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gi|31560553|ref|NP_035380.2| MASGGNQSPPPPP---AAAASSEEEEEDGDAADRAQPAGSPSHQIQQRFEELCSRLNMDEAARAEAWSSYRSMSESYTLEGNDLHWLACALYVACRKSVPTVSKGTAEGNYVSLTRILRCSEQSLIEFFNKMKKWEDMANLPPHFRERTE   147
gi|13592041|ref|NP_112356.1| MASGGNQSSPPPP---AAAASSEEEEEDGDTADRAQPAGSPSHQIQQRFEELCSRLNMDEAARAEAWSSYRSMSESYTLEGNDLHWLACALYVACRKSVPTVSKGTAEGNYVSLTRILRCSEQSLIEFFNKMKKWEDMANLPPHFRERTE   147
gi|172072597|ref|NP_005602.3| MPSGGDQSPPPPPPPPAAAASDEEEEDDGEAEDAAPPAESPTPQIQQRFDELCSRLNMDEAARAEAWDSYRSMSESYTLEGNDLHWLACALYVACRKSVPTVSKGTVEGNYVSLTRILKCSEQSLIEFFNKMKKWEDMANLPPHFRERTE   150
gi|114662486|ref|XP_523371.2| MPSGGDQSPPPPPPPPAAAASDEEEEDDGEAEDAAPPAESPTPQIQQRFDELCSRLNMDEAARAEAWDSYRSMSESYTLEGNDLHWLACALYVACRKSVPTVSKGTVEGNYVSLTRILKCSEQSLIEFFNKMKKWEDMANLPPHFRERTE   150
gi|73949852|ref|XP_535303.2| MPSGGDQSPPPPPPPPAAAASDEEEEDDGEAEDAAQPARSPAPQTQQRFDELCSRLNMDEAARAEAWDSYRNMSESYTLEGNDLHWLACALYVACRKSVPTVSKGTVEGNYVSLTRILRCSEQSLIEFFNKMKKWEDMANLPPHFRERTE   150
gi|148225699|ref|NP_001091542.1| MPSGGDQSPPPPPPPPAAAASDEEEEDDGEAEDAAQPSRSPAPQTQQRFDELCSRLNMDEAARAEAWESYRSMSESYTLEGNDLHWLACALYVACRKSVPTVSKGTVEGNYVSLTRILRCSEQSLIEFFNKMKKWEDMANLPPHFRERTE   150
gi|118123617|ref|XP_414087.2| ----------------------------------------------------------------------------------------------------------------------------LIEFFNKMKKWEDMANLPSQFRERTE    26
gi|189537876|ref|XP_001922168.1| ------------------------------------------------------------------------MLHTYTLICCDVWSLSGIVVSSS-----------------------------LIEFFSKMKKWQDMANLPRDFQQSTE    49
gi|17508261|ref|NP_491686.1| ----------------------------------------------------MPKRAADEPGTSTTDPFHEQSPFDAVLAGTETTDTICEEPPAKR--IDLDIKQEFNGGVQSGGLIKNESELTQMTIKQETEGNINEARREEEDEEQDE    96
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gi|31560553|ref|NP_035380.2| RLERNFTVSAVIFKKYEPIFQDIFKYPQEEQPRQQRGRKQRRQPCTTSEIFHFCWVLFIYAKGNFPMISDDLVNSYHLLLCALDLVYGNALQCSNRKELVNPNFKGLSEDCHPKDSKASSDPPCVIEKLCSLHDGLVLEAKGIKEHFWKP   297
