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gi|32528301|ref|NP_004435.3| MELRVLLCWASLAAALE-------------ETLLNTKLETADLKWVTFPQVDGQWEELSGLDEEQHSVRTYEVCDVQRAPGQAHWLRTGWVPRRGAVHVYATLRFTMLECLSLPRAGRSCKETFTVFYYESDADTATALTPAWMENPYIK   150
gi|114615050|ref|XP_519269.2| MELRVLLCWASLAAALE-------------ETLLNTKLETADLKWVTFPQVDG------------------------------------------------------------------------------------------------Q   150
gi|73957950|ref|XP_546948.2| MELRALLCWASLAAALEVLTVHLFICLSVLETLLNTKLETADLKWVTFPQVDGQWEELSGLDEEQHSVRTYEVCDVQRAPGLAHWLRTGWVPRRGAVHVYATLRFTMLECLSLTRAGRSCKETFTVFYFESDADTATAFTPAWMENPYIK   150
gi|194678442|ref|XP_874493.3| MELRALLCWASLAAALE-------------ETLLNTKLETADLKWVTFPQADGQWEELSGLDEEQHSVRTYEVCDMQRAPGLAHWLRTGWVPRRGAVHVYATLRFTMLECLSLPRAGRSCKETFTVFYFESDADTATAHTPAWMENPYIK   150
gi|47059093|ref|NP_034274.3| MELRALLCWASLATALE-------------ETLLNTKLETADLKWVTYPQAEGQWEELSGLDEEQHSVRTYEVCDMKRPGGQAHWLRTGWVPRRGAVHVYATIRFTMMECLSLPRASRSCKETFTVFYYESEADTATAHTPAWMENPYIK   150
gi|18858599|ref|NP_571489.1| MELFSRNVAAFWVILLEFLLGSV----AEEEVLMNTKTETSDLKWTTHSRSKPEWEEVSGLDEENNSVRTYQICQADGS--SSHCVRSKLIERRGASQVYVELFFTMVECSSRNTHHRSCKETFNLYYYQSDTDDATATHPAWMENPYTK   150
gi|18859329|ref|NP_571492.1| MDRVCWIMALSWFWMVSTGLVS-----AEEEVLMNTKLETSDLRWTIYPSGDPEWEEMSGLDEEGNSVRTFQVCPMDSS--VSHWLRTRFIPRHGASQVYVEIRFTMMECSAMPASFRTCKETFNLYYYQSDEDTASATHPAWMENPYSK   150
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gi|32528301|ref|NP_004435.3| VDTVAAEHLTRKRPGAEATGKVNVKTLRLGPLSKAGFYLAFQDQGACMALLSLHLFYKKCAQLTVNLTRFPETVPRELVVPVAGSCVVDAVPAPG--PSPSLYCREDGQWAEQPVTGCSCAPGFEAAEGNTKCRACAQGTFKPLSGEGSC   300
gi|114615050|ref|XP_519269.2| VDTVAAEHLTRKRPGAEATGKVNVKTLRLGPLSKAGFYLAFQDQGACMALLSLHLFYKKCAQLTVNLTRFPETVPRELVVPVAGSCVVDAVPAPG--PSPSLYCREDGQWAEQPVTGCSCAPGFEAAEGNTKCRACAQGTFKPLSGEGSC   300
gi|73957950|ref|XP_546948.2| VDTVAAEHLTRKRPGAEATGKVNIKTLRLGPLTKAGFYLAFQDQGACMALLSLHLFYKKCSQLTVNLTYFPETVPRELVVPVAGSCVADAVPTPG--PSPSLYCREDGQWAEQPVTGCSCAAGFEAAEGNTRCRACAQGTFKPLSGEGSC   300
