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gi|292630193|ref|XP_002667774.1| EERLYCPADVAAGYPAITKSCSNVVFDLSDGVSQYAWFPCREAHS---VPWYPPYWLKAYFSHPMVAAAVIIHLAADGTSYMDQTQCNITVQLIDTKEAIHSLGDWRLSCRTNPLVIPVSHDLSMAFYHTKAILLMFRSEFVAISGVGLR  1147
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                                  **. ***:*:*.** .: *..  *                                                                                                                              
gi|73972017|ref|XP_538813.2| SFDNFDPVTLSSCQRGETYSSAEQSCVHFACEAADCPELAVENASLNCSSSDRYHGARCTVSCRTGYVLQIQRDDELIKSQVGPSVTVTCSEGKWNKQVACEPVDCGIPDQHHVYAASFSCLKGTTFGSKCSFQCRHPAQLKGNNSLLTC  1204
gi|194669741|ref|XP_613511.4| SFDNFDPVTLSSCQRGETYSSAEQSCVHFACEAADCPKLAVENASLNCSSSDGYHGAQCAVRCRTGYVLQIQRDDELIKSQTGPSVTVTCKEGKWNKQVACEPVDCGVPDQHHVYAASFSCLEGTTFGSKCSFQCRHPAQLKGNNSLLTC  1295
gi|59676577|ref|NP_067337.1| SFDNFDPVTLSSCQRGETYSPAEQSCVHFACQAADCPELAVGNASLNCSSNHHYHGAQCTVSCQTGYVLQIQRDDELIKSQVGPSITVTCTEGKWNKQVACEPVDCGIPDHHHVYAASFSCPEGTTFGRRCSFQCRHPAQLKGNNSFLTC  1326
gi|62649105|ref|XP_233037.3| SFDNFDPVTLSSCQRGETYSPAEQSCVHFACEATDCPELTVENASLNCSSSHRYHGAQCTVSCQTGYVLQIQRDDELIKSQVGPSVTVTCTEGKWNKQVACEPVDCGIPDHHHVYAASFSCPEGTTFGRRCSFQCRHPAQLKGNNSFLTC  1326
gi|38045915|ref|NP_002572.2| SFDNFDPVTLSSCQRGETYSPAEQSCVHFACEKTDCPELAVENASLNCSSSDRYHGAQCTVSCRTGYVLQIRRDDELIKSQTGPSVTVTCTEGKWNKQVACEPVDCSIPDHHQVYAASFSCPEGTTFGSQCSFQCRHPAQLKGNNSLLTC  1329
gi|118099221|ref|XP_415522.2| SFHNFDPITVSSCQRGQTYSPAEQSCVHYACEATDCQKLEIDNALLNCTGGGWYNGAQCNVSCRTGYILQVQRDDDLSKSQTESSITMTCTDGKWSKLVTCEPVDCGVPDQYHVYPATFNCSEGTTYGKKCSFTCRPPALLKGNNSNLTC  1305
gi|292614317|ref|XP_001919115.2| SFQYFDPITISGCQSNEIYNPMGQSCVHYSCDAIECQKPMVSNAEMRCNSPGYFNGARCTITCNRGYTLKIHRDDDIIKTQSESTVTLTCADGKWNKQVTCEPVDCGRPDKYHVHPAVFEFSEGTTYGKKCTFQCREPAQLVGSNNVLTC  1309
gi|292629532|ref|XP_694455.3| SFQYFDPITISGCQSNEIYNPMGQ------------------------------------------------------------------------------------------------------------------------------  1183
gi|292630193|ref|XP_002667774.1| SFQFFDPITISGCQSNEIYNPMGQSCVHYSCEAIDCQEPLIRNAEVECSDGGYFNGARCTVVCNCGYVLQIHRDDDIIKSQTDSSVTITCADRKWNKQVSCEPVDCGLPDKYHVHPAIFDFPEGTTYGKKSTFQCKEPAQLVGFNNTLTC  1297
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gi|73972017|ref|XP_538813.2| MEDGLWSFPEALCELMCLAPPPVPNADLQTARCRENKHKVGSFCKYKCKPGYHVPGSSRKSKKRAFKTQCTQDGSWQEGACVPVTCDPPPPKFHGLYQCTNGFQFNSECRIKCEDSD--------AAQGRGSNIIHCRKDGTWSGSFHLC  1346
gi|194669741|ref|XP_613511.4| MEDGLWSFPEALCELMCLAPPPVPNADLQTARCRENKHKVGSFCKYKCRPGYHVPGSSRKSKKRAFKTQCTQDGSWQEGACVPVTCDPPPPKFHGLYQCTNGFQFNSECRINCEDSD--------ATQGRGNNVIHCRKDGTWSGSFHIC  1437
gi|59676577|ref|NP_067337.1| MEDGLWSFPEALCELMCLAPPPVPNADLQTARCRENKHKVGSFCKYKCKPGYHVPGSSRKSKKRAFKTQCTQDGSWQEGTCVPVTCDPPPPKFHGLYQCTNGFQFNSECRIKCEDSD--------ASQGRGSNIIHCRKDGTWSGSFHVC  1468
gi|62649105|ref|XP_233037.3| MEDGLWSFPEALCELMCLAPPPVPNADLQTARCRENKHKVGSLCKYKCKPGYHVPGSSRKSKKRAFKTQCTQDGSWQEGTCVPVTCDPPPPKFHGLYQCTNGFQFNSECRIKCEDSD--------ASQGRGSNTIHCRKDGTWSGSFHVC  1468
gi|38045915|ref|NP_002572.2| MEDGLWSFPEALCELMCLAPPPVPNADLQTARCRENKHKVGSFCKYKCKPGYHVPGSSRKSKKRAFKTQCTQDGSWQEGACVPVTCDPPPPKFHGLYQCTNGFQFNSECRIKCEDSD--------ASQGLGSNVIHCRKDGTWNGSFHVC  1471
