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gi|145611046|ref|XP_368561.2| --MNLTASSEKRNMDEEKRRSGDMLGWTHFLSRKSSWVTYGRTATTVTGRCNEEALVGAVLLLYICGTAKGQPRCGLRHNFFILVFLLCWDPKSTVRFLKMLVRSAAGIRSNRTYLLHFQISPR------AIVSDACAS-YSTLERLNSN   141
gi|85113895|ref|XP_964601.1| -------------MKPASR-------------------------------------------------------------LFYLSLFALWSP-------------EAQCKSDES----CAISPK------AIVSDACAS-YSTLEQLNRD    52
gi|19075813|ref|NP_588313.1| ---------MFMWMKIAKG---------------------------------------------------------------LVGLLILYKN-------VCQVLCKSGSSVKSGSPWSIKNDGK------SIIHDTLNSSYSDIENLNSR    65
gi|7657067|ref|NP_056589.1| ---------------MGRA----------------------------------------------------------------WGLLVGL-----LGVVWLLRLGHGEERRPETAAQRCFCQVS------GYLDDCTCD-VETIDKFNNY    59
gi|19924061|ref|NP_612537.1| ---------------MGRA----------------------------------------------------------------WGLLVGL-----LGVVWLLRLGHGEERRPETAAQRCFCQVS------GYLDDCTCD-VETIDKFNNY    59
gi|7657069|ref|NP_055399.1| ---------------MGRG----------------------------------------------------------------WGFLFGL-----LGAVWLLSSGHGEEQPPETAAQRCFCQVS------GYLDDCTCD-VETIDRFNNY    59
gi|114653045|ref|XP_509950.2| ---------------MGRG----------------------------------------------------------------WGFLFGL-----LGAVWLLSLGHGEEQPPETAAQRCFCQVS------GYLDDCTCD-VETIDRFNNY    59
gi|73963815|ref|XP_547813.2| ---------------MGRR----------------------------------------------------------------WGFLVGL-----VGAVWLLGPSHGEQRPPETAAQRCFCQVS------GYLDDCTCD-VETIDRFNNY    59
gi|157074206|ref|NP_001096818.1| ---------------MGRR----------------------------------------------------------------WGFLIGF-----LVAVGLLGLGHGEQQPSETAAQRCFCQVS------GYLDDCTCD-VETIDKFNNY    59
gi|118092359|ref|XP_421473.2| ---------------MAAG----------------------------------------------------------------GALLRALG----FAALLLPALPRGS---PGSAERRCFCQVT------GHLDDCTCD-VETIDAFNNY    57
gi|41054814|ref|NP_956644.1| ----------------MET----------------------------------------------------------------CVLLLGLF----LTSVHVTTA--------GSAAHRCFCQVT------GTLDDCACD-VETIDKFNNK    51
gi|71993035|ref|NP_001021704.1| ---------------MREP----------------------------------------------------------------LLQLIVLS----LIIIVVNTQFE--------SGRLCFCKGF------EAVEPCDCSKPQTIDKLNNH    53
gi|42571127|ref|NP_973637.1| MAETDVGSVKGKEKGSGKR----------------------------------------------------------------WILLIGAIAAVLLAVVVAVFLNTQNSSISEFTGKICNCRQAEQQKYIGIVEDCCCD-YETVNRLNTE    85
gi|50307077|ref|XP_453517.1| -----------MVKVLQLC---------------------------------------------------------------FLSAISLVQALNSTVDQKDEAKVDINTVFDNDSTNFCRMDKT------EAIGATCDVTFHEINEVN-N    69
gi|45187524|ref|NP_983747.1| -------------MQLNKL---------------------------------------------------------------MLGFMLCASALADDGQQAAEP---------HTSANFCKIDKD------QQVGSTCDITFHELNEIN-E    58