gi|13592041|ref|NP_112356.1| RLERNFTVSAVIFKKYEPIFQDIFKYPQEEQPRQQRGRKQRRQPCTTSEIFHFCWVLFIYAKGNFPMISDDLVNSYHLLLCALDLVYGNALQCSNRKELVNPNFKGVSEDGHPRDSHPSSDPPCVIEKLCSLHDGLVLEAKGIKQHFWKP   297
gi|172072597|ref|NP_005602.3| RLERNFTVSAVIFKKYEPIFQDIFKYPQEEQPRQQRGRKQRRQPCTVSEIFHFCWVLFIYAKGNFPMISDDLVNSYHLLLCALDLVYGNALQCSNRKELVNPNFKGLSEDFHAKDSKPSSDPPCIIEKLCSLHDGLVLEAKGIKEHFWKP   300
gi|114662486|ref|XP_523371.2| RLERNFTVSAVIFKKYEPIFQDIFKYPQEEQPRQQRGRKQRRQPCTVSEIFHFCWVLFIYAKGNFPMISDDLVNSYHLLLCALDLVYGNALQCSNRKELVNPNFKGLSEDFHAKDSKPSSDPPCIIEKLCSLHDGLVLEAKGIKEHFWKP   300
gi|73949852|ref|XP_535303.2| RLERNFTVSAVIFKKYEPIFQDIFKYPQEEQPRQQRGRKQRRQPCTVSEVFHFCWVLFIYAKGNFPMISDDLVNSYHLLLCALDLVYGNALQCSNRKELVNPNFKGLSEDFHAKDSKPSSDPPCVIEKLCSLHDGLVLEAKGIKEHFWKP   300
gi|148225699|ref|NP_001091542.1| RLERNFTVSAVIFKKYEPIFQDIFKYPQEEQPRQQRGRKQRRQPCTVSEVFHFCWVLFIYAKGNFPMISDDLVNSYHLLLCALDLVYGNALQCSNRKELVNPNFKGLSEDFHAKDSKPSSDPPCVIEKLCSLHDGLVLEAKGIKEHFWKP   300
gi|118123617|ref|XP_414087.2| RLERNFTVSAVIFKKYEPIFQDIFRYPQEDQPRQQRGRKQRRQPCTVTEVFQFCWVLFVHAKGNFPMISDDLVNSYHLLLCALDLVYGNALQCPNHKELLNPNFKGLPEDFHSKDYKVSSDPPCIIEKLCSLHYGLVLEAKGIKEHFWKP   176
gi|189537876|ref|XP_001922168.1| KLERNFTVTSVIFKKYLPLFRDIFKTPTDELPRTHRGRKQRRHPCTVTEVFNFCWILFIHAKGNFPMISDDLVNSYHLLLCALDLVYCNALLCSSRKDLLNPAFKGLPEDFNSKDYKPGPGSLCFIEQLCELHDGLVLEAKGAKEHFWKP   199
gi|17508261|ref|NP_491686.1| DSRTSMPPALGEDDDYEEDDADSFIDKTNTPPPSQSFLEGCRAANLPNDIVTGAWETYNHAVQRVSLEGSESA-------WQLSAIYYYLLSKGIKR--RGKTIRILIQPFPVSILTIANSFDISVAEMLDKTARFVEIIHSRKIRRYQE   237
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gi|31560553|ref|NP_035380.2| YIRKLFEKKLLKGKEENLTGFLEPGNFGESFKAVNKAYEEYVLAAGNLDERVFLGEDAEEEVGTLSRCLSAASGTESAERTQ-MTDILQQHLDKSKALRVCTPLTGVRYVQENSPCVTPVSTAAHSLSRLHSMLTGLRNAPSEKLEQILR   446
gi|13592041|ref|NP_112356.1| YIRKLFEKKLLRGKEENLTGFLEPGNFAESFKAVNKAYEEYVLATGSLDERIFLGEDAEEEVGTFSRCVSAASGTESAERTQ-MRDILQQHLDKSKTLRVCNPLTGVRYVQENSPCVTPVSTATHSLNRLHTMLAGLRNAPSEKLEQILR   446
