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gi|24583650|ref|NP_523544.2| ------------------MSEYKYLSGFGSHFSSEDERYPNSLPVGQNSPQVCPYKLYAEQLSGSAFTAPRTENMRTWLYRKLPSAAHLPFQPFKGAEY-FSQN--------------------------------WDEQPPNPNQLRWK   150
gi|158298465|ref|XP_318638.4| ------------------MPEYQYLSGFGSHFSSEDARFPNALPVGQNSPQKCPHGLYAEQLSGSAFTAPRTENTRSWLYRIRPSVVHQPFKRFEGVAP-FLRGTG------------------------------WEEQHPNPNQMRWN   150
gi|7549763|ref|NP_038575.1| ------------------MAELKYISGFGNECASEDPRCPGSLPKGQNNPQVCPYNLYAEQLSGSAFTCPRNTNKRSWLYRILPSVSHKPFESIDQG---HVTHN-------------------------------WDEVGPDPNQLRWK   150
gi|58865860|ref|NP_001012145.1| ------------------MAELKYISGFGNECASEDPRCPGSLPKGQNNPQICPYNLYAEQLSGSAFTCPRNTNKRSWLYRILPSVSHKPFASIDQG---HINHN-------------------------------WDEVGPDPNQLRWK   150
gi|115527117|ref|NP_000178.2| ------------------MAELKYISGFGNECSSEDPRCPGSLPEGQNNPQVCPYNLYAEQLSGSAFTCPRSTNKRSWLYRILPSVSHKPFESIDEG---QVTHN-------------------------------WDEVDPDPNQLRWK   150
gi|114588728|ref|XP_516674.2| ------------------MAELKYISGFGNECSSEDPRCPGSLPEGQNNPQVCPYNLYAEQLSGSAFTCPRSTNKRSWLYRILPSVSHKPFESIDEG---HVTHN-------------------------------WDEVDPDPNQLRWK   150
gi|74002858|ref|XP_535754.2| ---------------------MQYIPGFGNECASEDPRCPGALPEGQNNPQVCPYNLYAEQLSGSAFTCPRSTNKRSWLYRILPSVCHKPFESIDQG---HVTHN-------------------------------WDEVDPDPNQLRWK   150
gi|50729534|ref|XP_416553.1| ------------------MTSLKYMSGFGNEHASEDPRCPGALPEGQNNPQVCPYGLYAEQLSGSAFTCPRATNRRSWLYRILPSVCHKPFQPLHEG---HLTHY-------------------------------WDEVEPDPNQLRWK   150
gi|148298760|ref|NP_694498.2| ------------------MAGLKYMSGFGNEFSSEDPRCPGSLPEGQNNPQVCPYGLYAEQLSGSAFTCPRSSNKRSWLYRILPSVRHKPFTRMSCG---DLTEN-------------------------------WNEVEPDPNQLRWK   150
gi|17507969|ref|NP_492433.1| ---------------MSEFDELKYLTGFGNEHATSDPRVPDALPVGQNSPQKCSHGLYAEQLSGTAFTAPRSQNQRSWLYRIRPSVIHRPFEAMKENDQ-HWTNN-------------------------------FSSIPPNPNQYRWN   150
gi|15239545|ref|NP_200219.1| -----------MEEKKKELEELKYQSGFGNHFSSEA--IAGALPLDQNSPLLCPYGLYAEQISGTSFTSPRKLNQRSWLYRVKPSVTHEPFKPRVPAHKKLVSEFD------------------------------ASNSRTNPTQLRWR   150
gi|115465882|ref|NP_001056540.1| MAMATATPAAQNEQQEKGGLEYVYLSGLGNSLSSEA--VAGTLPRGQNSPLVCPLGLYAEQLSGTPFTAPRARNLRTWLYRIKPSVTHEPFHPRRPAHPRLIGDFDRT----------------------------TTDTVATPTQLRWR   150
gi|39974845|ref|XP_368813.1| ----------MPATEFEFKEKYRYQNGFDSYLESEA--VPGALPIAQNSPQKPPHGLYAEKLSGTAFTAPRNENKQSWLYRILPSCAHPPFRVKGQAGEHDVENQPPTPPITPGQPLTPGQQPQHEHKDEMARFAPLSRLHYIPNQLRWD   150