gi|6323505|ref|NP_013576.1| -----------MRLRTAIA---------------------------------------------------------------TLCLTAFTSATSNNSYIATDQTQN-----AFNDTHFCKVDRN------DHVSPSCNVTFNELNAIN-E    64
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gi|145611046|ref|XP_368561.2| LKPAIDDVTRSTDFFSHYRLNLFNKKCPFWNDEGGMCGNIACAVETLDNEEDIPEVWRAS----ELGKLEGPLVEHPNKKAQREQPEKPLRGKLGEDVGESCVVEYDDECDERDYCVPEDESASAKGDYVSLLRNPERFTGYAGAGAAQV   287
gi|85113895|ref|XP_964601.1| IKPALEDLTRTTDFFSHYRLNLFNKECPFWNDENGMCGNIACAVETLDNEEDIPEVWRAK----ELGKLEGPRAKHPGKSVQKEEPKRPLQGKLGEDVGESCVVEYDDECDDRDYCVPDDEGASSKGDYVSLLRNPERFTGYAGDGAKQV   198
gi|19075813|ref|NP_588313.1| VSPLLFDLTEKSDYMRFYRLNLFNKECRYNLDDNVACGSSACNVLVTD-EQDVPEVWSSK----SLGKLEGFMPELSRQIVETDRS----VMEHVDKISQSCLLERLDD-EAHQYCYVDNELDSG-CVYVSLLENPERFTGYSGPHSTRI   204
gi|7657067|ref|NP_056589.1| RLFPRLQKLLESDYFRYYKVNLK-KPCPFWNDIN-QCGRRDCAVKPCHSDEVPDGIKS------ASYKYSEEAN-RIEECEQAER-LGAVDESLSEETQKAVLQWTKHDD-SSDSFCEIDDIQSPDAEYVDLLLNPERYTGYKGPDAWRI   198
gi|19924061|ref|NP_612537.1| RLFPRLQKLLESDYFRYYKVNLR-KPCPFWNDIN-QCGRRDCAVKPCHSDEVPDGIKS------ASYKYSKEAN-LLEECEQAER-LGAVDESLSEETQKAVLQWTKHDD-SSDSFCEVDDIQSPDAEYVDLLLNPERYTGYKGPDAWRI   198
gi|7657069|ref|NP_055399.1| RLFPRLQKLLESDYFRYYKVNLK-RPCPFWNDIS-QCGRRDCAVKPCQSDEVPDGIKS------ASYKYSEEANNLIEECEQAER-LGAVDESLSEETQKAVLQWTKHDD-SSDNFCEADDIQSPEAEYVDLLLNPERYTGYKGPDAWKI   199
gi|114653045|ref|XP_509950.2| RLFPRLQKLLESDYFRYYKVNLK-RPCPFWNDIS-QCGRRDCAVKPCQSDEVPDGIKS------ASYKYSEEANNLIEECEQAER-LGAVDESLSEETQKAVLQWTKHDD-SSDNFCEADDIQSPEAEYVDLLLNPERYTGYKGPDAWKI   199
gi|73963815|ref|XP_547813.2| RLFPRLQKLLESDYFRYYKVNLK-RPCPFWNDIS-QCGRRDCAVKPCQSDEVPDGIKS------ASYKYSEVANNLIEECEQAER-LGAVDESLSEETQKAVLQWTKHDD-SSDNFCEADDIQSPDAEYVDLLLNPERYTGYKGPDAWKI   199
gi|157074206|ref|NP_001096818.1| RLFPRLQKLLESDYFRYYKVNLK-RPCPFWNDIN-QCGRRDCAVKPCHSDEVPDGIKS------ASYKYSEEANNLIEECEQAER-LGAVDESLSEETQKAVLQWTKHDD-SSDNFCEVDDIQSPDAEYVDLLLNPERYTGYKGPDAWKI   199
gi|118092359|ref|XP_421473.2| KLFPRLNQLLESDYFRYYKVNLK-KPCPFWNDNS-HCGIRDCAVKPCPSDEVPDGIRS------AGYKYSEEANSHAEECEEANR-LGAVDESLSKETQQAVLQWTWHDD-SSDSFCEADDIHSPDAEYVDLLLNPERYTGYKGPDAWKI   197
gi|41054814|ref|NP_956644.1| DIFPKLQKLLSSDYFRFYKVNLN-NGCPFWTDHS-QCGLKYCAVKPCSPDEVPEGLKS------SSYKYSEKASHDTEECEKAEK-LGAVNGSLSDETRQALEEWKKYDD-ESDRFCMLDDEDSPESQYVDLLLNPERFTGYKGAEAWRI   191
gi|71993035|ref|NP_001021704.1| RIYEKVQKLLKKDFFRFYKVNMD-KTCPFWADDR-QCGTNQCGIAFCD-DEVPAGLRRRNAVNMEAAAVKEEEDDDAEKCADAGNNIDPMDRTLHDDEKRQLDAMDHHDDGLEDKFCEIEDDESDGMHYVDLSKNPERYTGYAGKSPQRV   200
gi|42571127|ref|NP_973637.1| VLNPLLQDLVKTPFYRYFKVKLW-CDCPFWPDDG-MCRLRDCSVCECPESEFPEVFKK-------------PLSQYNPVCQEGKP-QATVDRTLDT---RAFRGWTVTDN----PWTSDDETDNDEMTYVNLRLNPERYTGYIGPSARRI   212