gi|172072597|ref|NP_005602.3| YIRKLYEKKLLKGKEENLTGFLEPGNFGESFKAINKAYEEYVLSVGNLDERIFLGEDAEEEIGTLSRCLNAGSGTETAERVQ-MKNILQQHFDKSKALRISTPLTGVRYIKENSPCVTPVSTATHSLSRLHTMLTGLRNAPSEKLEQILR   449
gi|114662486|ref|XP_523371.2| YIRKLYEKKLLKGKEENLTGFLEPGNFGESFKAINKAYEEYVLSVGNLDERIFLGEDAEEEIGTLSRCLNAGSGTETAERVQ-MKNILQQHFDKSKALRISTPLTGVRYIKENSPCVTPVSTATHSLSRLHTMLTGLRNAPSEKLEQILR   449
gi|73949852|ref|XP_535303.2| YIRKLYEKKLLKGKEENLTGFLEPGNFGESFKAINKAYEEYVLSVGNLDERIFLGDDAEEEIGTLSKCLNSGSGTETAERVQ-MKNILQQHFDKSKALRISTPLTGVRYMKDNSPCVTPVSTATHSLSRLHTMLTGLRNAPSEKLEQILR   449
gi|148225699|ref|NP_001091542.1| YIRKLYEKKLLKGKEENLTGFLEPGNFGESFKAINKAYEEYVLSVGNLDERIFLGEDAEEEIGTLSRCLNTGSGAETAERVQ-MKNILQQHFDKSKALRVSTPLTGVRYIKDSSPCVTPVSTATHSLSRLHTMLTGLRNAPSERLEQTLR   449
gi|118123617|ref|XP_414087.2| YIRKLFDKKLLKGKDENLTGFLDPGNFGDSFKAINKAYEEYVLSVGNLDERIFLGEDADEEIGTLTRCLNTPSGMETAERVQ-VKHNLQQHFDRSKSPRVTTPLTGRKYIKESNPYVTPVSIATYSLSRLHTMLAGLKNAPSENLEQIFR   325
gi|189537876|ref|XP_001922168.1| FIKKLFERKILKGKEDTLTGFLEPVNFGDSLASLNRVYEEHVLSSGSLDERIFLGDGAREDIGTPGPYEGIENQDRANNPLQNSMTALDVSVSQASALRVSTPLTGRRYVPES-IVGTPVSSAMQSVGRLHTLLTGFKYRPSVKLRDIFR   348
gi|17508261|ref|NP_491686.1| YIRRIQEGLAVS-----------CVIFKKFCRIFCKIFEEIKVGSENCPS-------SHELFTVLWTSFLVMKSRMTVDDLISNYQLLFSILDQVYT-EMCSMKEGIVHHLNQKFVEDLLENDCTIIRALCTQFGGSVLDARHFSDHTFK   368
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gi|31560553|ref|NP_035380.2| SCSRDPTQAIADRLKEMYEIYSQHFQ-PDENFSNCAKEIANKHFRFAEMLYYKVLESVIEQEQKRLGDMDLSGVLEHDAFHRSLLA--CCLEVVAFSHKPPGNFPFIAEIFDVPHYHFYKVIEVFIRAEDGLCREVVKHLNQIEEQILDH   593
gi|13592041|ref|NP_112356.1| SCSRDPTRAIADRLREMYEIYSQHFQ-PDENVSNCAKEMANKHFRFAEMLYYKVLESVIEQEQKRLGDMDLSGVLEQDAFHKSLLA--CCLEVVAFSYKPPGNFPFIAEIFDVPHYHFYKVIEVFIRAEDGLCREVVKHLNQIEEQILDH   593
gi|172072597|ref|NP_005602.3| TCSRDPTQAIANRLKEMFEIYSQHFQ-PDEDFSNCAKEIASKHFRFAEMLYYKVLESVIEQEQKRLGDMDLSGILEQDAFHRSLLA--CCLEVVTFSYKPPGNFPFITEIFDVPLYHFYKVIEVFIRAEDGLCREVVKHLNQIEEQILDH   596