gi|85097536|ref|XP_960461.1| ----------MPFTNFDFKERYRYQNGFDSYLESEA--VSGALPIGHNSPQKPPLGLYAEKLSGTAFTAPRHENKQSWLYRILPSCSHPPF----------VQATPRN-----------GQEPVLER--------SPARLHYIPNQLRWD   150
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gi|24583650|ref|NP_523544.2| PFDLPPKDGKNVNFVEGLHTVCGAGDPRSRHGLAIHIYSCNGSMDNS-AFYNSDGDFLIVPQQGVLDITTEFGRMSVAPNEICVIPQGIRFAVNVD---SPSRGYILEVYDDHFVLPDLGPIGANGLANPRDFETPVAWFDD--------   300
gi|158298465|ref|XP_318638.4| PFDLP-AAGSEVDFVAGLHTVCGAGDVRARNGLAVHVYLANCSMKDT-AFYNSDGDMLIVPQQGPLDITTEFGRLYVKPNEICVIPQGIRFSVALE---GPSRGYILEVYDGHFRLPDLGPIGANGLANPRDFLTPTAHFED--------   300
gi|7549763|ref|NP_038575.1| PFEIPKASEKKVDFVSGLYTLCGAGDIKSNNGLAVHIFLCNSSMENR-CFYNSDGDFLIVPQKGKLLIYTEFGKMSLQPNEICVIQRGMRFSVDVF---EETRGYILEVYGVHFELPDLGPIGANGLANPRDFLIPVAWYED--------   300
gi|58865860|ref|NP_001012145.1| PFEIPKACQKKVDFVSGLHTLCGAGDIRSNNGLAVHIFLCNSPMENR-CFYNSDGDFLIVPQKGKLLIYTEFGKMFLQPNEICVIQRGMRFSVDVF---EETRGYILEVYGVHFELPDLGPIGANGLANPRDFLIPVAWYED--------   300
gi|115527117|ref|NP_000178.2| PFEIPKASQKKVDFVSGLHTLCGAGDIKSNNGLAIHIFLCNTSMENR-CFYNSDGDFLIVPQKGNLLIYTEFGKMLVQPNEICVIQRGMRFSIDVF---EETRGYILEVYGVHFELPDLGPIGANGLANPRDFLIPIAWYED--------   300
gi|114588728|ref|XP_516674.2| PFEIPKASQKKVDFVSGLHTLCGAGDIKSNNGLAIHIFLCNTSMENR-CFYNSDGDFLIVPQKGNLLIYTEFGKMLVQPNEICVIQRGMRFSIDVF---EETRGYILEVYGVHFELPDLGPIGANGLANPRDFLIPIAWYED--------   300
gi|74002858|ref|XP_535754.2| PFEIPKASQKKVDFVSGLHTLCGAGDIRSNNGLAIHIFLCNTSMGNR-CFYNSDGDFLIVPQKGKLLIYTEFGKMLVQPNEICVIQRGMRFSIDVF---EETRGYILEVYGVHFELPDLGPIGANGLANPRDFLIPVAWYED--------   300
gi|50729534|ref|XP_416553.1| PFEIPKASQNKLDFVSGLHTLCGAGEPRGRNGIAIHIFVCNTSMLDR-CLYNSDGDFLIVSQQGKLLITTEFGKMLVEPNEICVIQQGMRFSVEVF---GETRGYILEVYGAHFELPDLGPIGANGLANPRDFLVPVAWYED--------   300
gi|148298760|ref|NP_694498.2| PFNIPKSSEKKVDFVSGLHTVCGAGDSKSRNGIAIHMYSCNTSMTDK-CFQNADGDFLIVPQQGEILITTEFGKMMVEPNEICVIQQGMRFSVDVF---GETRGYILEVFGAHFELPDLGPIGANGLANPRDFQTPVAWYED--------   300
gi|17507969|ref|NP_492433.1| PFPLP--TKEGVTFVDNLYTVCGGGDVISRTGLAIHQFSCNASMEHT-AMYNSDGDFLIVPQQGALEITTEFGRLLVNPQEIAVIPQGIRFSVAVR---GPSRGYILEVYGTHFQLPDLGPIGANGLANPRDFEAPVAWFED--------   300
gi|15239545|ref|NP_200219.1| PEDIP---DSEIDFVDGLFTICGAGSSFLRHGFAIHMYVANTGMKDS-AFCNADGDFLLVPQTGRLWIETECGRLLVTPGEIAVIPQGFRFSIDLPD--GKSRGYVAEIYGAHFQLPDLGPIGANGLAASRDFLAPTAWFED--------   300
gi|115465882|ref|NP_001056540.1| PADVPP-HHPPLDFIDGLYTVCGAGSSFLRHGYAIHMYAANKSMDGC-AFCNADGDFLIVPQQGKLLITTECGKLLVPPGEIVVIPQGFRFAVDLPD--GPSRGYVSEIFGTHFQLPDLGPIGANGLASARDFLSPTAWFEQ--------   300
