
                                                                      . : :           **     . *: *  *.  *:     :::    ..   .  *                 :  : :                :   *:  .   : .* 
gi|50310215|ref|XP_455127.1| ---------------------------MSLNLFKTTVNDYLEGLP-EQVQSRLYESPATCLAIYR-LLSPMAKFFIMSMLFQDHDVSLRDLDKWVKPDA--KYQLQYSIKSMKSLNLIIEGES---KQPLLIRLNPIFKKSFKNVLTGGE   116
gi|45187599|ref|NP_983822.1| ------------------MEPTPGIIHDGHNLFKNTVNEYLQELP-QPVQSRLYQSPATCLAIYR-LLSPMAKFFIMSMIFQDEEVSLRDLDRWVKPDA--KFQLHDAIKSMKLLHLITEGRS---GQPLMVQLNSIFKESFKNALTGGE   125
gi|6325135|ref|NP_015203.1| ---------------------------MSDYSLKHSVTQYLEEIP-QQVQNRLYTSPATCLAIYR-ILPPLAKFFIMAMVFNENEVPLLDLDKWVNSNG--KLQFQNAIKSMKSLHLLIPNKS---SGTLMINLNPTFKISLRNALTGGE   116
gi|19113355|ref|NP_596563.1| ----------------------------MQAEFKSSINDFLEQLP-N--HARLYQKPAACLAVFR-LLPILARQYVMSMLFNPMPVALSDFDLWIKLSS--KVYQSESFNKLVRMHIFQFDG-------QYITLNSEFRKQFITALTGGG   109
gi|39974913|ref|XP_368847.1| ----------------------------MSQQPVITLSDHLEKQN-GATFKKLYQQPATAFAIFRRMLPPLAKTFVMSLLYMPQPLPLTALDSWVKPEA--KKNKDQALSILRSMHITTITPVTKEKPVQEMSLTPNFKKSLRLALEGGG   119
gi|32409795|ref|XP_325378.1| ----------------------------MSLG-GQQLLEYLEKLP-GTAFRRLYQSPATALAIFRRMLSYHAKVIVRGLLYMPDPFPLTSLDIWFPPEGGGKIHRDRTIAALRSLHILQVSPPSKDR-TQEIQITASFKKGLQLAFEGGG   119
gi|21357821|ref|NP_648780.1| MADTKSGSGRHSAAGGSGNAVLSPLGQGPANLECKDFQEYLRTRQTPESLEKLYNYPPICLAVFR-ELPEIARQFIIRILFVDQPVPQAVVTSWGAQRC--AKEQAEATSCLTALNVWRVTAIP--GGLSAWELSPTFKKSVRQVLLGGG   145
gi|31201525|ref|XP_309710.1| MSEAKSSQGNSGTTSKGSSSSGSSLITKPANLECKDLEEYLKSRP-PEVLEKLYNYPAICLAVYR-ELPEIARQFVIRILFVEQPIPQAVVSSWATQVY--AKENTSVSQVLTELGVWRSAAYP--GGLAAWELCPTFKKNLKIALLGGG   144
gi|4504201|ref|NP_001508.1| MESTPSRG------------------LNRVHLQCRNLQEFLGGLS-PGVLDRLYGHPATCLAVFR-ELPSLAKNWVMRMLFLEQPLPQAAVALWVKKEF--SKAQEESTGLLSGLRIWHTQLLP--GGLQGLILNPIFRQNLRIALLGGG   126
gi|114606289|ref|XP_518339.2| MESTPSRG------------------LNRVHLQCRNLQEFLGGLS-PGVLDRLYGHPATCLAVFR-ELPSLAKNWVMRMLFLEQPLPQAAVALWVKKEF--SKAQEESTGLLSGLRIWHTQLLP--GGLQGLILNPIFRQNLRIALLGGG   126
gi|6754094|ref|NP_034494.1| MEITPARGG-----------------LNRAHLQCRNLQEFLGGLS-PGVLDRLYGHPATCLAVFR-ELPSLAKNWVMRMLFLEQPLPQAAVALWVKKEF--SKAQEESTGLLSGLRIWHTQLLP--GGLQGLILNPVFRQNLRIALLGGG   127
