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gi|31542127|ref|NP_031466.2| MGRYRVRVVTGAWLFSGSLNLVRLWLVGEHREAKLELQLRP----ARGKEEEFDFDVPEDLGPLQFVKLHKQHTVVDDAWFCNLITVQGPGTSAEAVFPCYRWVQGEGILS-LPEGTARLAG---DNALDVFQKYREKELKERQQTYCWA   150
gi|109488313|ref|XP_213369.4| MGRYRVRVVTGAWLFSGSVNLVRLWLVGAHREARLELQLRP----ARGKEEEFDFDVAEDLGPLQFVKLHKEHTVVDDAWFCNLITVQGPGMSAEAVFPCYRWVQGEGILR-LPEGTARLAG---DNALDVFQKHREKELKERQQTYRWA   150
gi|154426292|ref|NP_000688.2| MGRYRIRVATGAWLFSGSYNRVQLWLVGTRGEAELELQLRP----ARGEEEEFDHDVAEDLGLLQFVRLRKHHWLVDDAWFCDRITVQGPGACAEVAFPCYRWVQGEDILS-LPEGTARLPG---DNALDMFQKHREKELKDRQQIYCWA   150
gi|114666061|ref|XP_511984.2| MGRYRIRVATGAWLFSGSYNRVQLWLVGARGEAELELQLRP----ARGEEEEFDHDVAEDLGLLQFVRLRKHHWLVDDAWFCDRITVQGPGACAEVAFPCYRWVQGEDILS-LPEGTARLPG---DNALDVFQKHREKELKDRQQIYCWA   150
gi|73955349|ref|XP_856538.1| MGRYCVRVTTGAWLFSGSHNRVQLWLVGARGDAELELQLRP----ARGQEEEFDLDIPKDLGPLQFVKLCKHHSLVDDAWFCDLITVRGPGASEEAAFPCYQWVQGQGVLS-LPEGTGEGRGGDSDNALDVFQKHREKELKERQKLYCWD   150
gi|76643361|ref|XP_590488.2| MGRYRILVATGASLFAGSHNRVQLWLVGARGETELELQLRP----ARGQKEEFEHEVPEDLGPLQFVKLRKHHSLVEDAWFCDRITVRGPGACEEAAFPCYRWVQGDGVLC-LPEATARLAG---NNALDVFQRHREKELKERHKIYRWA   150
gi|41054537|ref|NP_955912.1| -MEYKVTVATGTSEYSGTNNYVYVTLIGEKGKSERTLLDNPGLDFCRGAVDDYIVKSDTDLGPLILVRLEKHKYFIEDNWFCRYVKVSVPGERCCYTFPCYRWLVGDGVFVELREGTAKKLS---EDSLPLEMAHRQSELQERQKTYRWV   150
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gi|31542127|ref|NP_031466.2| TWKEGLPQTIAADCKDDLPPNMRFHEEKRLDFEWTLKAGVLEMGLKRVYTLLR-SWNHLEDFDQIFWGQKSALAEKVHQCWQEDELFGYQFLNGANPMLLRRSTSLPSRLVLPSGMEEL----QAQLEKELKNGSLFEADFILLDGIPAN   300
gi|109488313|ref|XP_213369.4| TWKQGLPQTIAADCKDDLPPNMRFHEEKRLDFEWTLKAGVLEMGLKRVYTLLR-SWNRLEDFDQIFWGQKSALAEKVHRCWQEDELFGYQFLNGANPMLLRRSTSLPSRLVLPPGTEEL----QAQLEKELKDGCLFEADFILLDGIPAN   300
gi|154426292|ref|NP_000688.2| TWKEGLPLTIAADRKDDLPPNMRFHEEKRLDFEWTLKAGALEMALKRVYTLLS-SWNCLEDFDQIFWGQKSALAEKVRQCWQDDELFSYQFLNGANPMLLRRSTSLPSRLVLPSGMEEL----QAQLEKELQNGSLFEADFILLDGIPAN   300
gi|114666061|ref|XP_511984.2| TWKEGLPLTIAADRKDDLPPNMRFHEEKRLDFEWTLKAGALEMALKRVYTLLS-SWNCLEDFDQIFWGQKSALAEKVRQCWQDDELFGYQFLNGANPMLLRRSTSLPSRLVLPSGMEEL----RAQLEKELQ------VPLLPLPGTVLS   300
