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gi|31543330|ref|NP_032736.2| ----------------------MAHLLKTVVAGCSCPFLSNLGS----------------------SKVLPGKRDFVR----------MLRTH----QALWCKSPVKPGIPYKQLTVGVPKEIFQNEKRVALSPAGVQALVKQGFN-VVV    91
gi|61557127|ref|NP_001013175.1| ----------------------MAHLLKTVVTGCLCPSVSNLGS----------------------CKVLPGKKDFLR----------TFRTH----QALWCKSPAKPGIPYKQLTVGVPKEIFQNEKRVALSPAGVQALVKQGFN-VVV    91
gi|122939153|ref|NP_892022.2| ----------------------MANLLKTVVTGCSCPLLSNLGS----------------------CKGLRVKKDFLR----------TFYTH----QELWCKAPVKPGIPYKQLTVGVPKEIFQNEKRVALSPAGVQNLVKQGFN-VVV    91
gi|114600390|ref|XP_001134902.1| ----------------------MANLLKTVVTGCSCPLLSNLGS----------------------CKGLRVKKDFLR----------TFYTH----QELWCKAPVKPGIPYKQLTVGVPKEIFQNEKRVALSPAGVQNLVKQGFN-VVV    91
gi|27806831|ref|NP_776368.1| ----------------------MANLLKTVVTGCSCPFLSNLGS----------------------CKVLPGKKNFLR----------TFHTH----RILWCSAPVKPGIPYKQLTVGVPKEIFQNEKRVALSPAGVQALVKQGFN-VVV    91
gi|73953777|ref|XP_867928.1| ----------------------MANLLKTVVTGCSCPLRSSLGS----------------------CKVIPGKKDFLR----------TFHTH----QALWCKAPVKPGIPYKQLTVGVPKEIFQNEKRVALSPAGVQALVKQGFS-VVV    91
gi|47550793|ref|NP_999921.1| ----------------------MASLLRVVASSCSSPLFSGLQC----------------------ARTV--KKPCVR----------FFRTH----QALNRLT--SPGIPYKQLTVGVPKEIFQNERRVAISPAGVEALIKQGFN-VVV    87
gi|158291348|ref|XP_312859.4| ------------------------MTRGVLRLCCQLQGDALLQL----------------------TKPVHPLRLFSG----------SVKLL----QKDGKPATAVKGVPYQNLVIGVPKERWANEKRVSVTPVVAGTLVKKGFK-VQV    89
gi|17550456|ref|NP_509028.1| -----------------------------------------MVI----------------------LRSKITRLYWFR----------LFSNG----QKK---------IEYSKLKVAVPKEIFPGEKRVSLSPNGVALLKKNGIS-VLI    63
gi|39972475|ref|XP_367628.1| MLWTVVRPAALAHGHGPGLSGLPALSVILDGASSASPVTHRAQRRQWHNTLSNKQHRATASRHSLALVAVPKRQQPIRHATVLPTVPALPATGVIKVNSAYSTKVVPPTTPYTELTVGVPKETYPNERRVALTPQNVALLKKKGFKRVLV   150