gi|50307077|ref|XP_453517.1| NIRPQLLSLVQSDFFKYFKLDLY-KECPFWSDNNGYCVNRACAVDVVEDWDSLPEYWQP-----------EILGNIENATTDIT---DDECSFLDELCDKPRFEAEKD-----IEYCDTNDFNSQHSVLVDLTANPERFTGYGGEQSSQI   199
gi|45187524|ref|NP_983747.1| QIRPQLARLVKTDFFRYFKLDLY-KECPFWSDNNGYCVNRACAVDVVDDWESVPDIWQP-----------EVLGGLDEDSVKSEGGESDECSFLNELCGRRREFARPEPL--SIDYCDVTDFTNKDSVLVDLVANPERFTGYGGEQSAHI   194
gi|6323505|ref|NP_013576.1| NIRDDLSALLKSDFFKYFRLDLY-KQCSFWDANDGLCLNRACSVDVVEDWDTLPEYWQP-----------EILGSFNNDTMKEADDSDDECKFLDQLCQTSKKPVDIED---TINYCDVNDFNGKNAVLIDLTANPERFTGYGGKQAGQI   199
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gi|145611046|ref|XP_368561.2| WDAIYRENCFSRSSFPNAPKPPPSALGGGLSSNSKNPAAMDFRSVLEAAGRQQVLQERRAEEPNTPFVAKTGLESEDECLEKRVFYRVISGMHASISTHLCWD----------FLNQTTGQWQPNLACYENRLHR------FPERISNLY   421
gi|85113895|ref|XP_964601.1| WDAIYRENCFQKSSFPKS-----ASLG-DTYSVPKNPAAQDFRAVMQAAGRQHMLEQQREQNPLVPFVTKTGLESEDECLEKRVFYKIVSGMHASISTHLCWD----------FLNQTTGQWQPNLSCYINRLHK------FPERISNLY   326
gi|19075813|ref|NP_588313.1| WEMIYNQ-CLPDSS----------------------APTIDFPALFMQG---------PLAPPPKPQEQLLKERMDAWTLEQRVFYRVLSGMHSSISTHLCHG----------YLNQRNGVWGPNLQCFQEKVLN------YPERLENLY   306
gi|7657067|ref|NP_056589.1| WSVIYEENCFKPQTIQR----------------------------------------PLASGRGKSKENTFYNWLEGLCVEKRAFYRLISGLHASINVHLSAR------YLLQDTWLEK-KWGHNVTEFQQRFDGILTEGEGPRRLRNLY   301
gi|19924061|ref|NP_612537.1| WSVIYEENCFKPQTIQR----------------------------------------PLASGQGKHKENTFYSWLEGLCVEKRAFYRLISGLHASINVHLSAR------YLLQDNWLEK-KWGHNVTEFQQRFDGVLTEGEGPRRLKNLY   301
gi|7657069|ref|NP_055399.1| WNVIYEENCFKPQTIKRP-------------------------------------LNPLASGQGTSEENTFYSWLEGLCVEKRAFYRLISGLHASINVHLSAR------YLLQETWLEK-KWGHNITEFQQRFDGILTEGEGPRRLKNLY   305
gi|114653045|ref|XP_509950.2| WNVIYEENCFKPQTIKRP-------------------------------------LNPLASGQGKSEENTFYSWLEGLCVEKRAFYRLISGLHASINVHLSAR------YLLQETWLEK-KWGHNITEFQQRFDGILTEGEGPRRLKNLY   305
gi|73963815|ref|XP_547813.2| WNVIYEENCFKPQTIKRP-------------------------------------LNPLASGQGKSEENTFYSWLEGLCVEKRAFYRLISGLHASINVHLSAR------YLLQETWLEK-KWGHNITEFQQRFDGILTEGEGPRRLKNLY   305
gi|157074206|ref|NP_001096818.1| WNVIYEENCFKPQTIKRP-------------------------------------LNPLASGQGKSEENTFYSWLEGLCVEKRAFYRLISGLHASINVHLSAR------YLLQDTWLEK-KWGHNITEFQQRFDGILTEGEGPRRLKNLY   305
gi|118092359|ref|XP_421473.2| WNSIYEENCFKPQNVKR----------------------------------------PLTSGRGDDGGQMFYKWLKGVCVEKRAFYRLISGLHASINIHLSAR------YLLQDTWSEK-KWGPNVTEFQQRFDEVVTRGEGPRRLKNLY   300
gi|41054814|ref|NP_956644.1| WNSIYEENCFKPYSVNRP-------------------------------------LNPLASNSGDD-GQGFYRWLEGLCVEKRAFFRLISGLHASINIHLSAR------YLLDENWFEM-KWGHNVSEFQQRFDEDLTKGEGPKRLRNLY   296
gi|71993035|ref|NP_001021704.1| WKSIYEENCFKPD--------------------------------------------PKFDKNFLTNPSNF-----GMCLEKRVFYRLISGLHSAITISIAAYNYKPPPPSLGQFGSQMGTWFRNTEMFAGRFGTKWS-WEGPQRLRNVY   300
