
                                                                                                                                                                                        
gi|67763824|ref|NP_033236.2| ------------------------------------------------------------------------------------------------------------------MSYTF-TRGPVWKYSQSVQYGSHENIPRLSYSTFLP    35
gi|109464650|ref|XP_215728.4| MTLSQVPHSRRFDVFPRNSLPTTSELGGTLARHTAFESQHKAELPTLTYPYWLVFSDSFFRLGTRSADHRTSLVPHIVAGRSGRRHVSRGACGLQILTCFPAPGPLHLEELFQTLSVLFXNRDSVWKYSQSAQYGAHENIPRLSYPPFFP   150
gi|21071052|ref|NP_003062.2| ------------------------------------------------------------------------------------------------------------------MSWMF-KRDPVWKYLQTVQYGVHGNFPRLSYPTFFP    35
gi|114589754|ref|XP_516811.2| ------------------------------------------------------------------------------------------------------------------MSWMF-KRDPVWKYLQTVQYGVHGNFPRLSYPTFFP    35
gi|73990698|ref|XP_534300.2| ---MNQFRYRRSKRVARGQAPEVHRGKPREVTRGLRGSGTRAARAASDEKTRRRLTPARALLLRRSASARCSLA------------VGPAGRSTEAARGLAGAPKPSVRQRLSAMSWMF-KRDPVWKYLQTVQYGAHGNFPRLSYPTFFP   134
gi|119884988|ref|XP_588490.3| ------------------------------------------------------------------------------------------------------------------MSWMF-KRDPVWKYLQTVQYGVHGNFPRLSYPTFFP    35
gi|125805885|ref|XP_693071.2| ---------------------------------------------------------------------------------------------------------------------MQSSSSSTASSSTPPRYAFIDFMDVGS--TMTL    31
gi|22326612|ref|NP_196132.2| ---------------------------------------------------------------------------------------------------------------------------------------MAQFLRRFSSSPMAN    15
gi|115473675|ref|NP_001060436.1| ---------------------------------------------------------------------------------------------------------------------------------------MASTSRRGG----GE    11
gi|145603372|ref|XP_369370.2| -----------------------------MPK----------------------------SYG-------------------------------QIHPG----QTSNNSQ----------------------------------------    18
gi|32416406|ref|XP_328681.1| -----------------------------MPKRPYTSGVGAAASDRRDEARRRRLNADSSSSGPSQSQYVPQSTSTNGLSSSSQTSSGRRQLPWQTPPGTQGAQSRHNTQGATSTYSARSSQATPSSQHRPPEHVQAIHDTLNWLSTQPD   121