gi|32412306|ref|XP_326633.1| -MWSWS-------GLRP--------TLVLNASTSLSPGSRIIAR----------------------LLALPTKN----------TIPGSSAT-----YSTGATAPVPPTVPYKQLTVGVPRETYPNERRVALTPQNVAFLLKKGFGKVLV    97
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gi|31543330|ref|NP_032736.2| ESGAGEASKFPDDLYRAAGAQIQGMK-EVLAS-DLVVKVRAPMVNPTLGAHEADFLKPSGTLISFIYPAQNPDLLNKLSERKTTVLAMDQVPRVTIAQGYDALSSMANISGYKAVVLAANHFGRFFTGQITAAGKVPPAKILIVGGGVAG   239
gi|61557127|ref|NP_001013175.1| ESGAGEASKFPDDLYRAAGAQIQGTK-EVLAS-DLVVKVRAPMVNPTLGAHEADFLKPSGTLISFIYPAQNPDLLNKLSERKTTVLAMDQVPRVTIAQGYDALSSMANISGYKAVVLAANHFGRFFTGQITAAGKVPPAKILIVGGGVAG   239
gi|122939153|ref|NP_892022.2| ESGAGEASKFSDDHYRVAGAQIQGAK-EVLAS-DLVVKVRAPMVNPTLGVHEADLLKTSGTLISFIYPAQNPELLNKLSQRKTTVLAMDQVPRVTIAQGYDALSSMANIAGYKAVVLAANHFGRFFTGQITAAGKVPPAKILIVGGGVAG   239
gi|114600390|ref|XP_001134902.1| ESGAGEASKFSDDHYRAAGAQIQGAK-EVLAS-DLVVKVRAPMVNPTLGVHEADLLKTSGTLISFIYPAQNPELLNKLSQRKTTVLAMDQVPRVTIAQGYDALSSMANIAGYKAVVLAANHFGRFFTGQITAAGKVPPAKILIVGGGVAG   239
gi|27806831|ref|NP_776368.1| ESGAGEASKFSDDHYRAAGAQIQGAK-EVLAS-DLVVKVRAPMLNPTLGVHEADLLKTSGTLISFIYPAQNPDLLNKLSKRKTTVLAMDQVPRVTIAQGYDALSSMANIAGYKAVVLAANHFGRFFTGQITAAGKVPPAKILIVGGGVAG   239
gi|73953777|ref|XP_867928.1| ESGAGEASKFSDDHYRAAGAQIQGVK-EVMAS-DLVVKVRAPMVNPTLGVHEADLLKTSGTLISFIYPAQNPDLLNKLSKRKTTVLAMDQVPRVTIAQGYDALSSMANIAGYKAVVLAANHFGRFFTGQITAAGKVPPAKILIVGGGVAG   239
gi|47550793|ref|NP_999921.1| ESGAGESAKFSDDMYTKAGATIRDVK-DVFSS-DVLLKVRAPMLNPTLGVHEASLMSEGATLVSFIYPAQNPELMDTLSQRKATVLAMDQVPRVTIAQGYDALSSMANIAGYKAVVLAANNFGRFFTGQITAAGKVPPAKVLIIGGGVAG   235
gi|158291348|ref|XP_312859.4| ESGAGLNAKFRDADYEAAGASIVDGR-KAFET-DIVLKVRQPIEP------EIPQLRDASTLISFLYPAQNKELIDKLAQRKINAFAMDAIPRISRAQVFDALSSMANISGYRAVIEAANHFPRFFTGQITAAGKVPPAKILVIGGGVAG   231
gi|17550456|ref|NP_509028.1| EENAGVLAGYSNEEYVRSGADVGKHN-EVFNT-DIMLKVRPPTEN------EVSKLKSGCTLISFIHPGQNQALLDSLTKTDKTVFAMDCVPRISRAQVFDALSSMANIAGYRAVIEAANHFGRFFTGQITAAGKVPPAKVLVIGGGVAG   205
gi|39972475|ref|XP_367628.1| ERGAGAQADFPDEEYERAGAELVDAG-TVWATSDILMKVRGPSLT------EAEGMKTGQTIISFLQPAQNKDLVQKLSEKKATSFAMEMIPRISRAQVFDALSSMANIAGYKAVLEASNNFGRFLTGQVTAAGKIPPCKVLVVGAGVAG   293