gi|118099221|ref|XP_415522.2| MEDGLWSFPEALCELMCRAPSIVPNADLQTTRCLEDKHKVGSFCKYKCKPGYHVPGSSRKARKRAFKIQCTQDGTWLPGACVPVTCDPPPSKFHGLYQCSNGFQFNSECRIKCEDDD--------SQSGRGSNVIHCRKDGTWSGSFHLC  1447
gi|292614317|ref|XP_001919115.2| MEDGMWSFPEALCELRCPIPPPVPNAVLQTKRCNATGLKVGSFCKYKCKPGYHVPHID-KPKRRAFKRQCTEDGSWQFGECVAVTCEPPPPIFHGTYKCTNGFQFNSDCWIDCNRSNHTAP---------STNVIRCRKDGNWTGSFRLC  1449
gi|292629532|ref|XP_694455.3| ------------------------------------------------------------------------------------------------------------------------------------------------------  1183
gi|292630193|ref|XP_002667774.1| MEDGLWSFPEALCELRCPVPPPVPNAVLQTKRCNDTGLKVGTLCKYKCKPGYHVAN---KPKRRAFKRQCTEDGRWLEGSCEAVTCPAPPSVYYGMYQCTDGFRFDSTCWIDCDGANHTLTQPPPCKQGAGSNVIRCRKDGNWTGSFRLC  1444
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gi|73972017|ref|XP_538813.2| QEMQGQCSAPDQLNSNLKLQCPEGYAIGSECVTSCLDHNSESIILPVNVTVRDIP--HWLNPTRVERVVCTAGLKWYPHPALIHCVKGCEPFMGDNYCDAINNRAFCNYDGGDCCASTVKTKKVTPFPMSCDLQGDCACRDPQAQEHSRK  1494
gi|194669741|ref|XP_613511.4| QEMQGECSAPDQLNSNLKLQCPEGYAIGSECTTSCLDHNSESIVLPVNVSVRDIP--HWLNPTRVQRVVCTAGLKWYPHPALIYCVKGCEPFMGDNYCDAINNRAFCNYDGGDCCASTVKTKKVTPFPMSCDLQGDCACRDPQAQEHSRK  1585
gi|59676577|ref|NP_067337.1| REMQGQCSAPNQLNSNLKLQCPDGYAIGSECAISCLDHNSESIILPVNLTVRDIP--HWMNPTRVQRIVCTAGLQWYPHPALIHCVKGCEPFMGDNYCDAINNRAFCNYDGGDCCTSTVKTKKVTPFPMSCDLQNDCACRDPEAQEHNRK  1616
gi|62649105|ref|XP_233037.3| REMQGQCSAPNQLNSHLKLQCPDGYAIGSECATSCLDHNSESIILPVNLTVRDIP--HWMNPTRVQRIVCTAGLQWYPHPARIHCVKGCEPFMGDNYCDAINNRAFCNYDGGDCCTSTVKTKKVTPFPMSCDLQDDCACRDPEAQEHSRK  1616
gi|38045915|ref|NP_002572.2| QEMQGQCSVPNELNSNLKLQCPDGYAIGSECATSCLDHNSESIILPMNVTVRDIP--HWLNPTRVERVVCTAGLKWYPHPALIHCVKGCEPFMGDNYCDAINNRAFCNYDGGDCCTSTVKTKKVTPFPMSCDLQGDCACRDPQAQEHSRK  1619
gi|118099221|ref|XP_415522.2| REMQGQCALPTQLNSHLKLQCSGGYGIGAECTTSCLDHSHEPILLRVNETVQDIQ--HWMNPQRVKSVVCTAGLKWYPHPSLIHCVKGCEPFMGDNYCDSINNRAFCNYDGGDCCASTVKTKKVTPFPMSCDLQGECACRDPNAQEHNQK  1595
gi|292614317|ref|XP_001919115.2| PNLTGQCSLPQNLSPNIHLSCKDGHGIGKECEVSCRDASSSVVLLPSNMSVAAVMKDHWWNPPKVKNIVCTMGLKWYPNPEALHCIKGCEPFMGDNYCDAINNRAFCNYDGGDCCHSTVKTKKVIPFPMSCDLREDCACRDPDAQENNKG  1599
gi|292629532|ref|XP_694455.3| ------------------------------------------------------------------------------------------------------------------------------------------------------  1183
gi|292630193|ref|XP_002667774.1| PQLKGQCSLPQNLHPSIRISCKKGHGIGEECELSCRDSNNDVVILPGNMTTSSIMRHHWMNPPKVK------------------------------------------------------------------------------------  1510
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gi|73972017|ref|XP_538813.2| DLRGYSHG  1502
gi|194669741|ref|XP_613511.4| DLRGYSHG  1593
gi|59676577|ref|NP_067337.1| DLRGYSHG  1624
gi|62649105|ref|XP_233037.3| DLRGYSHG  1624
gi|38045915|ref|NP_002572.2| DLRGYSHG  1627
gi|118099221|ref|XP_415522.2| DLRGFSLG  1603
gi|292614317|ref|XP_001919115.2| ARHRSIG-  1606
gi|292629532|ref|XP_694455.3| --------  1183
gi|292630193|ref|XP_002667774.1| --------  1510
                         ........


