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gi|114653974|ref|XP_001158381.1| MIKCLSVEVQAKLRSGLAISSLGQCVEELALNSIDAEAKCVAVRVNMETFQVQVIDNGFGMGSDDVEKVGNRYFTSKCHSVQDLENPRFYGFRGEALANIADMASAVEISSKKNRTMKTFVKLFQSGKALKACEADVTRASAGTTVTVYN   150
gi|73963657|ref|XP_537511.2| MIECLSVEVQARLRSGLAICSLGQCVEELVLNSIDAEAKCVAVRVNMETFQVQVIDNGFGMGSDDIDKVGNRYFTSKCNSIQDLENPRFYGFRGEALASIADMASAVEISSKKNRTMKTFVKLFQNGKALKACEANLTRPSAGTTVTVYN   150
gi|124249062|ref|NP_780546.1| MIRCLSDDVKTKLRSGLAISSLGQCVEELTLNSIDAEATCVAIRVNMETFQVQVIDNGLGMAGDDVEKVGNRYFTSKCHSVRDLENPAFYGFRGEALASIADMAGAVEISSKKNTTLKTFVKMFQNGKALATHEADLTRPSVGTTVTVYN   150
gi|109478479|ref|XP_234420.4| MIRCLSDEVQAKLRSGLALSSLGQCVEELTLNSIDAEATCVAIRVNMETFQVQVIDNGLGMAGDDVEKVGNRYFTSKCHSVRDLENPTFYGFRGEALASIADMASAVEISSKKSTTLKTFVKMFQNGKALAAREADLTRPSVGTTVTVYN   150
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gi|114653974|ref|XP_001158381.1| LFYQLPVRRKCMDPRLEFEKVRQRIEALSLMHPSISFSLRNDVSGSMVLQLPKTKDVCSRFCQIYGLGKSQKLREISFKYKEFELSGYISSEAHYNKNMQFLFVNKRLVLRTKLHKLIDFLLRKESIICKPKNGPTSRQMNSSLRHRSTP   300
gi|73963657|ref|XP_537511.2| LFYQLPVRRKCMDPRLEFEKVRQRIEALSLMHPSISFSLRNDVSGSMVLQVPKTKDVCSRFCQIYGLGKSQKLREIKFKYKEFELSGYISSEAHYNKNMQFLFVNKRLVLRTKLHKFIDFLLRRESIICKPKNGSSSRQVNSSPRHRANP   300
gi|124249062|ref|NP_780546.1| LFYQFPVRRKSMDPRLEFEKVRQRVEALSLMHPSISFSLRNDVSGSMVLQLPKTKDICSRFCQIYGLGKSQKLREIRFKYKEFEFSGYISSEAHYNKNMQFLFVNRRLVLRTKLHKLIDFLLRKESIICRPKNGSASRQMNSSPRHRSAS   300
gi|109478479|ref|XP_234420.4| LFYQFPVRRKSMDPRLEFEKVRQRVEALSLMHPSISFSLRNDVSGSMILQLPKTKDICSRFCQIYGLGKSQKLREIHYKYKEFEFNGYISSEAHYNKNMQFLFVNRRLVLRTKLHKLIDFLLRKESIICRPKNGSASRQMNSSPRHRSAS   300
gi|292627044|ref|XP_696739.3| LFHNMPVRRKRMDPVLETERIRQRVEAISLMHPSVSFTVKKENSAHMMVQLSKTSSTYYRFVQIHGLNRAQKLGEVNYEHEQFQITGHIGREGHYNNSLQFLFVNERLLLKTRIHKTLNCLLKRVSGAARQNNSPTSYPVTSSPKQKGGY   300
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                  :*:******::* :.***:*:****:****:.**.:*.*::*.:* **.:*:*. **.                                                            * .*                            
gi|91992162|ref|NP_001035197.1| ELYGIYVINVQCQFCEYDVCMEPAKTLIEFQNWDTLLFCIQEGVKMFLKQEKLFVELSGEDIKEFSEDNGFSLFDATLQKRVTSDERS---NFQEACNNILDSYEMFNLQSKAVKRKTTAEN-VNTQSSRDSEATRKNTNDAFLYIYESG   450
gi|114653974|ref|XP_001158381.1| ELYGIYVINVQCQFCEYDVCMEPAKTLIEFQNWDTLLFCIQEGVKMFLKQEKLFVELSGEDIKEFSEDNGFSLFDATLQKRMTSDERS---NFQEACNNILDSYEMFNLQSKAVKRKTTAEN-VNTQNSRDSEGTRKNTNDAFLYIYESG   450
gi|73963657|ref|XP_537511.2| ELHGIYVINMQCQFCEYDVCMEPAKTLIEFQDWDTVLVCIQEAVKMFLKKEKLFMELSGEDIKEFSEDNDFSLFSATLQKHVPSDEKGDQVNFQEACNSISDSYEMFNIQSKAVKRKATIENRRNTENSRDLEGIRKKTNDSFLYNYESV   450