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gi|67763824|ref|NP_033236.2| HFEFQDIIPPDDFLTSDEEQDLVLFGTMRGQVVGLRYYTG--VVNNNEMVALQREPNNPYDKNAIKVNNVNG------------------NQVGHIKREIAAAVAYIMDN-KLAQVEGVVPFGASNT--FTMPLYMTFWGKEENRNVVLE   162
gi|109464650|ref|XP_215728.4| RFEFQDIIPPDDFQTSDEELDLVLFGTMRGQVVGIRYYTG--VVNNNEMVALEREPNNPYDKNAIKVNNVNG------------------NQVGHLKRDLAAALAYIMDN-KLAQVEGVVPFGASNT--FTMPLHMTFWGKEENREVVLD   277
gi|21071052|ref|NP_003062.2| RFEFQDVIPPDDFLTSDEEVDSVLFGSLRGHVVGLRYYTG--VVNNNEMVALQRDPNNPYDKNAIKVNNVNG------------------NQVGHLKKELAGALAYIMDN-KLAQIEGVVPFGANNA--FTMPLHMTFWGKEENRKAVSD   162
gi|114589754|ref|XP_516811.2| RFEFQDVIPPDDFLTSDEEVDSVLFGSLRGHVVGLRYYTG--VVNNNEMVALQRDPNNPYDKNAIKVNNVNG------------------NQVGHLKKELAGALAYIMDN-KLAQIEGVVPFGANNA--FTMPLHMTFWGKEENRKAVSD   162
gi|73990698|ref|XP_534300.2| RFEFQDIIPPDDFLTSDEELDSILFGTLRGHVVGLRYYTG--VVNNNEMVALQREPNNPYDKNAIKVNNVNG------------------NQVGHLKKDLAAALAYIMDN-KLAQIEGVVPFGANNA--FTMPLHMTFWGKEENRKAVLD   261
gi|119884988|ref|XP_588490.3| RFEFQDIIPPDDFLTSDEELDSVLFGTLRGHVVGLRYYTG--VVNNNEMVALQREPTNPYDKNAIKVNNVNG------------------NQVGHIKKDLAAALAYIMDN-KLAQIEGVVPFGANNT--FTMPLQMTFWGKEENRKAVLD   162
gi|125805885|ref|XP_693071.2| SQELANLT--EDAGQELEAEGNVLFGSIQGLIVGLRYYTG--AVNKGEMVSLVREPHNPYDRNAVMVANVYG------------------SQVGHIKKELAAAMAYIMDN-KLARVEGIVPYGEKNK--FSMPVILTFWGKEENREVVNN   156
gi|22326612|ref|NP_196132.2| EDEFQSPVEPSQQQSQDCVSESYLIGFVIANIVGLKYYSG--RINGREMVGLVREPLNVYDNNAIRVLNTRS------------------EQVGHIERTVAAVLAPMIDS-HTIVVEGIVPNTRSNSNRYRIPCQIHVFAKLEASSTVKS   144
gi|115473675|ref|NP_001060436.1| DDD----------------DEPYLLGFIVANAVGLQYYQGGRAITRRESVGLVREPHNPHDANAIRVDNARG------------------EKIGHIGRRAAAALAPLLDAGHVAAAHGIVPKPASKR-LYSLPCQVHLFARPPHAALVAA   126
gi|145603372|ref|XP_369370.2| ------------------------------------------------------------------------------------------DANDIAIEAKIMGEKQTFDCPAKMFIFGTSDPLARAQLENRLKNDKLLKATQLKQTKRES    78
gi|32416406|ref|XP_328681.1| ILESDDEAEVIDLTQADPGPVLEFYGHFDGKIVGVRYYNG--VASPGEVVVCKREPQNQYDPNAIRVDNVLGTQIGHIPRTVAAKLAPYMDNGDLVVEGMLTGEKEFYDCPVRLYFYGTSASLQRARLEERLKKDKLVKATQLNQTRKAN   269