gi|47059175|ref|NP_997666.1| MEITPARGG-----------------LNRAHLQCRNLQEFLGGLS-PGVLDRLYGHPATCLAVFR-ELPSLAKNWVMRMLFLEQPLPQAAVALWVKKEF--SKAQEESTGLLSGLRIWHTQLLP--GGLQGLILNPVFRQNLRIALLGGG   127
gi|73972150|ref|XP_848919.1| MESTPARGG-----------------LNRVHLQCRNLQEFLGGLS-PGVLDRLYGHPATCLAVFR-ELPFLAKNWVMRMLFLEQPLPQAAVALWVKKEF--SKAQEESTGLLSGLRIWHTQLLP--GGLQGLILNPIFRQNLRIALLGGG   127
gi|155371845|ref|NP_001094527.1| MESTPSRGG-----------------LNRVHLQCRNLQEFLGGLS-PGILDRLYGHPATCLAVFR-ELPSLAKNWVMRMLFLEQPLPQAAVALWVKKEF--SKAQEESTGLLSGLRIWHTQLLP--GGLQGLILNPIFRQNLRIALLGGG   127
gi|41053973|ref|NP_956221.1| MKL-------------------------RVQLQCKNLHEYLKELT-PEILDRLYNHPATCLAVYR-ELPPLAKNYVMRMLFLDHPLPQAAVALWVKKGS--QKDHDQCVSVLTGLRLWHSQHLQ--GGLQGFVLNPVFKDNLRIALLGGG   119
gi|42572935|ref|NP_974564.1| --------------------------MPQVKIIAKNFMDMVASLP-AIKLDKLYNNVFICEAILR-SLPPLAKKYVLQMLYIDVPVPATMMEEWVLADG--TSKHRVAIDRLIQLRIFSEISDR--KRGTSYSLNPTFQNNLQKHIISGG   118
gi|115461368|ref|NP_001054284.1| --------------------------MPQVMVVARNFMDMVAALP-AAKLDMLYDSAFICEAVLR-SLPPLAKKYALQMLYVSAPVAAAAMEEWVLDEY--AAKHRVAIDRLLQLRVFVEVRDR--RKEVSYKMNQKFQGNMQKYLVDGG   118
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gi|50310215|ref|XP_455127.1| INNSFGD-VADDDTNPVSTATLDQYSAEKWETILH-------YMVGTPNTN--------------TPGGKVLDLLQHSGLMEE-AEYG-E----LKITNQGFQFLLQDVNAQMWTLLLQYLKMAES---LQMDPVDVLNFIFMLGALQLG   235
gi|45187599|ref|NP_983822.1| VKNSFGN-VVEEENDPVTMAMLDSYAADKWETILH-------FMVGTPLTK--------------SPGKNVLSLLRHSKLMEV-DESSKE----LKITNEGFQFLLQDANAQIWTLLLQYLTMAET---FQMDPVDVLNLIFMIGALELG   245
gi|6325135|ref|NP_015203.1| VQNSFGV-VVEEN--VVSLDLLDEYSANKWETILH-------FMVGTPLAK--------------IPSEKVLNLLKHSKLMEE-VNSTGE----FKITNEGFQFLLQEINSQLWTLLLQYLKMIET---SKMDLVDVLHFIFMLGALEVG   234
gi|19113355|ref|NP_596563.1| NHNSFGVPCTDEDKHLVTVDFLDAYAKETWETILH-------FMVGTPEAK--------------FPGEGVLSLLKRGGLMSG-PKNQ------LRITRAGFQFLLQDINAQIWTLLLDYLKLSED---THMDPVQVLHFLFMLGSLDLG   228
gi|39974913|ref|XP_368847.1| SHNSFGVPSSLPIPPQVDVAFLDKWARSRWDAILH-------YVVNSVEETDSMEPSKKYNFGGSKLQDTVKTLLVQGGLVQRRSSER------ISITKTGFTFLLQEANAQVWTLLLQWLHSVNE--DNTNRAVDMLSFLFMLGTLELG   254