gi|73955349|ref|XP_856538.1| TWKEGLPLTIAAGCQDDLPPNMRFHEDKRLDFEWALKAGALEMVLKRIYTLLS-SWNHLEDFDQIFWGQKSILAEKVHQCWQDDELFGYQFLNGANPMLLRRSACLPSRLVLPPGMEAL----RAQLERELQNGSLFEADFILLDGLPTN   300
gi|76643361|ref|XP_590488.2| TWKEGLPLTIAAGSEDDLPANMRFHEEKRLDFEWTLKAGALEMVLKRVYTLLS-SWTSLEDFDLIFWGQKSPLAEKVHQCWRDDELFGYQFLNGANPMLLRRCTSLPSRLVLPSGMEEL----RAQLERELQNGSLFEADFILLDGIPAN   300
gi|41054537|ref|NP_955912.1| AWAPGIPKCIDAKSEADLPQDARFDNEKRSDFEGSLHYALLELSLKKLAIRFGKSWSDLEDFRRIFWKLRSPIAEYTMEHWKEDWFFAYQFLNGSNPRNITRLKKVPSNFLVTGDMVQSSLIPTTTLNEELKKGNIFLVDHAILDGIPAN   300
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gi|31542127|ref|NP_031466.2| VIRGEPQYLAAPLVM-LRMDPGGKLLPMAIQIQPPNPSSPAPTLFLPSDPPLAWLLAKIWVRNSDFQLQELQFHLLNTHLVAEVIAVATMRCLPGLHPIFKLLVPHIRYTMEINTRSRTQLISDGGIFDQVVSTGGGGHVQLLTRAVAQL   450
gi|109488313|ref|XP_213369.4| VIRGEQQYLAAPLVM-LRMDPSGKLLPMAIQIQPPNPSSPAPTLFLPSDPPLAWLLAKIWVRNSDFQLQELQFHLLNTHLVAEVIAVATMRCLPGLHPIFKLLVPHIRYTMEINTRSRTQLISDGGIFDQVVSTGGGGHVQLLTRAVAQL   450
gi|154426292|ref|NP_000688.2| VIRGEKQYLAAPLVM-LKMEPNGKLQPMVIQIQPPNPSSPTPTLFLPSDPPLAWLLAKSWVRNSDFQLHEIQYHLLNTHLVAEVIAVATMRCLPGLHPIFKFLIPHIRYTMEINTRARTQLISDGGIFDKAVSTGGGGHVQLLRRAAAQL   450
gi|114666061|ref|XP_511984.2| LVVCRNSDIAWPQCSGLQCSRAGRKVRKCHQIQPPNPSSPTPTLFLPSDPPLAWLLAKSWVRNSDFQLHEIQYHLLNTHLVAEVIAVATMRCLPGLHPIFKFLIPHIRYTMEINTRARTQLISDGGIFDKAVSTGGGGHVQLLRRAAAQL   450
gi|73955349|ref|XP_856538.1| VIRGEKQYLAAPLVL-LKMEPNGKLLPMLIQIQPPGPSSPTSPLFLPSDPPLAWLLAKVWVRNSDFQLHQLQYHLLNTHLVAEVMAVATMRCLPGLHPVFKLLIPHIRYTMEINTRARTQLISEGGIFDKVVSTGGGGHVQLLRRAMAQL   450
gi|76643361|ref|XP_590488.2| VIRGEKQYLAAPLVM-LKMDPSGKLLPMVIQIQPPSPISPTPPLFLPSDPPLAWLLAKTWVRNSDFQLHQLQYHLLNTHLLAEVIAVATMRCLPGLHPVFKLLMPHIRYTMEINTRARTQLISDGGIFDKAVSTGGGGHVHLLRRALAQL   450
gi|41054537|ref|NP_955912.1| VIRNSPQYIAAPLCL-LYEHPEKGLIPIAIQLEQ-KPDKDTP-VFLPSDPPLAWLLAKMWVRHAEFQVFQLLSHLLRTHLMVEVICVATLRQLPAVHPIYKLLTPHLRYTLEINCRGRTQLLSPEGIFKRVVSTGGEGLLILAQREYKVL   450
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gi|31542127|ref|NP_031466.2| TYHSLCPPDDLANRGLLRIPSALYARDALQLWEVTARYVKGMVHLFYQSDDIVRGDPELQAWCREITEVGLCHAQDRGFPVSFQSRAQLCHFLTMCVFTCTAQHAAINQGQLDWYGWVPNAPCTMRMPPPTSKDDVTMETVMGSLPDVQK   600