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gi|67763824|ref|NP_033236.2| QLKKHGFKLGPTPKTLGSSLENAWGSGRAGPSYSRPAHVAVQMTTDQLKTEFDKLFEDLKEDDRTVEMEP-AEAIETPLLPHQKQALAWMIAREN-------SKELPPFWEQ-RNDLYYNTITNFSVKERPENVHGGILADDMGLGKTLT   303
gi|109464650|ref|XP_215728.4| HLKKHGFKLGPTPKTVGSSLENTWGSGRAGPSYSRPVHVAVQMTTEQLKTEFDKLFEDLKEDDRTIEMEP-AEAVETPLLPHQKQALAWMIAREN-------SKELPPFWEL-RNDLYYNTITNFSVKERPENVHGGILADDMGLGKTLT   418
gi|21071052|ref|NP_003062.2| QLKKHGFKLGPAPKTLGFNLESGWGSGRAGPSYSMPVHAAVQMTTEQLKTEFDKLFEDLKEDDKTHEMEP-AEAIETPLLPHQKQALAWMVSREN-------SKELPPFWEQ-RNDLYYNTITNFSEKDRPENVHGGILADDMGLGKTLT   303
gi|114589754|ref|XP_516811.2| QLKKHGFKLGPAPKTLGFNLESGWGSGRAGPSYSMPAHAAVQMTTEQLKTEFDKLFEDLKEDDKTHEMEP-AEAIETPLLPHQKQALAWMVSREN-------SKELPPFWEQ-RNDLYYNTITNFSEKDRPENVHGGILADDMGLGKTLT   303
gi|73990698|ref|XP_534300.2| QLKKHGFKLGPAPKTLGFSLESSWGSGRAGPSYSMPVHAAVQMTTEQLKTEFDKLFEDLKEDDKTHEMEP-AEAIETPLLPHQKQALAWMVSREN-------SKDLPPFWEQ-RNDLYYNTITNFSEKDRPENVHGGILADDMGLGKTLT   402
gi|119884988|ref|XP_588490.3| ELKKHGFKLGPAPKSLGFSLESGWGSGRAGPSYSMPVHAAVQMTTEQLKTEFDKLFEDLKEDDKTQEMEP-AEAIETPLLPHQKQALAWMVSREN-------SEELPPFWEQ-RSDLYYNTITNFSEKDRPENVHGGILADDMGLGKTLT   303
gi|125805885|ref|XP_693071.2| LMIGFGFNLDFR----GGSSQTSLGRDLLGLSTKL---SAIPLSAEELKNAFDKLFDDLMED-KTKEMEP-AEAVCTPLLSHQKQALSWMSSREN-------SNDLPPFWEE-NKGLYFNVLTNFAVKKRPEKVLGGILADDMGLGKTLT   289
gi|22326612|ref|NP_196132.2| TISRGGLVLISESDTSFGLSEAVVVKEQMG-----------NGDKRSVDKIFKLVDENVKLMGKLVAAEPPREVIKSELFAHQKEGLGWLLHREK-------SGELPPFWEE-KDGEFLNTLTNYRSDKRPDPLRGGVFADDMGLGKTLT   275
gi|115473675|ref|NP_001060436.1| ALAASGIDLIHVDHPEFALSESAIVQEQQT-----------KRSRGDVDRLFSHVGKGGR--ARIAPMEAPRDVVVSELFEHQKAALGWLVHREE-------SCDLPPFWEEDNDGGFKNVLTNQKTNERPPPLKGGIFADDMGLGKTLT   256
gi|145603372|ref|XP_369370.2| ELRR--LPLEITGTSTQSLKNMRPGQKNPLVAMESLIEQSQVVKARSTDDLVKSLAMDEEALSALPCADQ-PQELKSQLLPYQLQGLAWLVKKENPEFPVTGSDENTQLWKVDAKGRYRNLATEFTTADAPKLLSGGILADDMGLGKTLQ   225
gi|32416406|ref|XP_328681.1| EEQRKKQTLELRGNGTYGFPSQTQ-EPEPQVTMEQLAKMSEVISFRSGGDMIKSLAMSEEDLANLPMASQ-PEKLRAKLLPYQLQGLAWMISKENPTMPAKGSTDSVQLWQHTADGRYHNMATGFYNKSPPQLLSGAICADDMGLGKTIQ   417
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gi|67763824|ref|NP_033236.2| AIAVILTNFDDGRPLLSKRGKKNHPGKEY--KDETIKRRGSNMDKKEDGHSES-STCGEEPSISGTPEKSSCTLSQLSSVCPKRRKISVQYIESSDSEEIETSELPQKMKGKLKNVQLNTKSRVK-GSSKVKEDSKF--ALTFFAS--AT   445