gi|32409795|ref|XP_325378.1| EDGSFGVPSSLPVDPSIDIAYLDRYARKKWDDILH-------YVVNSLGVHGSSE-------GVSGPKASVKELLLAGRLVERRPDTRTG----IGITQAGFTFLLQESNAQVWTLLLLWLEAADHTADSGMDSIDMLSFLFMLSSLELG   251
gi|21357821|ref|NP_648780.1| KPWP-MTNTLDKDSKPRDIAFLDTYAMSRWRCVLH-------YMVGTGNRNGTDA---------EAISPDAVRILLHANLMKRDERDG------ITITRQGFQFLLLDTRAQVWHFMLQYLDTCEE---RGISLPECLSMLFQLSFSTLG   269
gi|31201525|ref|XP_309710.1| RPWS-MSNALDPDQKSRDIDFLDTYAMSRWRCVLH-------YMVGAGSSKGMEG---------EGISPDAVRILLHANLMKRDESDGS-----PVITRQGFQFLLLDTQAQVWHFMLQYLDTCEA---RGLNLPECLSMLFQLSFSTLG   269
gi|4504201|ref|NP_001508.1| KAWSDDTSQLGPDKHARDVPSLDKYAEERWEVVLH-------FMVGSPS---------------AAVSQDLAQLLSQAGLMKSTEPGEP-----PCITSAGFQFLLLDTPAQLWYFMLQYLQTAQS---RGMDLVEILSFLFQLSFSTLG   246
gi|114606289|ref|XP_518339.2| KAWSDDTSQLGPDKHARDVPSLDKYAEERWEVVLH-------FMVGSPS---------------AAVSQDLAQLLSQAGLMKSTEPGEP-----PCITSAGFQFLLLDTPAQLWYFMLQYLQTAQS---RGMDLVEILSFLFQLSFSTLG   246
gi|6754094|ref|NP_034494.1| KAWSDDTSQLGPDKHARDVPSLDKYAEERWEVVLH-------FMVGSPS---------------AAVSQDLAQLLSQAGLMKSTEPGEP-----PCITSAGFQFLLLDTPAQLWYFMLQYLQTAQS---RGMDLVEILSFLFQLSFSTLG   247
gi|47059175|ref|NP_997666.1| KAWSDDTSQLGPDKHARDVPSLDKYAEERWEVVLH-------FMVGSPS---------------AAVSQDLAQLLSQAGLMKSTEPGEP-----PCITSAGFQFLLLDTPAQLWYFMLQYLQTAQS---RGMDLVEILSFLFQLSFSTLG   247
gi|73972150|ref|XP_848919.1| KAWSDDTSQLGPDKHARDVPSLDKYAEERWEVVLH-------FMVGSPS---------------AAVSQDLAQLLSQAGLMKSTEPGEP-----PCITSAGFQFLLLDTPAQLWYFMLQYLQTAQS---RGMDLVEILSFLFQLSFSTLG   247
gi|155371845|ref|NP_001094527.1| KAWSDDTSQLGPDKHARDVLSLDKYAEERWEVVLH-------FMVGSPS---------------AAVSQDLAQLLSQAGLMKSAEPGEP-----PCITSAGFQFLLLDTPAQLWYFMLQYLQTAQS---RGMDLVEILSFLFQLSFSTLG   247
gi|41053973|ref|NP_956221.1| KPWADEGANLGPDRHARDVESLDRYAMERWEVILH-------FMVGSPS---------------AAVSQDLAQLLIQAGLMKS-ETGEA-----PCITSAGFQFLLLDTASQLWYFTLQYLKTAQS---RGMDLVEILSFLFQLSFSTLG   238
gi|42572935|ref|NP_974564.1| -VLPREPMNSDNAIKLPSLQELETYALKQWEC----------FLLQLINSGQGEK------LTG---ISSSMMKIFQRGLLSQRDKD------GPRLTESGFQFLLMDTNAQLWYIIREYILNAEE---RDVDPADLISFLLELSFHVTG   239