gi|39974845|ref|XP_368813.1| PFDHD----PQSDFVSGLHLIAGAGEPTLKHGIGMFVYAAGKSMSTSSAFYSADGDLLIVAQSGVLDIRTELGWLLVRPLEIAVIPRGIRFQVLLPEGTGPARGYALELYQGHFALPELGPIGSNGLANARDFQAPVACFSEDHGPTAFS   300
gi|85097536|ref|XP_960461.1| PFDHE----SDTDFVSGLRLVAGAGDPTLKQGLGMYIYAAGKSMSAQSAFYSADGDLLIVAQDGVLDIRTEFGWLLVRPMEIAVIPRGVRYQVFLPS--GPVRGYALELYQGHFQLPELGPIGSNGLANVRDFQAPVACFSEDHGSIALD   300
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gi|24583650|ref|NP_523544.2| ---RDVKD-FQVISKFQGRLFVAKQNHTVFDVVAWHGNYVPFKYDLSKFMVINSVSFDHCDPSIFTVLTCPSLRAGTAIADFVIFPPRWSVQEHTFRPPYYHRNCMSEFMGLILGKYEAKEDG---FAAGGATLHSMMTPHGPDVKCFEG   450
gi|158298465|ref|XP_318638.4| ---RSVEG-YRIVSKFQGALFVATQGHSPFDVVAWHGNYVPYKYDLARFMVINSVSFDHCDPSIFTVLTCPSNRPGTAIADFVIFPPRWSVQEHTFRPPYYHRNCMSEFMGLIFGRYEAKEGG---FMPGGASLHSMMTPHGPDHRCFEG   450
gi|7549763|ref|NP_038575.1| ---RRVPGGYTVINKFQGKLFACKQDVSPFNVVTWHGNYTPYKYNLENFMVINAVAFDHADPSIFTVLTAKSLRPGVAIADFVIFPPRWGVADKTFRPPYYHRNCMSEFMGLIKGHYEAKQGG---FLPGGGSLHSAMTPHGPDADCFEK   450
gi|58865860|ref|NP_001012145.1| ---RQVPGGFTVINKYQGKLFASKQDVSPFNVVAWHGNYTPYKYNLENFMVINAVAFDHADPSIFTVLTAKSLRPGVAIADFVIFPPRWGVADKTFRPPYYHRNCMSEFMGLIKGHYEAKQGG---FLPGGGSLHSAMTPHGPDADCFEK   450
gi|115527117|ref|NP_000178.2| ---RQVPGGYTVINKYQGKLFAAKQDVSPFNVVAWHGNYTPYKYNLKNFMVINSVAFDHADPSIFTVLTAKSVRPGVAIADFVIFPPRWGVADKTFRPPYYHRNCMSEFMGLIRGHYEAKQGG---FLPGGGSLHSTMTPHGPDADCFEK   450
gi|114588728|ref|XP_516674.2| ---RQAPGGYTVINKYQGKLFAAKQDVSPFNVVAWHGNYTPYKYNLKNFMVINSVAFDHADPSIFTVLTAKSVRPGVAIADFVIFPPRWGVADKTFRPPYYHRNCMSEFMGLIRGHYEAKQGG---FLPGGGSLHSTMTPHGPDADCFEK   450
gi|74002858|ref|XP_535754.2| ---RQVPGGYTVINKYQGKLFAAKQNVSPFNVVAWHGNYTPYKYNLENFMVINSVAFDHADPSIFTVLTAKSVRPGVAVADFVIFPPRWGVADKTFRPPYYHRNCMSEFMGLIKGHYEAKQGE---FLPGGGSLHSSMTPHGPDADCFEK   450
gi|50729534|ref|XP_416553.1| ---RKIPGGYTVISKYQGKLFAAQQDFSPFNVVAWHGNYTPYKYHLENFMVINSVAFDHADPSIFTVLTAKSTRPGVAIADFVIFPPRWGVANNTFRPPYYHRNCMSEFMGLIKGHYEAKEEG---FQPGGASLHSMMTPHGPDADCFEK   450
gi|148298760|ref|NP_694498.2| ---RTIATGYTIVNKYQGKLFSCQQDFSPFNVVAWHGNYAPYKYNLENFMVINCVAFDHADPSIFTVLTAKSTRPGVAIADFVIFPPRWGVADHTFRPPYYHRNCMSEFMGLIKGHYEAKEEG---FQPGGGSLHSIMTPHGPDVDCFEK   450
gi|17507969|ref|NP_492433.1| ---LDVE--FTIINKYQGSWFQAKQGHSPFDVVGWHGNYVPYKYDLKKFMVINTVSFDHCDPSIFTVLTAPSVKHGTAIADFVIFPPRWGCADNTFRPPYYHRNCMSEYMGLITGCYEAKEGG---FKPGGGSLHSMMTPHGPDFNCFEM   450
gi|15239545|ref|NP_200219.1| ---GLRPE-YTIVQKFGGELFTAKQDFSPFNVVAWHGNYVPYKYDLKKFCPYNTVLLDHGDPSINTVLTAPTDKPGVALLDFVIFPPRWLVAEHTFRPPYYHRNCMSEFMGLIYGAYEAKADG---FLPGGASLHSCMTPHGPDTTTYEA   450