gi|109464650|ref|XP_215728.4| AIAVILTNFDDGRPLLGKRGKESHPGKEY--KDETVKLRGSNTNKTTDGHSEP-SACSEEPSISDVSEKS--NVSDLFSFFSKRRKISVQSTESSESEEIETSKLSQKMKGKLKNTQLDTKSKVK-GSSKIKEDTQFALALTYFGP--AT   560
gi|21071052|ref|NP_003062.2| AIAVILTNFHDGRPLPIERVKKNLLKKEYNVNDDSMKLGGNNTSEKADGLSKDASRCSEQPSISDIKEKSKFRMSELSSSRPKRRKTAVQYIESSDSEEIETSELPQKMKGKLKNVQSETKGRAKAGSSKVIEDVAFACALTSSVP--TT   451
gi|114589754|ref|XP_516811.2| AIAVILTNFHDGRPLPIERVKKNLLKKECNVNDDSMKLGGNNTSEKADGLSKEASRCSEQPSISDIKEKSKFRMSELSSSRPKRRKTAVQYIESSDSEEIETSELPQKMKGKLKNVQSETKGRAK-GSSKVIEDVAFACALTSSVP--TT   450
gi|73990698|ref|XP_534300.2| AIAVILTNFHDGKPLPVERIKKNQMKKECNVNDQSMKLGGNNASEKADGLIKG-SRCSGEPSISDVKGKKKYTKSELSSSRPKRRKTAVQYNESSDSEENETSELPQKMKGKLKNVQSETK-RVKAGSSKVKEDSEFACALISSTP--AT   548
gi|119884988|ref|XP_588490.3| AIAVILTNFHDGKSLPVERIKKNQLKKECNVYDESMELGGNNTSEKAAGLIKDRSRCSGEPSISDVKTQNKYPKSEFSSSRSKRKPAAVQYTESSDSEEVEPSELPQKMKGKLKRTQSETKIRVKAGSSKVQEDAEFACALTSSTP--VT   451
gi|125805885|ref|XP_693071.2| TIALIVSNFHNGKPLPLEKCK--------------------------------------GPSMPSAKRKQATSKEKGVDSEESQESMGLSPLKRLHDDTVREN-GPQKKTKTTKKKSANTKKAVV-----LLDDVEFAAALECSSSQVVP   395
gi|22326612|ref|NP_196132.2| LLSLIAFDRYG------------------------------------------------------------------------------NASTSTPTEEPLDGEGDKIEKKGKKRGRGKSSESVT-------------------------   322
gi|115473675|ref|NP_001060436.1| LLSLIGRS--------------------------------------------------------------------------------------------------KARNVGGKKARG--------------------------------   276
gi|145603372|ref|XP_369370.2| IIGLILTG----------------------------------------------------------------------------------------------------------------------------------------------   233
gi|32416406|ref|XP_328681.1| IISLIMTEGL--------------------------------------------------------------------------------------------------------------------------------------------   427
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gi|67763824|ref|NP_033236.2| QRKMLKKGMSMMECSEACDTGERTRATLIICPLSVLSNWIDQFGQHVKSEVHLNFYVYYGPDRIRDSAWLSKQDIILTTYNILTHDYGTKDDSPLHSIKWLRVILDEGHAIRNPNAQQTKAVLELEAERRWVLTGTPIQNSLKDLWSLLS   595
gi|109464650|ref|XP_215728.4| KKKMLKKGTSVMESSKKCDTGERTRTTLIICPLSVLSNWIDQIGQHIKSEVDLNLYVYYGPDRIRDSTWLSKQDIILTTYNILTHDYGTKDNSPLHSIKWLRVILDEGHAIRNPNAQQTKAVLELEAERRWVLTGTPIQNSLKDLWSLLS   710