gi|115461368|ref|NP_001054284.1| -SLPREPIPSSVTARLPTLAELESFALEQWEVRMTKAYVCISYCLNATNVHSPSK------GTHSFLYGKIVLLAAIDQLISSRERDKFQLIHDENFSARSSEFKLMETNAQLWYIMREYISSAEE---RGVDPTELISFLLELSFHTLG   258
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gi|50310215|ref|XP_455127.1| KAYKCDQLSNTQRTMLQDMRDYGLIYQNQSDYAKFYPTRLATLLTSDTKAFRSASVALDSVLNKA-------NETT-------AVEGDSGQDE--TTERTQDGALIIETNFKLYSYSNSPLQIAILSLFVHLKSRFANMVTGQLTRESVR   369
gi|45187599|ref|NP_983822.1| KAYSVVGLSETQKTMLQDLRDYGLVFQKQSNLSKFYPTRLATMLTSDVVSIRSASGAVNSVLRQR-------AEGVDGKVLNGTALGDDDLQA--GGEGALDGALIVETNFKLYSYSNSPLQIAILSLFIHLKTRFQNMVTGQITRESIR   386
gi|6325135|ref|NP_015203.1| KAYKIDALSETQRIMLQDMRDYGLVFQKHSNDSIFYPTKLALMLTSDTKTIRSASNAMDSVLRQNREEPSVNEDGANGKSTTDITTSDDLNKAGLKNQDIPDGSLIVETNFKIYSYSNSPLQIAVLSLFVHLKARFVNMVLGQITRESIR   384
gi|19113355|ref|NP_596563.1| RAYSVDFLTDTQQIMLEDLREYGLVYQRKITSKRFYPTRLATGLTTDYRSLHGKQSEND----------------------------DD------------KGFIIVETNYRLYAYTSSPLQIAIIGLFANLRARFSNLVVGVITRDSIR   338
gi|39974913|ref|XP_368847.1| QAYDTGALSEERRNMLPDLNDFGLVYIPPSNPDQYFPTRLATTLTSGSSALRSVSSGVAAATAEAG-----------------ENNTKG--------------AIILETNFRIYAYTSTPLQIAILALFANLKMRFAGMVTGQLSRHSIK   373
gi|32409795|ref|XP_325378.1| TAYDTSALTETRRNMLPSLVDFGLIYFP-RDTRQFFPTRLATTLTSTASALRTVSSAFTAATANPSG------------EPGTTTSTSGGPAATPDKTQTAAKGIIIETNYRIYAYTTSPLQIAVLALFCQLNMRFPNMVSGRLTRDSIR   388
gi|21357821|ref|NP_648780.1| RDYSSEGMNSQMLTFLQHLREFGLVFQRKRKEGRFYPTRLALNVTSKEAAATASVAMDEE-----AT--------------------------------QDCGYIVVETNYRVYAYTDSPLQVAVLGLFTELLYRFPNLVVGVLTRDSVR   382
gi|31201525|ref|XP_309710.1| RDYSSEGLSPGLLTFLQHLREFGLVYQRKRKEGRFYPTRLAHNITSKNATHATTLAQDQESN---AT--------------------------------KDKGYIIVETNYRVYAYTDSNLQVALLGLFTELLYRFPNLVVGVLSRDSVR   384
gi|4504201|ref|NP_001508.1| KDYSVEGMSDSLLNFLQHLREFGLVFQRKRKSRRYYPTRLAINLSSGVSG--AGGTVH------------------------------------------QPGFIVVETNYRLYAYTESELQIALIALFSEMLYRFPNMVVAQVTRESVQ   352
gi|114606289|ref|XP_518339.2| KDYSVEGMSDSLLNFLQHLREFGLVFQRKRKSRRYYPTRLAINLSSGVSG--AGGTVH------------------------------------------QPGFIVVETNYRLYAYTESELQIALIALFSEMLYRFPNMVVAQVTRESVQ   352