gi|109488313|ref|XP_213369.4| TYCSLCPPDDLATRGLLRVPSALYAQDALQLWEVTARYVNGMVHLFYQSDDIVRGDPELQAWCREITEVGLCHAQDRGFPVSFQSRAQLCHFLTMCVFTCTSQHAAINQGQLDWYGWVPNAPCTMRMPPPTSKDDVTMETIMGSLPDVQK   600
gi|154426292|ref|NP_000688.2| TYCSLCPPDDLADRGLLGLPGALYAHDALRLWEIIARYVEGIVHLFYQRDDIVKGDPELQAWCREITEVGLCQAQDRGFPVSFQSQSQLCHFLTMCVFTCTAQHAAINQGQLDWYAWVPNAPCTMRMPPPTTKEDVTMATVMGSLPDVRQ   600
gi|114666061|ref|XP_511984.2| TYCSLCPPDDLADRGLLGLPGALYARDALRLWEIIARYVEGIVHLFYQRDDVVKGDPELQAWCREITEVGLCQAQDRGFPVSFQSQSQLCHFLTMCVFTCTAQHAAINQGQLDWYAWVPNAPCTMRMPPPTTKEDVTMATVMGSLPDVRQ   600
gi|73955349|ref|XP_856538.1| TYRSLCPPDDLADRGLLGIPSALYAHDALRLWGIIAQYVEGIVHLFYHRDDVVRGDSELQAWCREITEVGLCHAQERGFPISFQSRKQLCHFLTMCIFTCTAQHGAINQGQLDWYAWVPNAPCTMRMPPPTTKEEVKMATVMGSLPDVRQ   600
gi|76643361|ref|XP_590488.2| TYRSLCPLDDLADRRLLGTPGALYACDALRLWEITARYVEGIVHLFYHGDDVVKGDPELQAWCREITEVGLRQAQERGFPVSFQSQNQLCHFLTMCVFTCTAQHGAINQGQLDWYAWVPNAPCTMRMPPPTTKEDVTMATVMGSLPDVRQ   600
gi|41054537|ref|NP_955912.1| TYRSLQPKFDFLDRGVTKVKGYVYRDYSLMLWDVIQNFVSGIVSLYYQCDSDVQEDSELQAWIHDVAVEGFVDVPEFGLASDMKTKEELITLLSVAIFTSTAQHAATNNGQFDWCAWVPNTPCTMRHPPPRDKDAVTMEMIMDTLPDISQ   600
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gi|31542127|ref|NP_031466.2| ACLQMTITWHLGRLQPDMVPLGHHTEKYFSDPRTKAVLSQFQADLDNLEKEITARNEQLDLPYEYLKPSRIENSITI   677
gi|109488313|ref|XP_213369.4| SCLQMTITWHLGRLQPDMVPLGHHKEKYFSDPRTKAVLSQFQADLENLEKEITARNQQLDLPYEYLKPSRIENSITI   677
gi|154426292|ref|NP_000688.2| ACLQMAISWHLSRRQPDMVPLGHHKEKYFSGPKPKAVLNQFRTDLEKLEKEITARNEQLDWPYEYLKPSCIENSVTI   677
gi|114666061|ref|XP_511984.2| ACLQMAISWHLSRRQPDMVPLGHHKEKYFSGPKPKAVLNQFRTDLEKLEKEITARNEQLDWPYEYLKPSCIENSVTI   677
gi|73955349|ref|XP_856538.1| ACLQMTITWHLGRRQPDMVPLGHHKEKYFSSPKAKAVLNQFQTDLENLEREITARNEQLDLPYDYLKPSRIENSVTI   677
gi|76643361|ref|XP_590488.2| ACLQMAITWHLGRRQPDMVPLGHHKEKYFSDPKAKSVLNQFQTDLENLEREITARNEQLDLPYEYLKPSHIENSVTI   677
gi|41054537|ref|NP_955912.1| SCVQMAITWHLGRAQPDAIPMGQYVEQYFTEPAALKVIDKFRKELKELEDKIMAQNEGLELQYLYLCPSRMENSITI   677
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