gi|21071052|ref|NP_003062.2| KKKMLKKGACAVEGSKKTDVEERPRTTLIICPLSVLSNWIDQFGQHIKSDVHLNFYVYYGPDRIREPALLSKQDIVLTTYNILTHDYGTKGDSPLHSIRWLRVILDEGHAIRNPNAQQTKAVLDLESERRWVLTGTPIQNSLKDLWSLLS   601
gi|114589754|ref|XP_516811.2| KKKMLKKGACAVEGSKKTDVEERPRTTLIICPLSVLSNWIDQFGQHIKSDVHLNFYVYYGPDRIREPALLSKQDIVLTTYNILTHDYGTKGDSPLHSIRWLRVILDEGHAIRNPNAQQTKAVLDLESERRWVLTGTPIQNSLKDLWSLLS   600
gi|73990698|ref|XP_534300.2| KRRMLKKGASAVEGSKKTDIEDRPRTTLIICPLSVLSNWIDQFGQHIKSDVHLNFYVYYGPDRIRDPALLSKQDIVLTTYNILTHDYGTKGDSPLHSIRWLRVILDEGHAIRNPNAQQTKAVLDLEAERRWVLTGTPIQNSLKDLWSLLS   698
gi|119884988|ref|XP_588490.3| KKKMLKRGASAVESSKKTDVEDKPRTTLIICPLSVLSNWMDQFGQHIKSDVHLNFYVYYGPDRVRDPTLLSKQDIVLTTYNILTHDYGTKGDSPLHSIRWLRVILDEGHAIRNPNAQQTKAVLDLEAERRWVLTGTPIQNSLKDLWSLLS   601
gi|125805885|ref|XP_693071.2| SKKCVKKSSVPSEIS----AGSVARATLIVCPLSVLSNWLDQFEQHIRTDVTVKVYLYYGSERNRSVSLLSEQDVVLTTYNVLSSDFGNKASSPLHNVKWLRVVLDEGHVVRNPNALQSKAVLELQSERRWILSGTPIQNSLKDLFMLLS   541
gi|22326612|ref|NP_196132.2| -RKKLKTDDVVGMNV-------SQKTTLIVCPPSVISAWITQLEEHTVPGI-LKVYMYHGGERTDDVNELMKYDIVLTTYGTLAVEESWE-DSPVKKMEWLRIILDEAHTIKNANAQQSRVVCKLKASRRWAVTGTPIQNGSFDLYSLMA   462
gi|115473675|ref|NP_001060436.1| -AKRRKVEEAVEE---------ESRTTLVVCPPSVFSSWVTQLEEHTKTGS-LKVYLYHG-ERTKEKKELLKYDIVITTYSTLGQELEQE-GSPVKEIEWFRVILDEAHVIKNSAARQTKAVIALNAERRWVVTGTPIQNSSFDLYPLMA   413
gi|145603372|ref|XP_369370.2| ----------------------GPGPTLIVAPMTVMSNWSQQIENHVYEDERPSVYIHHGPSRLRDSEEVESYGVVITTYGTMTSEGSKG---PLSKIQWRRVVLDEGHTIRNSDTLTALAACELKATSRWVLSGTPIVNNIRDLYSLLK   358
gi|32416406|ref|XP_328681.1| ----------------------GTGPTLIVAPVGVMSNWKQQIRRHVHEEHQPKIVIYHGSKRKEFAKALQDQDVVITSYGTLSDD-------ALVKTRWRRVVLDEGHSIRNAKAQVAQNACKLEAKSRWVLTGTPIINSIRDLHSLLK   548
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gi|67763824|ref|NP_033236.2| FLKLKP-FIDREWWYRIIQRPVTTGDE-GGLRRLQSLIKNITLRRTKTSKIKGKPVLELPERKVFIQHITLSEEERKIYQSVKNEGKAAIGRYFTEG--TVLAHYADVLGLLLRLRQICCHTHLLTN-GMSSSGPSRSDTPEELRKM--L   738
gi|109464650|ref|XP_215728.4| FLKLKP-FTDREWWHRIIQRPVTTGDE-GGLRRLQSLIKSITLRRTKTSKIKGKPVLELPERKVFIQHITLSVEERKIYQSVKNEGKATIARYFTEG--TVLAHYADVLGLLLRLRQICCHVHLPTN-GTSSSDPSRSDTPEELRKM--L   853