gi|6754094|ref|NP_034494.1| KDYSVEGMSDSLLNFLQHLREFGLVFQRKRKSRRYYPTRLAINLSSGVSG--AGGTVH------------------------------------------QPGFIVVETNYRLYAYTESELQIALIALFSEMLYRFPNMVVAQVTRESVQ   353
gi|47059175|ref|NP_997666.1| KDYSVEGMSDSLLNFLQHLREFGLVFQRKRKSRRYYPTRLAINLSSGVSG--AGGTVH------------------------------------------QPGFIVVETNYRLYAYTESELQIALIALFSEMLYRFPNMVVAQVTRESVQ   353
gi|73972150|ref|XP_848919.1| KDYSVEGMSDSLLNFLQHLREFGLVFQRKRKSRRYYPTRLAINLSSGVSG--AGGTAH------------------------------------------QPGFIIVETNYRLYAYTESELQIALIALFSEMLYRFPNMVVAQVTRESVQ   353
gi|155371845|ref|NP_001094527.1| KDYSVEGMSDSLLNFLQHLREFGLVFQRKRKSRRYYPTRLAINLSSGVSG--AGGTAH------------------------------------------QPGFIVVETNYRLYAYTESELQIALIALFSEMLYRFPNMVVAQVTRESVQ   353
gi|41053973|ref|NP_956221.1| RDYSVEGMSESLLTFLQHLREFGLVFQRKRKSRRYYPTRLAITLAAGVTANPASGSASSALGAIPGT--------------------------------GDTGFIVVETNYRIYAYTNSELQIALVALFSEMLYRFPNLVVAQVTRESVQ   356
gi|42572935|ref|NP_974564.1| QAYNLNTLTEVQNNTLKDLADLGLVKLQQGRKDSWFIPTKLATNLSVSLADSSARKEG---------------------------------------------FVVMETNFRMYAYSTSKLQCEILRLFARIEYQLPNLIACAITKESLY   344
gi|115461368|ref|NP_001054284.1| EAYSLNTLTDVQRNAIRDLAELGLVKLQQG-------------------------------------------------------------------------FVVVETNFRMYAYSTSRLHCEILRLFSRVEYQLPNLIVGSITKESLY   335
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gi|50310215|ref|XP_455127.1| NALLNGITAEQIIAYLETHAHPRMRRLAEENLSKKLELDPTVKETLQVLPPTVVDQIRLWQLELDRIISYDGYLYTDFESYQEYQTVADYAKDIGVLLWQNEKKKMFFVSTEGNSQVLDFHRRNFDK---------   496
gi|45187599|ref|NP_983822.1| RALHNGITADQIIAYMETHAHPQMRRLAGDNLEKKLELDPNCRDTLQVLPPTVVDQIKLWQLELDRIISYDGYLFRDFDNLQEYQVLAQYARDIGVLLWSDDKKKMFFVSKEGNAQVIDFHKRKFRKK--------   514
gi|6325135|ref|NP_015203.1| RALTNGITADQIIAYLETHAHPQMRRLAEEKLEKKLELDPNCKEPLQVLPPTVVDQIRLWQLELDRVITYEGSLYSDFETSQEYNLLSKYAQDIGVLLWKDDKKKKFFISKEGNSQVLDFAKRKLKKKQ-------   513
gi|19113355|ref|NP_596563.1| RALMNGIAAEQIITYLTTHAHPQMR------------------SNVPLLPPTLVDQIYLWELEKNRLRATPGILFRDFLTDSGFDQAVEYAKELGVLVWDSSLKRMFFITTTGAQPMIAYLKRRAVK---------   447
gi|39974913|ref|XP_368847.1| RAISHGITADQIIEYLASHAHEQMHRIAAIR-------------NKPVLPPTVVDQIRLWQLETERMQVQRGYLFKDFESQAEFKAIADYADEVGVLIWRSDARQLFFASKT--AEIANFIKSEKHRKKLAA----   490