gi|124249062|ref|NP_780546.1| ELHGIYVINVQCPFCEYDVCIEPAKTLIEFQSWDTVLICIQEGVKRFLKQEKLFVELSGEDIKEFNEDNGFSLFGTTLQTHVSTHEKCDQSSFREACNKILDSYEMFNLQSKAVKRIATLEN-KTRQNPGDSETIRKKTVGSL-YTDASD   450
gi|109478479|ref|XP_234420.4| ELHGIYVINVQCPFCEYDVCIEPAKTLIEFQNWDTVLICVQEGIKKFLKQEKLFVELSSEDIKEFNEDNGFSLIGTTLQTQS-THEKCDQSSFQEACNNILDSYEMFNLQSKAVKRIATLEN-RTTQNSGDSGAIRKKTEDS--YTYESD   450
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gi|91992162|ref|NP_001035197.1| GPGHSKMTEPSLQNKD-SSCSESKMLEQETIVASEAGENEKHKKSFLEHSSLENPCGTSLEMFLSPFQTPCHFEESGQDLEIWKESTTVNGMAANILKNNRIQNQPKRFKDATEVGCQPLPFATTLWGVHSAQTEKEK-KKESSNCGRRN   600
gi|114653974|ref|XP_001158381.1| GPGHSKMTEPSLQNKD-SSCSESKMLEQETIVASEAGENEKHKKSCLEHSSLENPCGTSLEMFLSPFQTPCHFEESGEDLEIWKESTTVNGMAANILKNNSIQNQPKRFKDATEVGCQPLPFATTLWGVHSAQTEKEK-KKESSNCGRRN   600
gi|73963657|ref|XP_537511.2| DPSHSKVMESSLQTKD-SSCSESGILEQQTAEVSESGENEKHKKLCLELNSSENLSRIHSEMFASPFQTSYCFEKSGDDLEIQNTNTIVNGMAASILKNNGIRNQLERFKVATEMGCQSLPFATTLLRLHGAQREEEK-KKQPSNCGRTN   600
gi|124249062|ref|NP_780546.1| GPCYSKSVESVLQDSNNSAYLEPRVSEEEVAKTSHSGENEKWKKSFLENKTSGRIHETSPKMFSSPIQMHHLLEEREADLEMQTISSTVNVMAANIPQNNDIPSQLEKWKDAPEVGCQPLPFETTLLRVRGTQRKKERRKKEPSSRGRVN   600
gi|109478479|ref|XP_234420.4| DLGHRKTVESALYNSD-SAYLGSRMSEEDIAKTSHAGENEKWKKSLLENRTSERPHETSPKMFSSPIQTHHPLEESEADLEIEMKSSTVNVMAANIPPNSEIQSQLEQLEDAPEVECQPLPFETTLLRAQGTLKKKER-KKELSSHGRVN   600
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gi|91992162|ref|NP_001035197.1| VFSYGRVKLCSTGFITHVVQNEKTKSTETEHSFKNYVRPGPTRAQETFGNRTRHSVETPDIKDLASTLSKESGQLPNKKNCRTNISYGLENEPTATYTMFSAFQEGSKKSQTDCILSDTSPSFPWYRHVSNDSRKTDKLIGFSKPIVRKK   750
gi|114653974|ref|XP_001158381.1| VFSYGRVKLCSTGFITHVVQNEKTKSTETEHSFKNYVRPGPTRAQETFGNRTRHSVEIPDIKDLASTLSKESGQLPNKKNCRTNISYGLEDEPTATYTMFSAFQEGSKKS--DCILSDTSPSFPWYRHVSNDSRKTDKLIGFSKPIVRKK   750
gi|73963657|ref|XP_537511.2| VFSYGQVKLCSTGFITHVVQNEQTKSTEREYLLKNCIQPGPMSARETFLNRACHSLQTPEIKDRTSTLNKKFAQLSNKKLCRTNIRYGVENKPIATYKNVSISQESSKNSQIDCLLPDTS-SSPWCTHISNGSKKIDKLICSSKPITHKK   750
gi|124249062|ref|NP_780546.1| VFSYGQVKLCSTGFITHVVQSEHAKSTETEHSFKNYARPGPVSAQETFGKRTHHAIETPDSSDLTSTLSKESSQPPNKRFCRTNTGYGTENKPVATDDNLALFQESCKESHTDRLLPDAS-SFPWCRYVSDGCRKIDK-RGSFKQVVRRK   750
gi|109478479|ref|XP_234420.4| VFSYGQVKLCSTGFITHVVQREPAKSPETEQLFKNYARPGPVSAQEAFGNRTHHASETPDSSSLTSTLSKESTQPPHKRFCRTNTGYGTENKPVATDDNLALFQGSRKESHTDCFLPDTT-SFPWCRNVSGGYKKKGK-VGSFKHVVRRK   750
gi|292627044|ref|XP_696739.3| ----DENAVCSN--ISHTDS--------------------PLAVNKNVMGSKSHKISLPEAQDSLQKFYTPNKTSPKKR--RMPLNDTEEEK-------HVFYGGPSK---------------------------------TFKATPPRK   750
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gi|91992162|ref|NP_001035197.1| LSLSSQLGSLEKFKRQYGKVENPLDTEVEESN--GVTTNLSLQVEPDILLKDKNRLENSDVCKITTMEHSDSDSSCQPASHILNSEKFPFSKDEDCLEQQMPSLRESPMTLKELSLFNRKPLDLEK-SSESLASKLSRLKGSERETQTMG   900