gi|42571127|ref|NP_973637.1| WEAIYSENCPKHTS-------------------------------------------------------------EGSCQEEKILYKLVSGLHSSISVHIASD-------YLLDEATNL--WGQNLTLLYDRVL------RYPDRVQNLY   286
gi|50307077|ref|XP_453517.1| WSSIYKENCFSLGD-------------------------------------------------------------ENQCLAKDAFYRLISGLHASIGTHLSNE----------HLNTETGKWEPNLELFMTRVGN------FPDRVSNIY   272
gi|45187524|ref|NP_983747.1| WSAIYKENCFTLGE-------------------------------------------------------------QGFCLAKDVFYRLISGLHASIATHLSND----------YLDTKTGKWGPNLELFMARVGN------HPDRVANIY   267
gi|6323505|ref|NP_013576.1| WSTIYQDNCFTIGE-------------------------------------------------------------TGESLAKDAFYRLVSGFHASIGTHLSKE----------YLNTKTGKWEPNLDLFMARIGN------FPDRVTNMY   272
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gi|145611046|ref|XP_368561.2| FNYALVTRAIAKLGPHLSG---YTFCTGDRDQDAATRSKVLAVTQGAAS--VP-QTLDESLMFKNGE--GPSLKEDFRNRFRNVSRLMDCVGCDKCRLWGKLQTAGYGTALKVLFEFDN------VKNGGEIPLVLKRTELVALFNTYAR   557
gi|85113895|ref|XP_964601.1| FNYALLTRAVAKLGPYLSSHEEYTFCTGDPAQDADTRAKVLAVTSKAANT-VPGPVFDESIMFKNGE--GPSLKEDFRNRFRNISRLMDCVGCDKCRLWGKLQTAGYGTALKVLFEFANNDTSATSSETDEIPFKLKRTELVALFNTYAR   473
gi|19075813|ref|NP_588313.1| FAYALMQRAIDKLYGHLDS---LTFCHDSVLQDSEVRQKIAGLVSLIHN---SPKMFDETMLFAGDPSISTALKEDFREHFKTVSALMDCVGCERCRLWGKIQTNGFGTALKILFEVSNIEDEVTNFDSRSFSLRLRRSEIVALINTFDR   450
gi|7657067|ref|NP_056589.1| FLYLIELRALSKVLPFFERPD-FQLFTGNKVQDAENKALLLEILHEIKS---FPLHFDENSFFAGDKNEAHKLKEDFRLHFRNISRIMDCVGCFKCRLWGKLQTQGLGTALKILFSEKLIANMPESGPS--YEFQLTRQEIVSLFNAFGR   445
gi|19924061|ref|NP_612537.1| FLYLIELRALSKVLPFFERPD-FQLFTGNKVQDVENKELLLEILHEVKS---FPLHFDENSFFAGDKHEAHKLKEDFRLHFRNISRIMDCVGCFKCRLWGKLQTQGLGTALKILFSEKLIANMPESGPS--YEFQLTRQEIVSLFNAFGR   445
gi|7657069|ref|NP_055399.1| FLYLIELRALSKVLPFFERPD-FQLFTGNKIQDEENKMLLLEILHEIKS---FPLHFDENSFFAGDKKEAHKLKEDFRLHFRNISRIMDCVGCFKCRLWGKLQTQGLGTALKILFSEKLIANMPESGPS--YEFHLTRQEIVSLFNAFGR   449
gi|114653045|ref|XP_509950.2| FLYLIELRALSKVLPFFERPD-FQLFTGNKIQDEENKMLLLEILHEIKS---FPLHFDENSFFAGDKKEAHKLKEDFRLHFRNISRIMDCVGCFKCRLWGKLQTQGLGTALKILFSEKLIANMPESGPS--YEFHLTRQEIVSLFNAFGR   449
gi|73963815|ref|XP_547813.2| FLYLIELRALSKVVPFFERPD-FQLFTGNKVHDAENKMLLLEILHEIKS---FPLHFDENSFFAGDKKEANKLKEDFRLHFRNISRIMDCVGCFKCRLWGKLQIQGLGTALKILFSEKLIANMPESGPS--YEFHLTRQEIVSLFNAFGR   449
gi|157074206|ref|NP_001096818.1| FLYLIELRALSKVVPFFERPD-FQLFTGNKDQDAENKMLLLEILHEIKS---FPLHFDENSFFAGNKKEANKLKEDFRLHFRNISRIMDCVGCLKCRLWGKLQTQGLGTALKILFSEKLIANMPESGPS--YEFHLTRQEIVSLFNAFGR   449
gi|118092359|ref|XP_421473.2| FLYLIELRALSKVLPFFERPG-FQLYTGNQSHDAEIKNLLLEVLHLAKS---FPLHFDENSFFAGNKKEAAKLKEEVRLHFKNISKIMDCVGCFKCRLWGKLQTQGLGTALKILFSENLIEKIPESGPS--YGFQLTRQEIVALFNAFGR   444
gi|41054814|ref|NP_956644.1| FLYLIELRALAKILPYFERST-FQLYTGQDTQDDQNKKLLLELLHVAKS---FPLHFDETALFAGNNKEAMKLKEDFKLTFKNISRIMDCVECFKCRLWGKLQTQGLGTALKILFSERQIEAMPNKQHQ--SIISAQSAGNCVFVQRFRK   440