gi|32412306|ref|XP_326633.1| EKGAGAEAEFHDSAYATAGATLVESASDVWNNADIVLKVRGPSVA------EAEMLKEGQTIISFLQPAQNKPLVEKLASRNATVFAMDMIPRISRAQVFDALSSMANIAGYKAVLEASNVFGRFLTGQVTAAGKIPPCKVLVIGAGVAG   241
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gi|31543330|ref|NP_032736.2| LASAGAAKSMGAVVRGFDTRAAALEQFKSLGAEPLEVDLKESGEGQGGYAKEMSKEFIEAEMKLFAQQCKEVDILISTALIPGKKAPVLFSKEMIESMKEGSVVVDLAAEAGGNFETTKPGELYVHKGITHIGYTDLPSRMATQASTLYS   389
gi|61557127|ref|NP_001013175.1| LASAGAAKSMGAVVRGFDTRAAALEQFKSLGAEPLEVDLKESGEGQGGYAKEMSKEFIEAEMKLFAQQCKEVDILISTALIPGKKAPVLFSKEMIESMKEGSVVVDLAAEAGGNFETTKPGELYVHKGITHIGYTDLPSRMATQASTLYS   389
gi|122939153|ref|NP_892022.2| LASAGAAKSMGAIVRGFDTRAAALEQFKSLGAEPLEVDLKESGEGQGGYAKEMSKEFIEAEMKLFAQQCKEVDILISTALIPGKKAPVLFNKEMIESMKEGSVVVDLAAEAGGNFETTKPGELYIHKGITHIGYTDLPSRMATQASTLYS   389
gi|114600390|ref|XP_001134902.1| LASAGAAKSMGAIVRGFDTRAAALEQFKSLGAEPLEVDLKESGEGQGGYAKEMSKEFIEAEMKLFAQQCKEVDILISTALIPGKKAPVLFNKEMIESMKEGSVVVDLAAEAGGNFETTKPGELYIHKGITHIGYTDLPSRMATQASTLYS   389
gi|27806831|ref|NP_776368.1| LASAGAAKSMGAIVRGFDTRAAALEQFKSLGAEPLEVDLKESGEGQGGYAKEMSKEFIEAEMKLFAQQCKEVDILISTALIPGKKAPILFNKEMIESMKEGSVVVDLAAEAGGNFETTKPGELYVHKGITHIGYTDLPSRMATQASTLYS   389
gi|73953777|ref|XP_867928.1| LASAGAAKSMGAIVRGFDTRAAALEQFKSLGAEPLEVDLKESGEGQGGYAKEMSKEFIEAEMKLFAQQCKEVDILISTALIPGKKAPVLFSKEMIESMKEGSVVVDLAAEAGGNFETTKPGELYVHKGVTHIGYTDLPSRMATQASTLYS   389
gi|47550793|ref|NP_999921.1| LAAAGSARAMGAIVRGFDTRAAALEQFKSLGAEPLEVDIKESGEGQGGYAKEMSKEFIEAEMKLFAKQCLDVDIIITTALIPGRKAPVLITKEMVETMKDGSVVVDLAAEAGGNIETTVPGELSVHKGVIHVGYTDIPSRLPTQASTLYS   385
gi|158291348|ref|XP_312859.4| LAAIGQARGMGAIVRAFDTRPVVKEQVESMGAEFLTINISEDGSTAGGYSKEMSKEFIEAEMALFAKQCKEVDVIITTALIPGKKAPLLITEEMVKSMKPGSVIVDLAAETGGNVQTTVPGEIKVVHDVVHVGLTDFPSRLPTQSSTLYA   381
gi|17550456|ref|NP_509028.1| LSAIGTSRGMGAVVRGFDTRAAVKEHVESLGAQFLTVNVKEDGEGGGGYAKEMSKEFIDAEMKLFADQCKDVDIIITTALIPGKKAPILITEEMIKSMKPGSVVVDLAAESGGNIATTRPGEVYVKHGVTHIGFTDLPSRLPTQSSELYS   355