gi|21071052|ref|NP_003062.2| FLKLKP-FIDREWWHRTIQRPVTMGDE-GGLRRLQSLIKNITLRRTKTSKIKGKPVLELPERKVFIQHITLSDEERKIYQSVKNEGRATIGRYFNEG--TVLAHYADVLGLLLRLRQICCHTYLLTN-AVSSNGPSGNDTPEELRKK--L   744
gi|114589754|ref|XP_516811.2| FLKLKP-FIDREWWHRTIQRPVTMGDE-GGLRRLQSLIKNITLRRTKTSKIKGKPVLELPERKVFIQHITLSDEERKIYQSVKNEGRATIGRYFNEG--TVLAHYADVLGLLLRLRQICCHTYLLTN-AVSSNGPSGNDTPEELRKK--L   743
gi|73990698|ref|XP_534300.2| FLKLKP-FLDREWWHRTIQRPVTMGDE-GGLRRLQSLIKNITLRRTKTSKIKGKPVLELPERKVFIQHITLSDEERKIYQSVKNEGRATIGRYFNEG--TVLAHYADVLGLLLRLRQICCHTHLLTN-AGSSSGPSGNDTPEELRKK--L   841
gi|119884988|ref|XP_588490.3| FLKLKP-FVDREWWHRTIQRPVTMGDE-AGLRRLQSLIKNITLRRTKTSKIKGKPVLELPERKVFIQHITLSDEERKIYQSVKNEGKATIGRYFNEG--TVLAHYADVLGLLLRLRQICCHTHLLAN-AVSSSGPSGNDTPEELRKK--L   744
gi|125805885|ref|XP_693071.2| FLKLKP-FDVKEWWSRIIQRPVTMGDR-VGLKNLQALVKGITLRRTKNSKVGGRTLVQLPERRVFVQYVTLSGMEREKYERVKGEGKNIVGRYFQEG--TFMANYADVLTILMRLRQCCCHPSLVGN-YTAADVPG---TPSELRER--L   681
gi|22326612|ref|NP_196132.2| FLRFEP-FSIKSYWQSLIQRPLGQGNK-KGLSRLQVLMATISLRRTKE-----KSLIGLPPKTVETCYVELSPEERQLYDHMEGEAKGVVQNLINNG--SLMRNYSTVLSIILRLRQLCDDMSLCPP-ELRSFT--TSTSVEDVTDKPEL   600
gi|115473675|ref|NP_001060436.1| FLRFQP-FSIKSYWQSLIQLPLERKNNGIGLARLQSLLGAISLRRTKETESGSKSLVSIPPKTVLACYIELSAEEREYYDQMELEGKNKLREFGDRD--SILRNYSTVLYFILRLRQLCNDIALCPL-DLKSWLPGSGSSLEDVSKNPEL   559
gi|145603372|ref|XP_369370.2| FLKITGGLESLEVFRSVIERGLSYGDS-RAESLLQALMGDLCLRRNKSMK---FVDLKLPPKTHYVHRIAFTEAEQKKYDALLCEAKGVLNDIRKNPKTIQHGGFTSVLERLLRLRQMCCHWTLCKERVKAVLSILEGQKVVELTPENRQ   504
gi|32416406|ref|XP_328681.1| FLRITGGIEQSEIFNTVLTRPLANGEP-KGEALLKSLMKDLCIRRKKDMK---FVDLKLPEKTEHMSRITFWPDEQKKYDALLSEAQGVLENYRTQSKRSQ-GQFQGVLERLLRLRQTCNHWVLCKKRITEVLELLADKDVVDLTDENRA   693
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gi|67763824|ref|NP_033236.2| IEKMKIILSSGSDEECAICLDSLTFPVITHCAHVFCKPCICQVIHSEQPHAKCPLCRNEIHGDNLLECPPEELACDSDKES-SMEWKSSSKINALMHALIELRTKDPNIKSLVVSQFTTFLSLIETPLKASG-FVFTRLDGSMAQKKRVE   886
gi|109464650|ref|XP_215728.4| VTKMKLILSSGSDEECSICLDSLTFPVITHCAHVFCKPCICQVIQREQPHAKCPLCRSNIHGHNLLECPPEELACDSDNKS-DMEWTSSSKINALMNALIELRTKDPNIKSLVVSQFTTFLSLIETPLKASG-FVFTRLDGSMAQKKRVE  1001
gi|21071052|ref|NP_003062.2| IRKMKLILSSGSDEECAICLDSLTVPVITHCAHVFCKPCICQVIQNEQPHAKCPLCRNDIHEDNLLECPPEELARDSEKKS-DMEWTSSSKINALMHALTDLRKKNPNIKSLVVSQFTTFLSLIEIPLKASG-FVFTRLDGSMAQKKRVE   892