gi|114662486|ref|XP_523371.2| TCSRDPTQAIANRLKEMFEIYSQHFQ-PDEDFSNCAKEIASKHFRFAEMLYYKVLESVIEQEQKRLGDMDLSGILEQDAFHRSLLA--CCLEVVTFSYKPPGNFPFITEIFDVPLYHFYKVIEVFIRAEDGLCREVVKHLNQIEEQILDH   596
gi|73949852|ref|XP_535303.2| TCSRDPTQAIANRLKEMYEIYSQHCQ-PDEDFSN-SKEIASKHFRFAEMLYYKVLESVIEQEQKRLGDMDLSGILEQDAFHRSLLA--CCLEVVTFSYKPPGNFPFITEIFDVPLYHFYKVIEVFIRAEDGLCREVVKHLNQIEEQILDH   595
gi|148225699|ref|NP_001091542.1| SCSRDPTQAIANRLKEMYEIYSQHFQ-SEEDGSNCAKDIASKHFRFAEMLYYKVLESVIEQEQKRLGDMDLSGILEQDAFHRSLLA--CCLEVVTFSYKPPGNFPFITEIFDVPLYHFYKVIEVFIRAEDGLCREVVKHLNQIEEQILDH   596
gi|118123617|ref|XP_414087.2| ACSRDPSQSIASRVKEMYEVYCQSMQ-AEEEFSNLSKDVASKHFRRAEVLYYKVLESVIEQERRRLGDTDLSAVLEQDVFHRSLLA--CCLEIVTFTYKLPGSFPFITEIFDIPVYHFYKVIEVFIRAEDGLCREVVKHLNHIEEQILES   472
gi|189537876|ref|XP_001922168.1| SCVRDPTESVAARLKEMSEIFLQNYEGTGDDNKSLARGLQSLHLYISHICSLRNMSSHVSQ-----------GVLEQDVFHRSLIA--CCLEIVIFSYRPPGEFPRVLQIFDLPAYHFYKVIEVLVRAEEGLFREVVKHLNHVEEQVLES   485
gi|17508261|ref|NP_491686.1| KMEKTGIPSTWN-FQEFRDLIMNVPKTAYENYLLQRGSIDERIFIPSVEDFSKIFQSPDTYSVADILKVSYSGRRFRDAEFLTKISNNHCLEKLALGGKVAS-EKLVTQSKEQPRVPCVEYNLELGNYPDDLESNNQSLYNRLTKIIG--   514
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gi|31560553|ref|NP_035380.2| LAWKTKSPLWDRIRDNENRVPTCEEVMPPQNLERTDEIYIAGSPLTPRRVGEVR-ADAGGLGRSITS-PTTLYDRYSSPTVSTTRRRLFE-NDSPSEGSTSGRIPPQPLVNAVPVQNVPGETVSVTPVPGQTLVTMATATVTANNGQTVT   740
gi|13592041|ref|NP_112356.1| LAWKTKSPLWDRIRDNENRVPTCEEVTPPHNLERTDEIYIAGSPLTPRRVGEVR-TDAGGLGRSVTS-PTTLYDRYSSPTVSTTRRRLFE-SDSPSEGSTAGRIPPQPLVNAVPVQNVSGETVSVTPVPGQTLVTMATATVTANNGQTVT   740
gi|172072597|ref|NP_005602.3| LAWKPESPLWEKIRDNENRVPTCEEVMPPQNLERADEICIAGSPLTPRRVTEVR-ADTGGLGRSITS-PTTLYDRYSSPPASTTRRRLFVENDSPSDGGTPGRMPPQPLVNAVPVQNVSGETVSVTPVPGQTLVTMATATVTANNGQTVT   744
gi|114662486|ref|XP_523371.2| LAWKPESPLWEKIRDNENRVPTCEEVMPPQNLERADEICIAGSPLTPRRVTEVR-ADTGGLGRSITS-PTTLYDRYSSPPASTTRRRLFVENDSPSDGGTPGRMPPQPLVNAVPVQNVSGETVSVTPVPGQTLVTMATATVTANNGQTVT   744