gi|39972475|ref|XP_367628.1| LSAIATARRMGAIVRGFDTRPATREQVQSLGAEFIEVDVQEDGSGAGGYAKEMSKEFQEAQLRLFANQAREVDIIITTALIPGKPAPKLITKAMLETMKPGSVVVDLAAEAGGNCEKTVPGELVTYKDVKIIGYTDLPSRLPTQSSTLYS   443
gi|32412306|ref|XP_326633.1| LSAIATARRMGAIVRGFDTRSAAREQVQSLGAEFIEVELQEDGSGAGGYAKEMSPEFIAAEMKLFTEQAQEVDMIITTALIPGKPAPKLITKAMVEIMKPGSVIVDLAAEAGGNCEVTQPGKLINYKDVKIIGYTDLPSRLPTQSSTLYS   391
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gi|31543330|ref|NP_032736.2| NNITKLLKAISPDKDNFHFEVKDDFDFGTMSHVIRGTVVMKDGKVIFPAPTPKNIPEEAPVKPKTVAELEAEKAGTVSMYTKTLTTASVYSAGLTGMLGLGIVAPNVAFSQMVTTFGLAGIIGYHTVWGVTPALHSPLMSVTNAISGLTA   539
gi|61557127|ref|NP_001013175.1| NNITKLLKAISPDKDNFHFEVKDDFDFGTMSHVIRGTVVMKDGNVIFPAPTPKNIPKEAPAKQKTVAELEAEKAGTVSMYTKTLRTASVYSAGLTGMLGLGIVAPNLAFSQMVTTFGLAGIIGYHTVWGVTPALHSPLMSVTNAISGLTA   539
gi|122939153|ref|NP_892022.2| NNITKLLKAISPDKDNFYFDVKDDFDFGTMGHVIRGTVVMKDGKVIFPAPTPKNIPQGAPVKQKTVAELEAEKAATITPFRKTMSTASAYTAGLTGILGLGIAAPNLAFSQMVTTFGLAGIVGYHTVWGVTPALHSPLMSVTNAISGLTA   539
gi|114600390|ref|XP_001134902.1| NNITKLLKAISPDKDNFYFDVKDDFDFGTMGHVIRGTVVMKDGKVIFPAPTPKNIPQGAPVKQKTVAELEAEKAATITPFRKTMSTASAYTAGLTGILGLGIAAPNLAFSQMVTTFGLAGIVGYHTVWGVTPALHSPLMSVTNAISGLTA   539
gi|27806831|ref|NP_776368.1| NNITKLLKAISPDKDNFYFEVKDDFDFGTMGHVIRGTVVMKDGQVIFPAPTPKNIPQGAPVKQKTVAELEAEKAATITPFRKTMTSASVYTAGLTGILGLGIAAPNLAFSQMVTTFGLAGIVGYHTVWGVTPALHSPLMSVTNAISGLTA   539
gi|73953777|ref|XP_867928.1| NNITKLLKAISPDKDNFYFEVKDDFDFGTMGHVIRGTVVMKDGEVIFPAPTPKNIPQGAPVKPKTVAELEAEKAATVTPFRKTMSTASGYTAGLTGILGLGLVAPNLAFSQMVTTFGLAGIVGYHTVWGVTPALHSPLMSVTNAISGLTA   539
gi|47550793|ref|NP_999921.1| NNITKLIRAISPDKETFYFDVKNEFDFGTMDHVIRGSVVMQDGKVLFPAPQPQNVPVAAPPKQKTVQELQKEKASAVSPFRATLTTAGVYTGGLGTAIGLGLCAPNAAFTQMVTTFGLAGIVGYHTVWGVTPALHSPLMSVTNAISGLTA   535
gi|158291348|ref|XP_312859.4| NNISKFLLSMG-EKDHFHINPEDE--------VVRGSMVLQGGNLMWPPPVIPVSAKPPPAVAASKPAAIKAEALPADPFKETLRSSLMYTGGLGTLLGLGAVAPNAAFTTMMTTFAMSGIVGYHTVWGVTPALHSPLMSVTNAISGITA   522
gi|17550456|ref|NP_509028.1| NNIAKFLLHLGKDK-TFFVNEEDE--------VARGALVVRDGQMKWPPPP---INFPPPAAPKSDKPSENTALVPLTPFRKTANQTLLLTSGLGSVSLLGIAGTNPQISSMSTTFALAGLVGYHTVWGVTPALHSPLMSVTNAISGTTA   493