gi|71993035|ref|NP_001021704.1| FIYLLELRALLKAAPYLQN---ELFYTGNDVEDAETRKAVEDLLEEIRA---YPNHFDESEMFTGVESHARALREEFRSHFVNISRIMDCVECDKCRLWGKVQTHGMGTALKILFSD--LPHSHYKQDS--SKFQLTRNEVVALLQSFGR   440
gi|42571127|ref|NP_973637.1| FTFLFVLRAVTKVKDYLGEA---EYETGNVIEDLKTKSLVKQVVSDPKTKAACPVPFDEAKLWKG--QRGPELKQQLEKQFRNISAIMDCVGCEKCRLWGKLQILGLGTALKILFTVNGEDNLPIFVVL--FQLELQRNEVIALMNLLHR   429
gi|50307077|ref|XP_453517.1| FNFAVVAKALWKIRPYMNELG---FCN---AYNEDVKGMIDGVVSQLNS-----KVFNEDLLFHDEVS--GQLKDDFRIRFKNVTKIMDCVQCDRCRLWGKVQTTGYATSLKILFEMDNDDDVARQHVVD----KLTKYELIALFNTFDR   405
gi|45187524|ref|NP_983747.1| FNFAVVAKALWKIQPYLERVE---FCN---VYDTNVKDMISNVVSRLDS-----RVFNEDLLFQDDIS--MRMKDDFRRRFKNVTKIMDCVHCDRCRMWGKVQTTGYATSLKILFEMDAGDEKARQRVVD----KLTKYELIGLFNTFDR   400
gi|6323505|ref|NP_013576.1| FNYAVVAKALWKIQPYLPEFS---FCD---LVNKEIKNKMDNVISQLDT-----KIFNEDLVFANDLS--LTLKDEFRSRFKNVTKIMDCVQCDRCRLWGKIQTTGYATALKILFEINDADEFTKQHIVG----KLTKYELIALLQTFGR   405
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gi|145611046|ref|XP_368561.2| ------------------LSSSLTALGKFRQMIEEREGSKSVQDREQ--KPDESESASAQSIPDRARKPHRVMD---------------------------------------------DGDNETEEDIPRYK-EPEN------------   629
gi|85113895|ref|XP_964601.1| ------------------LSSSLDAIQKFRAMVEESEEGQQPQSHEQ--IEG-SENSGAHHIPDRAKKPRHVIVPTPDAADHAEASDTNTATTAVDEAKAAGVTPAPKVEHQQQVEVDNNDDDDDDDEFHEFQRQPQQPDTDPNFVYKKR   602
gi|19075813|ref|NP_588313.1| ------------------LSRSINFVDDFKQIYSEQHKPASFKRRVLRRIKQLLFSVTPVALHPFLQKTSSILVD---------------------------------------------------------------------------   507
gi|7657067|ref|NP_056589.1| ------------------ISTSVRELENFRHLLQNVH-----------------------------------------------------------------------------------------------------------------   464
gi|19924061|ref|NP_612537.1| ------------------ISTSVRELENFRHLLQNVH-----------------------------------------------------------------------------------------------------------------   464
gi|7657069|ref|NP_055399.1| ------------------ISTSVKELENFRNLLQNIH-----------------------------------------------------------------------------------------------------------------   468
gi|114653045|ref|XP_509950.2| ------------------ISTSVKELENFRNLLQNIH-----------------------------------------------------------------------------------------------------------------   468
gi|73963815|ref|XP_547813.2| ------------------ISTSVKELENFRNLLQNIH-----------------------------------------------------------------------------------------------------------------   468
gi|157074206|ref|NP_001096818.1| ------------------ISTSVKELENFRNLLQNIH-----------------------------------------------------------------------------------------------------------------   468