gi|114589754|ref|XP_516811.2| IRKMKLILSSGSDEECAICLDSLTVPVITHCAHVFCKPCICQVIQNEQPHAKCPLCRNDIHEDNLLECPPEELARDSEKKS-DMEWTSSSKINALMHALTDLRKKNPNIKSLVVSQFTTFLSLVEIPLKASG-FVFTRLDGSMAQKKRVE   891
gi|73990698|ref|XP_534300.2| IRKMKLILSSGSDEECAICLDSLTVPVITHCAHVFCKPCICQVIQNEQPHAKCPLCRNDIHGDNLLECPPEELACDTEKKS-NTEWTSSSKINALMHALIDLRKKNPNIKSLVVSQFTTFLSLIETPLRASG-FVFTRLDGSMAQKKRVE   989
gi|119884988|ref|XP_588490.3| IKKMKLILSSGSDEECAICLDSLMAPVITHCAHVFCKPCICQVIQNEQPHAKCPLCRNDIHGDSLIECPPEELACNTEKKS-NMEWTSSSKINALMHALIDLRKKNPNIKSLVVSQFTTFLSLIETPLRASG-FVFTRLDGSMAQKKRVE   892
gi|125805885|ref|XP_693071.2| IQKITLVLNSGSDEECAICLDSLRQPVITYCAHVFCRPCICEVIRSEKEQAKCPLCRAQIKTKELVEYPGE--QAETRSDT-GENWRSSSKALALMSNLLKLRNEDPTVKSMVVSQFTGFLDVLEVALREYG-FSFTRLDGSLIQRARAK   827
gi|22326612|ref|NP_196132.2| LQKLVAALQDGEDFDCPICISPPTNIIITRCAHIFCRACILQTLQRSKP--LCPLCRGSLTQSDLYNAPPPPPDSSNTDGEDAKSSTKSSKVSALLSLLMASRQENPNTKSVVFSQFRKMLLLLETPLKAAG-FTILRLDGAMTVKKRTQ   747
gi|115473675|ref|NP_001060436.1| LKKLASLVDDGDDFECPICLAPPAKTVITSCTHIYCQTCIMKILKSSSS--RCPICRRSLCKEDLFIAP--EIKHPDEDSSVNLDRPLSSKVQALLKLLRRSQSEDPLSKSVIFSQFRKMLILLEGPLKAAG-FNILRLDGSMTAKKRSE   704
gi|145603372|ref|XP_369370.2| ILEEALRLLVESQDDCAVCLDTLDDPVITHCKHAFCRKCIMQVVEVQHR---CPLCRTELSEDKLVEPAKEDNGRSVQVDD-MDESAGSSKTDALLKILDGTLLKNSSSKVIIFSQWTSFLNVIQRQLEEHTTYGYTRIDGTMKPVARDD   650
gi|32416406|ref|XP_328681.1| ILQQALQLYIESQEECPICIDPLSNPIITHCKHVFCRGCIDKVIEVQQK---CPMCRAPLSEDKLLEPAPEHS-ATQDEEE-LESETKSSKTEAVLALVKGTLDKEGS-KIIIFSQWTSFLTIIQHQLDEAG-YTYTRIDGSMNAAQRDA   836
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gi|67763824|ref|NP_033236.2| SIQRFQNTEAGSPTIMLLSLKAGGVGLNLCAASRVFLMDPAWNPAAEDQCFDRCHRLGQKQEVIITKFIVKDSVEENMLKIQNTKRDLAAGAFGTKKTDANDMKQAKINEIRTLIDL-  1003
gi|109464650|ref|XP_215728.4| SIQCFQNTDAGSPTIMLLSLKAGGVGLNLCAASRVFLMDPAWNPAAEDQCFDRCHRLGQKQEVIITKFIVKDSVEENMLKIQNMKRELAAGAFGTKKTDADEMKQAKINEIRTLIDL-  1118
gi|21071052|ref|NP_003062.2| SIQCFQNTEAGSPTIMLLSLKAGGVGLNLSAASRVFLMDPAWNPAAEDQCFDRCHRLGQKQEVIITKFIVKDSVEENMLKIQNKKRELAAGAFGTKKPNADEMKQAKINEIRTLIDL-  1009
gi|114589754|ref|XP_516811.2| SIQCFQNTEAGSPTIMLLSLKAGGVGLNLSAASRVFLMDPAWNPAAEDQCFDRCHRLGQKQEVIITKFIVKDSVEENMLKIQNKKRELAAGAFGTKKPNADEMKQAKINEIRTLIDL-  1008
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