gi|39972475|ref|XP_367628.1| NNITKLLLSMAPVEKEFGIDLSDE--------VVRGAIVTQKGEVLPPAPR----PAPPPAPAAKPVT-KEAEVVALTPFQKQSREVATVAGGMGAALALGKLTG-PAFMGNMFTFGLASLIGYRAVWNVAPALHSPLMSVTNAISGMVG   579
gi|32412306|ref|XP_326633.1| NNITKFLLSMAPNNQEYGIDLQDE--------VVRGAIVINKGNILPPAPR----PAPPPAPAATPTTAKEAEVVALTPFQKASREVGLVTSGMGAALALGKLTG-PLFMGNAFTFALASLIGYRVVWGVQPALHSPLMSVTNAISGMVG   528
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gi|31543330|ref|NP_032736.2| VGGLALMGGHFYPSTTSQSLAALATFISSVNIAGGFLVTQRMLDMFKRPTDPPEYNYLYLLPGGTFVGGYLAALYGGYNIE-EIMYLGSGLCCVGALGGLSTQGTARLGNALGMIGVAGGLAATLGGLKPDPQLLAQMSGAMAMGGTIGL   688
gi|61557127|ref|NP_001013175.1| VGGLALMGGHFYPSTTSQSLAALATFISSVNIAGGFLVTQRMLDMFKRPTDPPEYNYLYLLPGGTFVGGYLAALYGGYNIE-EIMYLGSGLCCVGALGGLSTQGTARLGNALGMIGVAGGLAATLGGLKPDPQLLAQMSGAMAMGGTIGL   688
gi|122939153|ref|NP_892022.2| VGGLALMGGHLYPSTTSQGLAALAAFISSVNIAGGFLVTQRMLDMFKRPTDPPEYNYLYLLPAGTFVGGYLAALYSGYNIE-QIMYLGSGLCCVGALAGLSTQGTARLGNALGMIGVAGGLAATLGVLKPGPELLAQMSGAMALGGTIGL   688
gi|114600390|ref|XP_001134902.1| VGGLALMGGHLYPSTTSQGLAALAAFISSVNIAGGFLVTQRMLDMFKRPTDPPEYNYLYLLPAGTFVGGYLAALYSGYNIE-QIMYLGSGLCCVGALAGLSTQGTARLGNALGMIGVAGGLAATLGVLKPGPELLAQMSGAMALGGTIGL   688
gi|27806831|ref|NP_776368.1| VGGLVLMGGHLYPSTTSQGLAALATFISSVNIAGGFLVTQRMLDMFKRPTDPPEYNYLYLLPAGTFVGGYLASLYSGYNIE-QIMYLGSGLCCVGALAGLSTQGTARLGNALGMIGVAGGLAATLGGLKPCPELLAQMSGAMALGGTIGL   688
gi|73953777|ref|XP_867928.1| VGGLALMGGHLYPSTTSQGLAALATFISSVNIAGGFLVTQRMLDMFKRPTDPPEYNYLYLLPASTFVGGYLAALYRVAPLQCLIMYLGSGLCCVGALAGLSTQGTARLGNALGMIGVAGGLAATLGGLKPSPELLAQMSGAMALGGTIGL   689
gi|47550793|ref|NP_999921.1| VGGLSLMGGGYLPSSTAETLAVLAAFISSVNIAGGFLVTQRMLDMFKRPTDPPEYNYLYLLPTGVFVGGYGVALQSGYNIE-QMMYLGSGLCCVGALGGLSTQSTARLGNALGMIGVAGGIAATFGVLKPSPELMAQMSAAMAVGGTAGL   684
gi|158291348|ref|XP_312859.4| VGGLLLMGGGVMPSNTIETLAASAALISFVNIFGGFLVTQRMLDMFKRPTDPPEHNYLYGIPAAVFLGGYGVGALQQLPEIHQMAYLASSLCCIGALVGLSSQKTSRLGNALGMMGVTGGIAATLGHMAPSTEVLMQMGGVAGLGGLLGS   672
