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gi|6678339|ref|NP_033404.1| MLGIFFLGVLAPASLG------LSALAKLQPTGSQCVEHECFALFQGPATFLDASQACQRLQGHLMTVRSSVAADVISLLLSQSSMD--LGPWIGLQLPQGCDDPVHLGPLRGFQWVTGDNHTSYSRWARPNDQ-TAPLCGPLCVTVSTA   150
gi|13929084|ref|NP_113959.1| MLGVFLLGVLAPAGLG------ISALAKLQPKGSQCVGNECFALFQDPVTFLDASQACQRLQGHLMTVRSSVAADVISLLVSDSSMD--SRPWIGLQLPQGCGDPVHLGPLRGFQWVTGDNHTSYSRWARPNDQ-SPPLCGPLCVTVSTA   150
gi|4507483|ref|NP_000352.1| MLGVLVLGALALAGLG------FPAPAEPQPGGSQCVEHDCFALYPGPATFLNASQICDGLRGHLMTVRSSVAADVISLLLNGDGGVGRRRLWIGLQLPPGCGDPKRLGPLRGFQWVTGDNNTSYSRWARLDLN-GAPLCGPLCVAVSAA   150
gi|114681254|ref|XP_525283.2| MLGVLVLGALALAGLG------FPAPAEPQPGGSQCVEHDCFALYPGPATFLNASQICDGLRGHLMTVRSSVAADVISLLLNGDGGVGRRRLWIGLQLPHGCGDTKRLGPLRGFQWVTGDNNTSYSRWARLDLN-GAPLCGPLCVAVSAA   150
gi|55741805|ref|NP_001006954.1| MLRVLLLGVLAPAGLG------LPTPAQPQPRSSQCMEHDCFQLFRGPATFLAASQTCEGLGGHLMTVRSSVAADVISLLLSGDGGDGPR-LWIGLQLRRGCSDPGQGGPLRGFQWVTGDNRTSYSRWARPHVGPAGPPCAPLCVAVSDA   150
gi|119905421|ref|XP_610749.3| MLRVLLLGVLAPAGLG------LPAPPEPQPLGGQCVDLDCFAVFRGPATFLAASRVCERLQGHLMTVRSSVAEDVISLLLSGDG----PRLWIGLQRPPGCDDPEHSGPLRGFQWVTGDNRTSFSRWARPHDD-GARLCGPLCVAVSAA   150
gi|118087552|ref|XP_426101.2| MRRLLLPLLLAGLGLGLGLVLGLGEPEPPAPSGAQCLEHDCFAVFWTPGPFAAASAACERHGGHLMTVRSTVAEDAIELLLRKRGG----RLWLGLRLPTLCTEPAR--RLRGFQWVTGDTGTDYDNWVP-----SGRRCGQLCVTVSRE   150
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gi|6678339|ref|NP_033404.1| T-EAAPGEPAWEEKPCETETQGFLCEFYFTASCRPLTVNTRDPEAAHISSTYNTPFGVSGADFQTLPVGSSAAVEPLGLELVCRAPPGTSEGHWAWEATGAWNCSVENGGCEYLCNRSTNEPRCLCPRDMDLQADGRSCARPVVQSCNEL   300
gi|13929084|ref|NP_113959.1| T-EAAPGEPAWEEKPCENETKGFLCEFYFAAFCRPLRVNTRDPEGAHISSTYNTPLGVSGADFQTLPIGSSATVAPFGLELVCRALPGTSEGHWTREVTGAWNCSVENGGCEYMCNRSANGPRCVCPSGGDLQADGRSCAKPVAQLCNEL   300
gi|4507483|ref|NP_000352.1| E-ATVPSEPIWEEQQCEVKADGFLCEFHFPATCRPLAVEPGAAAAA-VSITYGTPFAARGADFQALPVGSSAAVAPLGLQLMCTAPPGAVQGHWAREAPGAWDCSVENGGCEHACNAIPGAPRCQCPAGAALQADGRSCTASATQSCNDL   300
gi|114681254|ref|XP_525283.2| E-ATVPSEPIWEEQQCDVKADGFLCEFHFPATCRPLAVEPGAAAAA-VSITYGTPFAARGADFQALPVGSSAAVAPLGLQLMCTAPPGAVQGHWAREAPGAWDCSVENGGCEHACNAIPGAPRCQCPAGAALQADGRSCTAPATQSCNDL   300
gi|55741805|ref|NP_001006954.1| A-APAPGEPAWEEQRCAAEADGFLCEFHFAASCRPLLVDARAAAAAGVSVTYSTPFGARGADFQALPAGSSAAVAPFGVQLACAAPRGEAEARWGREAPGAWDCSVENGGCQRACSASAGAPRCLCPADTYLQADGRSCATFAEHSCHKL   300
gi|119905421|ref|XP_610749.3| AGALAPGEPAWEERPCDAEADGFLCEFHFAASCRPLAVDPGATAAAGLSITYGTPFGARGADFQALPLGSTAAVAPLGVELECAAQPGETEGRWSREAPGAWACGVERGGCQHECKGSAGASNCLCPADAALQADGRSCGLPAEHPCHQL   300
gi|118087552|ref|XP_426101.2| L--------SWEERRCDEPADGFLCEYNYPDSCPRLSPSDG------ASLTYRTPFGAAGGDFLALPHGSTAFVSPMGLQLLCEAAADSGKMRWGRSEPGAWPCRLDNGGCEGSCEELDGTPSCACPAGKKLGPDGRSCVSPCAG---AP   300