gi|73949852|ref|XP_535303.2| LAWKPESPLWDRIRDNENRVPTCEEVMPPQNLERADDICIAGSPLTPRRVSEVR-ADTGGLGRSITS-PATLYDRYSSPTASSTRRRLFVENDSPSDGGTPGRIPPQPLVNAVPVQNVSGETVSVTPVPGQTLVTMATATVTANNGQTVT   743
gi|148225699|ref|NP_001091542.1| LAWKPESPLWDRIRDNENRVPTCEEVMPPQNLERADEICIAGSPLTPRRVSEVR-ADSGGLGRSISS-PTTLYDRYSSPTASSTRRRLFVENDSPTDGGTPGRTPPQPLVNAVPVQNVAGEAVSVTPVPGQTLVTMATATVTANNGQTVT   744
gi|118123617|ref|XP_414087.2| MAWKQESILWDRIRDNDNKVPSCEEVMPPQYFERSAANSVVGSPLTPRRLNEVR-AESGGLGKGISSSPTTLYDRYSSPTAHPTRRRLFVDNDNTSDNGTPVRVSQQPVVNTVPVQNVNPEAVSVTPVPGQTLVTVATATVTANNGQTVT   621
gi|189537876|ref|XP_001922168.1| LAWKGNSPLWERIREAKNCVPTCQEVMPPQHLEDGSGSNAN----TPSSKTEFSGNIAAGAGKGVSPSPTSLHDRYSSPPTGTAVRRLFVDGDTTPEPAPPVKVAPPSIVSSIPAG--------------QTVVTMATATVTANNGQTVT   617
gi|17508261|ref|NP_491686.1| -SWKLENSKLEEVCGTMSDSPMATILLKSDEMTNKFERTLS------AELGETINENIPKYHYNVRKELELVFLIFMEKIIVAELKKKVREEDLLN------VIRREEFLDSVFCFCVELILVSNGYDRPFPWSAELCGVHPFMFHKVID   651
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gi|31560553|ref|NP_035380.2| IPVQGIANENGGITFFPVQVNVGGQAQAVAGSIQPLSAQALAGSLSSQQVTGT--TLQVPGPVAIQQISPGGQQQNPGQPLTSSSIRPRKTSSLALFFRKVYYLAGVRLRDLCIKLDISDELRKKIWTCFEFSIIQCTELMMDRHLDQLL   888
gi|13592041|ref|NP_112356.1| IPVQGIANENGGITFFPVQVNVGGQAQAVTGSIQPLSAQALAGSLSSQQVTGT--TLQVPGPVAIQQISPGGQQQNQGQPLTSSSIRPRKTSSLSLFFRKVYYLAGVRLRDLCTKLDISDELRKKIWTCFEFSIVQCPELMMDRHLDQLL   888
gi|172072597|ref|NP_005602.3| IPVQGIANENGGITFFPVQVNVGGQAQAVTGSIQPLSAQALAGSLSSQQVTGT--TLQVPGQVAIQQISPGGQQQKQGQSVTSSSNRPRKTSSLSLFFRKVYHLAAVRLRDLCAKLDISDELRKKIWTCFEFSIIQCPELMMDRHLDQLL   892
gi|114662486|ref|XP_523371.2| IPVQGIANENGGITFFPVQVNVGGQAQAVTGSIQPLSAQALAGSLSSQQVTGT--TLQVPGQVAIQQISPGGQQQKQGQSVTSSSNRPRKTSSLSLFFRKVYHLAAVRLRDLCAKLDISDELRKKIWTCFEFSIIQCPELMMDRHLDQLL   892
gi|73949852|ref|XP_535303.2| IPVQGIANENGGITFFPVQVNVGGQAQAVTGSIQPLSAQALAGSLSSQQVTGT--TLQVPGQVAIQQISPGGHQQKQGPPLTGSSIRPRKTSSLSLFFRKVYHLAGVRLRDLCAKLDISDELRKKIWTCFEFSIIQCPELMMDRHLDQLL   891