gi|17550456|ref|NP_509028.1| AGALCLMGGGLMPQNSAQTMALLATFISSVNIGGGFLVTKRMLDMFKRKDDPPEHNYLFSIPAAVFLGGYGYGVYTAAPLIHSYAYLGSSLCCVGALAGLSSQSTARVGNALGIIGVTGGIGATLGLLQPDFNTLCQMGGSVAMGSLIGL   643
gi|39972475|ref|XP_367628.1| IGGLFVLGGGFFPHTIPQAFGALSVLLAFVNVSGGFVITKRMLDMFKRPTDPPEYPWLYGIPAVLFGGGFLAAASTGAAGLVQAGYLVSSVLCISSISSLASQATARMGNSLGILGVGSGVLASLLAVGFSPEVLTQFVGLAAMGGLAGF   729
gi|32412306|ref|XP_326633.1| VGGLFILGGGYLPETIPQAFGAASVLLAFVNISGGFVITKRMLDMFRRATDPPEYPWLYAVPAALFGGGFIAAAASGAAGLVQAGYLVSSVLCITSLSSLASQTTARLGNTLGMLGVGSGVLASLLAAGFSPEVLTQFGGLAAIGGILGL   678
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gi|31543330|ref|NP_032736.2| TIAKRIQISDLPQLVAAFHSLVGLAAVLTCMAEYIVEYPHFAMDAT-SNFTKIVAYLGTYIGGVTFSGSLVAYGKLQGILKSAPLLLPGRHALNAGLLAASVGGIIPFMADP--SFTTGITCLGSVSALSTLMGVTLTAAIGGADMPVVI   835
gi|61557127|ref|NP_001013175.1| AIAKRIQISDLPQLVAAFHSLVGLAAVLTCMAEYIVEYPHFAMDAT-SNFTKIVAYIGTYIGGVTFSGSLVAYGKLQGILKSAPLLLPGRHALNAGLLAASVGGIIPFMADP--SFTTGIMCLGSVSALSTLMGVTLTAAIGGADMPVVI   835
gi|122939153|ref|NP_892022.2| TIAKRIQISDLPQLVAAFHSLVGLAAVLTCIAEYIIEYPHFATDAA-ANLTKIVAYLGTYIGGVTFSGSLIAYGKLQGLLKSAPLLLPGRHLLNAGLLAASVGGIIPFMVDP--SFTTGITCLGSVSALSAVMGVTLTAAIGGADMPVVI   835
gi|114600390|ref|XP_001134902.1| TIAKRIQISDLPQLVAAFHSLVGLAAVLTCIAEYIIEYPHFATDAA-ANLTKIVAYLGTYIGGVTFSGSLIAYGKLQGLLKSAPLLLPGRHLLNAGLLAASVGGIIPFMVDP--SFATGITCLGSVSALSAVMGVTLTAAIGGADMPVVI   835
gi|27806831|ref|NP_776368.1| TIAKRIQISDLPQLVAAFHSLVGLAAVLTCIAEYIIEYPHFATDAA-ANLTKIVAYLGTYIGGVTFSGSLVAYGKLQGILKSAPLLLPGRHLLNAGLLAGSVGGIIPFMMDP--SFTTGITCLGSVSALSAVMGVTLTAAIGGADMPVVI   835
gi|73953777|ref|XP_867928.1| TIAKRIQISDLPQLVAAFHSLVGLAAVLTCIAEYIVEYPHFAVDSA-ANLTKIVAYLGTYIGGVTFSGSLVAYGKLQGILKSAPLLLPGRHALNAGLLAASVGGIIPFMMDP--SFTTGITCLGSVSALSAVMGVTLTAAIGGADMPVVI   836
gi|47550793|ref|NP_999921.1| TIAKKIQISDLPQLVAAFHSLVGLAAVLTCVAEYMVEYPHFATDPA-ANLTKIVAYLGTYIGGVTFSGSLVAYGKLQGLLNSAPLMLPGRHALNATLMAASVGGMIPYMLDP--SYTTGITCLGSVSALSAVMGLTLTAAIGGADMPVVI   831
gi|158291348|ref|XP_312859.4| IIAKRIQITDLPQLVAAFHSLVGAAAVLTCVATYMHDFPTLATDPA-ANVLKTALFLGTYIGGVTFSGSLVAYGKLQGVLNSAPLLLPGRHFINGGLLAGNLAAMGAFYLEP--TMAGGLGLLGATAAMSTAMGVTLTAAIGGADMPVVI   819
