSIESETAASEETLTNASQRISKLERNVEELKRKAAQNSGEAEYIEKVVYSVKQNADDVKKTLDGELDEKYKKVESLIAQKTEESADARRKAELLQNEAKT  2100
gi|109478111|ref|XP_216679.4| KRXSKSATDVKVTADMVKEALEEAEKAQVAAEKAIKQADEDIQGTQNLLTSIESETAASEETLTNASQRISKLERNVEELKRKAAQNSGEADYIEKVVYSVKQSADEVKKTLDGELDEKYKKVESLIAQKTEESADARRKAELLQNEAKT  2100
gi|73981723|ref|XP_533089.2| KRASKSATDVKVTADMVKEALEEAEKAQIAAEKAIKQADEDIQGTQNLLTSIESETAASEETLLNASQRISELERNVEELKRKAAQNSGEAEYIEKVVYTVKQSADDVKKALDNEVDEKYKKVEKLIAQKTEESADARRKAEMLQNEAKT  2100
gi|118082115|ref|XP_415943.2| KKASKGAKDVKVTADMVKAALEEAEKAQDAAEKAIKQADEDIKGTQDLLTSIQSENAASEETLNNATLRLFALERSVEDLKQKAATNSENVGNIEEKIISAKQNAEEVKQVLDTELNSKYKTVEDLITKKTEESADARRKAGLLQEEAKA  2100
gi|27545301|ref|NP_775382.1| RKARKEASDVKSTAEMVKEALQHAERAQNSVAEALKQAAVDIKGTQDLLVSVESETSDSELKLSNATRRLLKLESDVALLKEKALNTSISANSTEKEAESINALAEQLKKDLDSELKDKYSTVEELITQKAEGVAEAKKRAEKLQEEARN  2100
                         ......1960......1970......1980......1990......2000......2010......2020......2030......2040......2050......2060......2070......2080......2090......2100

                                  ** **..*****::**..*::**: *****::*. **  *:.**: **.**:****** 
gi|167614504|ref|NP_002282.2| LLAQANSKLQLLKDLERKYEDNQRYLEDKAQELARLEGEVRSLLKDISQKVAVYSTCL-  2159
gi|114615460|ref|XP_001165667.1| LLAQANSKLQLLKDLERKYEDNQRYLEDKAQELARLEGEVRSLLKDISQKVAVYSTCL-  2159
gi|114326497|ref|NP_032508.2| LLAQANSKLQLLEDLERKYEDNQKYLEDKAQELVRLEGEVRSLLKDISEKVAVYSTCL-  2159
gi|109478111|ref|XP_216679.4| LLAQANSKLQLLEDLERKYEDNQKYLEDKAQELVRLEGEVRSLLKDISEKVAVYSTCL-  2159
gi|73981723|ref|XP_533089.2| LLAQANSKLQLLKDLERKYEDNQKYLEDKAQELVRLEGEVRSLLKDISQKVAVYSTCL-  2159
gi|118082115|ref|XP_415943.2| LLAQANSKLQLLKELENTYENNQKVLEDKAKQLVELEETVRSLLQTISQKVAVYSTCL-  2159
gi|27545301|ref|NP_775382.1| LLLQASEKLQLLKNLEKNYDQNQKLLEDKANELVDLEKAVKELLQEISHKVTVYSTCLF  2159
                         ......2110......2120......2130......2140......2150.........