gi|32409795|ref|XP_325378.1| QAIGFGITADQIISYLHAHAHQQMVREATVT-------------GKPVLPPTVVDQIRLWQLENERMQTTAGFLFKDFESTEEYAALSRYAEEIGVLVWKNDKRQLFFASKH--EQLRDYLKSRKKGE--------   501
gi|21357821|ref|NP_648780.1| QALRGGITAEQIVSYLEQYAHPNMRMVESAI------------HSKSCLPPTVVDQIKLWELERNRFTYTEGVLYNQFLSHTDFVTLRDYAQSIHMLVWQNERTRTMVVQKNGHDDVKRYWKKYSKSGV-------   499
gi|31201525|ref|XP_309710.1| QAFRGGITAEQIISYLEQHAHPTMLTVEQAI------------NSKSSLPPTVVDQIKLWENERNRFTYTEGVVYNQFLSQADFITLRDYAQSIGVMIWQNERIRTMVVTKNGHDDVKKFWKRYSKGGS-------   501
gi|4504201|ref|NP_001508.1| QAIASGITAQQIIHFLRTRAHPVMLKQT------------------PVLPPTITDQIRLWELERDRLRFTEGVLYNQFLSQVDFELLLAHARELGVLVFENSAKRLMVVTPAGHSDVKRFWKRQKHSS--------   462
gi|114606289|ref|XP_518339.2| QAIASGITAQQIIHFLRTRAHPVMLKQT------------------PVLPPTITDQIRLWELERDRLRFTEGVLYNQFLSQVDFELLLAHARELGVLVFENSAKRLMVVTPAGHSDVKRFWKRQKHSS--------   462
gi|6754094|ref|NP_034494.1| QAIASGITAQQIIHFLRTRAHPVMLKQN------------------PVLPPTITDQIRLWELERDRLRFTEGVLYNQFLSQVDFELLLAHARELGVLVFENSAKRLMVVTPAGHSDVKRFWKRQKHSS--------   463
gi|47059175|ref|NP_997666.1| QAIASGITAQQIIHFLRTRAHPVMLKQT------------------PVLPPTITDQIRLWELERDRLRFTEGVLYNQFLSQVDFELLLAHARELGVLVFENSAKRLMVVTPAGHSDVKRFWKRQKHSS--------   463
gi|73972150|ref|XP_848919.1| QAIASGITAQQIIHFLRTRAHPVMLKQT------------------PVLPPTITDQIRLWELERDRLRFTEGVLYNQFLSQVDFELLLAHARELGVLVFENSAKRLMVVTPAGHSDVKRFWKRQKHSS--------   463
gi|155371845|ref|NP_001094527.1| QAIASGITAQQIIHFLRTRAHPVMLKQT------------------PVLPPTITDQIRLWELERDRLRFTEGVLYNQFLSQVDFELLLAHARELGVLMFENSAKRLMVVTPAGHSDVKRFWKRQKHNS--------   463
gi|41053973|ref|NP_956221.1| QAISNGITAQQIIHFLRTRAHPVMLKQT------------------PVLPPTITDQIRLWELEKDRLQFTEGVLYNQFLSQADFEVLRDRAQGLGVLVWQNPAHRVMVVTPHGHSEVKRFWKRQKSHS--------   466
gi|42572935|ref|NP_974564.1| NAFDNGITSDQIITFLQQNSHPRCADRVP------------------SIPENVTDQIRLWETDLQRIEMTQAHFYDEFPSKDVFEAACDFAREWRGLLWEDSKRMRLVVKSEVHNQMREFLHTQSRKSTWCWYPRS   462
gi|115461368|ref|NP_001054284.1| GAFENGITAEQIISFLQQNAHPRVADKIP------------------AVPENVTDQIRLWETDRNRVDMTLSHLYEDFPSKDMFDQCCDYARDHGCLLWEDAKKMRLIVRVEFHSEMHDYS-VQERSD--------   444
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