gi|148225699|ref|NP_001091542.1| IPVQGIANENGGITFFPVQVNVGGQAQAVTGSIQPLSAQALAGSLSSQQVTGT--TLQVPGQVAIQQISPGGPQQKQGLPLTSSSIRPRKTSSLSLFFRKVYHLAGVRLRDLCAKLDISDELRKKIWTCFEFSIIQCPELMMDRHLDQLL   892
gi|118123617|ref|XP_414087.2| IPVQGIANENGGITFFPVQVNVGAQPQAVSGSIQPLSAQALTGTLST-QMSGA--TLQLPGQVTVQHITSGEPRPAQQLTATTAT-RSRKMGSLSLFFRKVYHLASVRLRDLSVKLDISDELRKKVWTCFEYSLMHCPEIMMDRHLDQLL   767
gi|189537876|ref|XP_001922168.1| IPVQGIANESGGITFIPVQVSVTSQAGAT---LPTLSAQTLTGTLTTQQLTTT--PMG-----AVQNNPSPPKQDKKTPQQGTPTKRAQKTGSLCLFFRKVYHLASVRLRDLCAKLDISADLRRKIWTCFEYSLVHCTDLMMDRHLDQLL   757
gi|17508261|ref|NP_491686.1| LMITHEKQLSRQMVQHFSRIEETVIEYFSWKSDSPLWPMVVRCPFAHFQEFGEDWADKLNSYSPIKFTPIKKPDDLRDELGRPIVPQNQTSRTLRIFLKRTYFTAARRLQDLTDRVSMGARAKSQCWSLFDYLLRNDTLIFMDRHLDQIL   801
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gi|31560553|ref|NP_035380.2| MCAIYVMAKVTKEDRSFQNIMRCYRTQPQARSQVYRSVLIKGKR--RNSGSSESRSHQNSPTELNTDRASRDSSPV-MRSNSTLPVPQPSSAPPTPTRLTGASSDVEEEERGDLIQFYNNIYRKQIQAFAMKYSQANSQ---TDTPPLSP  1032
gi|13592041|ref|NP_112356.1| MCAIYVMAKVTKEDKSFQNIMRCYRTQPQARSQVYRSVLIKGKR--RNSGSCENRSHQNSPTELNTDRASRDSSPV-MRSNSTLPVPQPSSAPPTPTRLTGANSDIEEEERGDLIQFYNNIYRKQIQTFAMKYSQANSQ---MDTPPLSP  1032
gi|172072597|ref|NP_005602.3| MCAIYVMAKVTKEDKSFQNIMRCYRTQPQARSQVYRSVLIKGKRKRRNSGSSDSRSHQNSPTELNKDRTSRDSSPV-MRSSSTLPVPQPSSAPPTPTRLTGANSDMEEEERGDLIQFYNNIYIKQIKTFAMKYSQAN-----MDAPPLSP  1036
gi|114662486|ref|XP_523371.2| MCAIYVMAKVTKEDKSFQNIMRCYRTQPQARSQVYRSVLIKGKRKRRNSGSSDGRSHQNSPTELNKDRTSRDSSPV-MRSSSTLPVPQPSSAPPTPTRLTGANSDMEEEERGDLIQFYNNIYIKQIKTFAMKYSQAN-----MDAPPLSP  1036
gi|73949852|ref|XP_535303.2| MCAIYVMAKVTKEDKSFQNIMRCYRTQPQARSQVYRSVLIKGKRKRRNSGSSDSRSHQNSPTELNKDRTSRDSSPV-MRSSSTLPVPQPSSAPPTPTRLTGANSDMEEEERGDLIQFYNNIYIKQIKTFAMKYSQANI----MDAPPLSP  1036
gi|148225699|ref|NP_001091542.1| MCAIYVMAKVTKEDKSFQNIMRCYRTQPQARSQVYRSVLIKGKRRRRNSGSSDSRSHQNSPTELNKDRTSRDSSPV-MRSSSTLPVPQPSSAPPTPTRLTGANSDVEEEERGDLIQFYNNIYIRQMKTFAMKYSQANA----MDAPPLSP  1037