gi|118092359|ref|XP_421473.2| ------------------ISTSVRELENFRAILRTMR-----------------------------------------------------------------------------------------------------------------   463
gi|41054814|ref|NP_956644.1| NLHKCQRVEELQIVVVETQTVTVKMFQERATVQTDMHKHMTFPMFGYIQ-----------------------------------------------------------------------------------------------------   489
gi|71993035|ref|NP_001021704.1| ------------------YSSSILEVDNFREDMYPGESVMNTAADGPPRKSNKIDL----------------------------------------------------------------------------------------------   478
gi|42571127|ref|NP_973637.1| ------------------LSESVKYVHDMSPAAERIAGGHASSGNSFWQRIVTSIAQSKGKKALKNL-----------------------------------------------------------------------------------   478
gi|50307077|ref|XP_453517.1| ------------------LSKSVEAVNRFEEMYNYQLKSPGEKLASFFQLDNFFKV---LNDKF--NSANHSSQEK---------------------------------------ESVSNVEKKVNEFNDLKMPEKKKETHTEVREQASG   493
gi|45187524|ref|NP_983747.1| ------------------ISKSVNAINNFERMYHSQMETNTSSIAAFFQN-NFFRLGFTETEDQ--ETSNATADMP---------------------------------------LPEDSASDNEPYFADLKIPARRSKKQTKE-ESTS-   488
gi|6323505|ref|NP_013576.1| ------------------LSESIESVNMFEKMYGKRLNGSENRLSSFFQN-NFFNILKEAGKSIRYTIENINSTKE---------------------------------------GKKKTNNSQSHVFDDLKMP--KAEIVPRPSNGTVN   495
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gi|85113895|ref|XP_964601.1| TLKDDFENEFRAVFAAFKLVIRSYLNLPALIYEITITELKRFWQFYVGLPVMPRTWEFRRPSLDEL---   668
gi|19075813|ref|NP_588313.1| -LYFDFKAEWDNVMLGFRYVFASYLRFPRLFKFVLFSQESPFLNWTSHHLQRYIPKNWFPEVASV----   571
gi|7657067|ref|NP_056589.1| ---------------------------------------------------------------------   464
gi|19924061|ref|NP_612537.1| ---------------------------------------------------------------------   464
gi|7657069|ref|NP_055399.1| ---------------------------------------------------------------------   468
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gi|73963815|ref|XP_547813.2| ---------------------------------------------------------------------   468
gi|157074206|ref|NP_001096818.1| ---------------------------------------------------------------------   468
gi|118092359|ref|XP_421473.2| ---------------------------------------------------------------------   463
gi|41054814|ref|NP_956644.1| ---------------------------------------------------------------------   489
gi|71993035|ref|NP_001021704.1| ---------------------------------------------------------------------   478
gi|42571127|ref|NP_973637.1| ---------------------------------------------------------------------   478
gi|50307077|ref|XP_453517.1| VFKEAWDVEWKNFKQALRFIVTSYTDLPSTVSKYTVLKLNKLWNKFIGVPNYLEEGEELEYPSYNYEE-   561
gi|45187524|ref|NP_983747.1| ----ALQQELQGVYHALQFIWNSYVNLPRNLLILVLDVANTWFNNFIGVPTQIN---ILGDDASD----   546
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