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gi|6678339|ref|NP_033404.1| CEHFCVSNAEVPGSYSCMCETGYQLAADGHRCEDVDDCKQGPNPCPQLCVNTKGGFECFCYDGYELVDGECVELLDPCFGSNCEFQCQPVSPTDYRCICAPGFAPKPDEPHKCEMFCNETSCPADCDPNSPTVCECPEGFILDEG----S   450
gi|13929084|ref|NP_113959.1| CQHFCVNNSDVPGSYSCMCETGYQLAADGHRCEDVDDCKQGPNPCPQLCSNTEGGFECRCYDGYELVDGECVEQLDPCFRSKCEYQCQPVNSTHYNCICAEGFAPKLDDPDRCEMFCNETSCPADCDPNSPSFCQCPEGFILDEG----S   450
gi|4507483|ref|NP_000352.1| CEHFCVPNPDQPGSYSCMCETGYRLAADQHRCEDVDDCILEPSPCPQRCVNTQGGFECHCYPNYDLVDGECVEPVDPCFRANCEYQCQPLNQTSYLCVCAEGFAPIPHEPHRCQMFCNQTACPADCDPNTQASCECPEGYILDDG----F   450
gi|114681254|ref|XP_525283.2| CEHFCVPNPDQPGSYSCMCETGYRLAADQHRCEDVDDCILEPSPCPQRCVNTQGGFECHCYPNYDLVDGECVEPVDPCFRANCEYQCQPLNQTSYLCVCAEGFAPIPHEPHRCQMFCNQTACPADCDPNTQASCECPEGYILDDG----F   450
gi|55741805|ref|NP_001006954.1| CEHFCIPNASVPGSYLCMCETGYQLAADQHRCEDVDDCIQVPSLCPQLCVNTRGAFECHCYPGYELVDNECVEPVDPCFGSKCEYQCQPVSQTDYRCICAEGFAPVPHDPHRCQMFCNQTACPADCDPNSPTSCQCPEGYILDDG----F   450
gi|119905421|ref|XP_610749.3| CEHFCHLHG--LGNYTCICEAGYQLAADQHRCEDVDDCAQLPSPCPQRCVNTEGGFQCHCDTGYELVDGECVDPVDPCFDNNCEYQCQPVGRSEHKCICAEGFAPVPGAPHKCQMFCNQTSCPADCDPHYPTICRCPEGYIIDEG----S   450
gi|118087552|ref|XP_426101.2| CEQHCVPDGE---GFHCMCSEGYELGPDGSSCQDVDDCVKVPEVCEQVCYNTEGGFECHCHRGYEMVEGHC-KPISSCSTGPCDHTCEDVPG-GYQCSCYNGYVVNPKNPTECLQKCEDGRCLAECDASG-LYCVCPEGFLLDHLPNGVS   450
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gi|6678339|ref|NP_033404.1| VCTDIDECSQGECFTSECRNFPGSYECICGPDTALAGQISKDCD---PIPVREDTKEEEGSGEPPVS-PTPGSPT--GPPSARPVHSGVLIGISIASLSLVVALLALLCHLRKKQGAARAELEYKCASS-AKEVVLQHVRTDRTLQKF   598
gi|13929084|ref|NP_113959.1| ICTDIDECSQGECLTNECRNLPGSYECICGPDTALAGQISKDCD---PIPVLEDS-EDGGSGEHPSSNPTVVSST--VPPSARPMHSGVLIGISIASLSLVVALLALLCHLRKKQGTARAELEYKCTSS-AKEVVLQHVRTDRTLQKF   598
gi|4507483|ref|NP_000352.1| ICTDIDECENGGFCSGVCHNLPGTFECICGPDSALARHIGTDCD---SGKVDGG---DSGSGEPPPS-PTPGSTL--TPPAVGLVHSGLLIGISIASLCLVVALLALLCHLRKKQGAARAKMEYKCAAP-SKEVVLQHVRTERTPQRL   598
gi|114681254|ref|XP_525283.2| ICTDIDECENGGFCSGVCRNLPGTFECICGPDSALARYIGNDCD---SGKVDGG---DGGSGEPPPS-PTPGSTL--TPPAVGLVHSGLLIGISIASLCLVVALLALLCHLRKKHGAARAKMEYKCAAP-SKEVVLQHVRTERTPQRL   598
gi|55741805|ref|NP_001006954.1| MCTDIDECENG-ECPEACRNLPGTYECICGPDSPLAGQVATDCGRIISDPDGDS---DSGSGEPPVT-PTPGVTP--SPSPVGPVHSGVLIGISIASLSLVVALLALLCHLRKKQGAPRAELEYKCGAP-AKEVVLQHVRTEQMPQKL   598
gi|119905421|ref|XP_610749.3| TCTDINECDTN-ICPGQCHNLPGTYECICGPDSALSGQIGIDCDPTQVNEERGTPEDYGGSGEPPVS-PTPGATARPSPAPAGPLHSGVLVGISIASLSLVVALLALLCHLRKKQGASRGELEYKCGVP-AKELMLQQVKTERTPQKL   598
gi|118087552|ref|XP_426101.2| LCVDIDECESN-HCEHNCTNTAGSYICHCQP-----GYMPFDVN--HCIPISQEDNEDGYSGDSGPPWPVPSHIP----PKAEHLHPGALVGITMGVLCAALVLLAVGYHLARKRCHPPSSMEYKCGSPREKEMGLQQVSASQKV---   598
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