gi|115465882|ref|NP_001056540.1| ---VHRPG-YTIVQKYGGELFTATQDFSPFNVVAWHGNYVPYKYDLSKFCPFNTVLFDHADPSVNTVLTAPTDKPGVALLDFVIFPPRWLVAENTFRPPYYHRNCMSEFMGLIYGIYEAKADG---FLPGGASLHSCMTPHGPDTKTYEA   450
gi|39974845|ref|XP_368813.1| AGPSAPRDGYEVTAKFNNTLFATRQAHTPFDVVAWHGNYYPFKYDLGRFNTIGAISYDHPDPSIFTVLTAPSDHAGTAVADFVIFPPRWLVGEDTFRPPWYHRNTMSEFMGLITGDYDAKKGGKGGFVPGGASLHNVMSGHGPDAASYEG   450
gi|85097536|ref|XP_960461.1| -GPNS----YTITAKFNNTLFETKQPHTPFDVVAWHGNYYPYKYDLGRFNTIGSISFDHPDPSIFTVLSAPSDHAGTAIADFVIFPPRWLVGEDTFRPPWYHRNTMSEFMGLITGAYDAKKGGKGGFVPGGASLHNVMSGHGPDAASYEG   450
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450



                                                *: :*****.:   :  *.       :  * :  *  :.  :                        
gi|24583650|ref|NP_523544.2| -ASNAKLVPERVAEGTQAFMFESSLSLAVTKWGEETCQKLDAAYYE-CWQALKNNFQ----------ITKN---------   530
gi|158298465|ref|XP_318638.4| -ASNADLKPERVADGTQAFMFESSLSMAVTRWGEETCQKLDARYYE-CWQALEKHFH----------L------------   530
gi|7549763|ref|NP_038575.1| -ASKAKLEPERIADGTMAFMFESSLSLAVTKWGLKTCSCLDENYYK-CWEPLRSHFT----------PNSRSPTEPK---   530
gi|58865860|ref|NP_001012145.1| -ASKAKLEPERIADGTMAFMFESSLSLAVTKWGLKTCGCLDEDYYK-CWEPLQAHFT----------PTSRSPTEPK---   530
gi|115527117|ref|NP_000178.2| -ASKVKLAPERIADGTMAFMFESSLSLAVTKWGLKASRCLDENYHK-CWEPLKSHFT----------PNSRNPAEPN---   530
gi|114588728|ref|XP_516674.2| -ASKAKLAPERIADGTMAFMFESSLSLAVTKWGLKASRCLDENYHK-CWEPLKSHFT----------PNSRNPAEPN---   530
gi|74002858|ref|XP_535754.2| -ASKAKLAPERIADGTMAFMFESSLSMAVTKWGLKSSSCLDENYYK-CWEPLKSHFT----------PDSRKPAGPN---   530
gi|50729534|ref|XP_416553.1| -ASKAKLEPERVAEGTMAFMFESSLSMAVTEWGLKTSNRLDKNYYK-CWEPLKSHFN----------PNCK---------   530
gi|148298760|ref|NP_694498.2| -NSTALLKPERVAEGTMAFMFESSFSMAVTKWGLETCQRLDKNYYK-CWEALKSHFN----------PNWKPSSK-----   530
gi|17507969|ref|NP_492433.1| -ASNADLKPQRVAEGTMSFMFESSLNMAITNWAVYQN--VDKDYYK-DWQPLKKHFT----------MPK----------   530
gi|15239545|ref|NP_200219.1| TIARVNAMAPSKLTGTMAFMFESALIPRVCHWALESPF-LDHDYYQ-CWIGLKSHFSRISLDKTNVESTEKEPGASE---   530
gi|115465882|ref|NP_001056540.1| TISRPDANEPSRLSGTLAFMFESALIPRVCQWALDSPS-RDLDYYQ-CWIGLKSHFS-----HDNGGATSEEPCRK----   530
gi|39974845|ref|XP_368813.1| -AREAELKPAKVGAGSCAFMFESCFMVGVTDWGLRTCQKVQEGYSQESWGGVKTYWK----------RPEGASADVHLLK   530
gi|85097536|ref|XP_960461.1| -ARNADLKPQKVGEGSCAFMFESCLMVGVTDWGLETCHKVQEDYNEHSWGGVKVHWKG---------MPEGEKGQGHLL-   530
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