gi|114653974|ref|XP_001158381.1| LSLSSQLGSLEKFKRQYGKVENPLDTEVEESN--GVTTNLSLQVEPDILLKDKNRLENSDVCKITTMEHSDADSSCQPASHTLDSEKFPFSKDEDCLEQQMPSLRESPMTLKELSLFNRKPLDLEK-SSESLASKLSRLKGSERETQTMG   900
gi|73963657|ref|XP_537511.2| LSLGSQLGSLEKFKRQYGKVKNPLNIEVVENNNFEISTSLSPQVEPGIPWKDQNHLDNSDIYKVATMKY-DSNNSCQPVSHMLYPKKFPFSNEEDCLEQQMPCLRESPITLEELSHFSRKPLDVKQ-SPKSLASKLSRMKGCEGETQAVE   900
gi|124249062|ref|NP_780546.1| LSLRSQVGSLEKFKRQYGKVSSSLDTEKDNNT--EVRTHLDPQNEPDVLLKDKSHLDMSDGCEITTVEH---SETCQPLSPILYPEKILFSKED--RLEQMPHLRESPITLEELSHCNRK-ADVEK-SAASLASKLSKLKDSEKEMQTVG   900
gi|109478479|ref|XP_234420.4| LSLRSQIGSLEKFKRQYGKVNNSLAAEEDNDT--DFRTHLEPHNEPDVLLKDKSLSDMSDGGEITPSEH---SDGCQPLRPILYPET--LSKED--RLEQRPSLRESPITLAELLHGNRKPSEVKK-STEALASKLSRLKDSEKEMQTME   900
gi|292627044|ref|XP_696739.3| LTLSFETGSLDKFKRLFGKEAEKKQPSTEKTS-------LLNPNPNDRFVGSTSCLDD----------------------------------------LHHPVLRNS--SGHPTTHRSTESSSLNKKNKISLAAKCSYLK----------   900
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gi|114653974|ref|XP_001158381.1| MMSRFNELPNSDSSRKDSKLCSVLTQDYCMLFNNKHEKTENGVIPTSDSATQDNSFNKNSKTHSNSNTTENCVVSETPLVLPYNNSKVTGKDSDVLIRASEQQIGSLDSPSGMLMNPVEDATGDQNGICFQSEESKARACSETEESNTCC  1050
gi|73963657|ref|XP_537511.2| MMSHFDELPQSDSSRKDHDLCSGLTLDSCELTKNKYEKTESDIIPVLDSVTQDNSFNKDSETSSNKSTTENSVIPETPLVLPCDRSKDVSKDSDVLI-ASEPQIGSPDSPNRMSVSHVEVSTADQNGTCFQSEESIARTCSVDEESSTCS  1050
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gi|73963657|ref|XP_537511.2| LDWQQHFDVALGRMVYINKITGLSTFTAP-TEDVRATCTKDLTTIAVDVLHENGT---------------------------QYRCHPFRSDLILPFLPRAREERTMMRQ-NRDTVDDTVGKESLQSLFSEWENPVFARYPEVAVDVSSG  1200
gi|124249062|ref|NP_780546.1| MDWQQHFDVTLGRMVYINRMTGLSTFVAP-TDDLHTACTKDLTTVAVDVLLGN----------------------------------------------------------DAVDAAAAAVSEPLQSLFSEWSNPVFARYPEVAVDVSSG  1200
gi|109478479|ref|XP_234420.4| MDWQQHFDVTLGRTVYINRMTGLSTFVAP-TDDIQTPCTKDLTTVAVDVLLGNGV---------------------------QYRCHPFRSDLVLPFLPRAQEERTRRRH-NRDAVDAAAVSEPLQSLFSEWSNPVFARYPEVAVDVSSG  1200
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gi|114653974|ref|XP_001158381.1| QAESLAVKIHNILYPYRFTKGMIHSMQVLQQVDNKFIACLMSTK---TEENGEAGGNLLVLVDQHAAHERIRLEQLIIDSYEKQQAQGSGRKKLLSSTLIPPLEITVTEEQRRLLWCYHKNLEDLGLEFAFPDTSDSLVLVGKVPLCFVE  1350
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gi|109478479|ref|XP_234420.4| QAGSLAVKIHNVLYPYRFTKEMIHSVQVLQQVDNKFIACLMSSR---TDGSGQ------------------------ADSYEKQAPQSAGRKKLLSSTIIPPLAITVSEEQRRLLRSYHKHLEDLGLELLFPDASDSSILVGKVPLCFVE  1350
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