gi|17550456|ref|NP_509028.1| GIANRIKVTDLPQLVAAFHSFVGLAATLTCLANFIQEHPHFLEDPSNAAAAKLALFLGTYIGGVTFTGSLMAYGKLQGILASAPTYLPARHVLNGALLAGNVGALGTYMYST--DFGTGMSMLGGTVGLSSLMGVTLTMAIGGADMPIVI   791
gi|39972475|ref|XP_367628.1| MIGKRITPTDLPQTVAALHSVVGLAAVLTSIGSVMADVHDIS------TLHLVTAYLGVLIGGITFTGSIVAFAKLAGKMSSKPILLPGRHLINAGMLSTNLATMGAFVTMAPGAPMVAAGALAANTVLSFIQGFTTTSAIGGADMPVVI   873
gi|32412306|ref|XP_326633.1| LIGKRITPTDLPQTVAALHSVVGLAAVLTSIGSVMADVNHIT------TLHLVTAYLGVLIGGVTFTGSIVAFLKLAGKMSSKPTILPGRHLINSGLLASNVATMGAFVTMAPGSPAIAAGALAANTVLSFLKGYTTTAAIGGADMPVVI   822
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gi|31543330|ref|NP_032736.2| TVLNSYSGWALCAEGFLLNNNLLTIVGALIGSSGAILSYIMCVAMNRSLANVILGGYGTTSTAGGKPMEISGTHTEINLDNAVEMIREANSIVITPGYGLCAAKAQYPIADLVKMLTEQGKKVRFGIHPVAGRMPGQLNVLLAEAGVPYD   985
gi|61557127|ref|NP_001013175.1| TVLNSYSGWALCAEGFLLNNNLLTIVGALIGSSGAILSYIMCVAMNRSLANVILGGYGTTSTAGGKPMEISGTHTEINLDNAVEMIREANSIVITPGYGLCAAKAQYPIADLVKMLTEQGKKVRFGIHPVAGRMPGQLNVLLAEAGVPYD   985
gi|122939153|ref|NP_892022.2| TVLNSYSGWALCAEGFLLNNNLLTIVGALIGSSGAILSYIMCVAMNRSLANVILGGYGTTSTAGGKPMEISGTHTEINLDNAIDMIREANSIIITPGYGLCAAKAQYPIADLVKMLTEQGKKVRFGIHPVAGRMPGQLNVLLAEAGVPYD   985
gi|114600390|ref|XP_001134902.1| TVLNSYSGWALCAEGFLLNNNLLTIVGALIGSSGAILSYIMCVAMNRSLANVILGGYGTTSTAGGKPMEISGTHTEINLDNAIDMIREANSIIITPGYGLCAAKAQYPIADLVKMLTEQGKKVRFGIHPVAGRMPGQLNVLLAEAGVPYD   985
gi|27806831|ref|NP_776368.1| TVLNSYSGWALCAEGFLLNNNLLTIVGALIGSSGAILSYIMCVAMNRSLANVILGGYGTTSTAGGKPMEISGTHTEINLDNAIDMIREANSIIITPGYGLCAAKAQYPIADLVKMLSEQGKKVRFGIHPVAGRMPGQLNVLLAEAGVPYD   985
gi|73953777|ref|XP_867928.1| TVLNSYSGWALCAEGFLLNNNLLTIVGALIGSSGAILSYIMCVAMNRSLANVILGGYGTTSTAGGKPMEISGTHTEINLDNAIDMIREANSIIITPGYGLCAAKAQYPIADLVKMLSEQGKKVRFGIHPVAGRMPGQLNVLLAEAGVPYD   986
gi|47550793|ref|NP_999921.1| TVLNSYSGWALCAEGFLLNNNLLTIVGALIGSSGAILSYIMCVAMNRSLANVILGGYGTSSTGTGKPMEITGTHTEVNVDQTVDLIKEAHNIIIVPGYGLCAAKAQYPIADLVKSLTDQGKKVRFGIHPVAGRMPGQLNVLLAEAGVPYD   981
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