gi|118123617|ref|XP_414087.2| MCAIYVMAKVTKEDRSFQNIMRCYRTQPQAKSHVYRSVLIKGRRRRRQSGSSDSSSQQNSPTGRSKERTSRDSSPV-MRSSSTLPVPHPSSAPPTPTRLTGANSDTEEEERGDLIQFYNSIYIEQIKEFALKYTSSG-----TDTPPLSP   911
gi|189537876|ref|XP_001922168.1| MCAIYVMTKVTKEDKSFQNIMKCYRSQPQASSSVYRSVLISGRK-RRHSGNTENTHRQSSPTEGAQEQASGESSPVSMRSSSTLPIPQPSSAPSTPTRAPGG-PQEQEEERGDLIRFYNHVYIKQIKPFALRYSSNSPKNGQAETPPLCP   905
gi|17508261|ref|NP_491686.1| LCCVFVIMKINESSMLFTEIMAQYRRQSANSLLVYRSVTVFQEQ---------------------------------------LNPENPQAVNTKETILERLEGPQKEKTTVDIIKYYNIEFRDRIKYIIGQIDSASD-----EDLMEMP   907
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gi|31560553|ref|NP_035380.2| YPFVRTGSPRRVQLSQSHPIYISPHNNEAMPSPREKIFYYFSNSPSKRLREINSMIRTGETPTKKRGILLDDGSESPAKRICPENHSALLRRLQDVANDRGSQ-  1135
gi|13592041|ref|NP_112356.1| YPFVRTGSPRRVQLSQSHPIYISPHKNEAMLSPREKIFYYFSNSPSKRLREINSMIRTGETPTKKRGILLDDGSESPAKRICPENHSALLRRLQDVANDRGSH-  1135
gi|172072597|ref|NP_005602.3| YPFVRTGSPRRIQLSQNHPVYISPHKNETMLSPREKIFYYFSNSPSKRLREINSMIRTGETPTKKRGILLEDGSESPAKRICPENHSALLRRLQDVANDRGSH-  1139
gi|114662486|ref|XP_523371.2| YPFVRTGSPRRIQLSQNHPVYISPHKNETMLSPREKIFYYFSNSPSKRLREINSMIRTGETPTKKRGILLEDGSESPAKRICPENHSALLRRLQDVANDRGSH-  1139
gi|73949852|ref|XP_535303.2| YPFVRTGSPRRIQLSQNHPVYISPHKNETMLSPREKIFYYFSNSPSKRLREINSMIRTGETPTKKRGILLEDGSESPAKRICPENHSALLRRLQDVANDRGSH-  1139
gi|148225699|ref|NP_001091542.1| YPFVRTGSPRRIQLSQNHPVYISPHKNEAMLSPREKIFYYFSNSPSKRLREINSMIRTGETPTKKRGILLEDGSESPAKRICPENHSALLRRLQDVANDRGSH-  1140
gi|118123617|ref|XP_414087.2| YPSVRISSPRRVQLSQNHAVYISPHKNVSALSHREKIFYYFSSSPSK--------------------VRLKGLSVSRSKQLESNEVSK----------------   979
gi|189537876|ref|XP_001922168.1| YPSLRIGSPRRVLLSHNHSIYISPHKTGSPISPRDKIFYYVSSSPSHRLREINTMIRTGETPTKKRSIALEEEQQSPAKRLCQENQTALLRRLQDVANDRSSSH  1009
gi|17508261|ref|NP_491686.1| VATESGLMPVRVYLTHKLSIQTLPKTKHGESKQERAIAN------------------------------LEKSGITIAMERSGD--------------------   961
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