gi|194678442|ref|XP_874493.3| VDTVAAEHLTRKRPGAEATGKVNVKTLRLGPLTKAGFYLAFQDQGACMALLSLHLFYKKCAQQTVNLTYFPETVPRELVVPVAGSCVADAMPAPG--PSPSLYCREDGQWAEQPVTGCSCNAGFEAAEGNTKCRACAQGTFKPLSGEGSC   300
gi|47059093|ref|NP_034274.3| VDTVAAEHLTRKRPGAEATGKVNIKTLRLGPLSKAGFYLAFQDQGACMALLSLHLFYKKCSWLITNLTYFPETVPRELVVPVAGSCVANAVPTAN--PSPSLYCREDGQWAEQQVTGCSCAPGYEAAESNKVCRACGQGTFKPQIGDESC   300
gi|18858599|ref|NP_571489.1| VDTVAADFLLRK--GGEK--KVNVKTLRLGPLSKRGFYLAFQAQGACMALLSVRVFFKKCPALTRSLSVFPETVPRSLVQEAVGQCVANAAQPGPSPRPPKMFCGEDGQWVDQPTTTCTCLPGFEASHGELECRACPVGLFKMGSGTGPC   300
gi|18859329|ref|NP_571492.1| VDTVAADFLLRR--GGER--KSNVKTVRVGPLSLFGFYLAFQTQGACMALLSVRVFFKKCPAVSRAFSSFPETLPHSLVQQAEGVCVDNSAPTGQCTAPPTMFCGEDGQWVGPPSSTCACKPGYEPVDSD-RCRACGLGQYKASVGGSLC   300
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gi|32528301|ref|NP_004435.3| QPCPANSHSNTIGSAVCQCRVGYFRARTDPRGAPCTTPPSAPRSVVSRLNGSSLHLEWSAPLESGGREDLTYALRCRECR-PGGSCAPCGGDLTFDPGPRDLVEPWVVVRGLRPDFTYTFEVTALNGVSSLATGPVPFEPVNVTTDREVP   450
gi|114615050|ref|XP_519269.2| QPCPANSHSNTIGSAVCQCRVGYFRARTDPRGAPCTTPPSAPRSVVSRLNGSSLHLEWSAPLESGGREDLTYALRCRECR-PGGSCAPCGGDLTFDPGPRDLVEPWVVVRGLRPDFTYTFEVTALNGVSSLATGPVPFEPVNVTTDREVP   450
gi|73957950|ref|XP_546948.2| QPCPANSHSNTIGSPMCQCRIGYFRARTDFRGAPCTTPPSAPRSVVPRLNGSSLRLEWSAPLESGGREDLTYALRCRECR-PGGSCTPCGGDLTFDPGPRDLVEPWVAVRGLRPDFTYTFEVTALNGVSSLATGPVPFEAVNVTTDREVP   450
gi|194678442|ref|XP_874493.3| QPCPANSHSNAIGSSICQCRIGYFRASTDPRSAPCTTPPSAPRSVVPRLNGSALRLEWSAPLESGGREDLTYALRCRECR-PGGSCTPCGGDLTFDPGPRDLVEPWVAIRGLRPDVTYTFEVTALNGVSSLASGPVPFEAVNVTTDREVP   450
gi|47059093|ref|NP_034274.3| LPCPANSHSNNIGSPVCLCRIGYYRARSDPRSSPCTTPPSAPRSVVHHLNGSTLRLEWSAPLESGGREDLTYAVRCRECR-PGGSCLPCGGDMTFDPGPRDLVEPWVAIRGLRPDVTYTFEVAALNGVSTLATGPPPFEPVNVTTDREVP   450
gi|18858599|ref|NP_571489.1| SVCPENSQTGETGSAACVCRSGFYRALSDSADTPCTRPPSSPRSPVPQVNDTSLTLEWSEPLDSGGRSDLSYSVECRMCSTPGSPCTLCSDGVNYRPSQTGIQGRRVSIWGLRPHTTYSFTVMALNGVSAQSQQGPAGETINITTSPNVP   450
gi|18859329|ref|NP_571492.1| RVCPDNSNTHSAGSSLCVCRPGYHRATSDLPDSACTKPPSAPRSIIYQINDTVVTLEWSEPLDRGGRSDLSYSVECMHCR--GSLCVQCADSITYRPGQMGVSGRRVIIRGLLPHTTYTFTVLAQNGVSAVSHTSPASSSVNITTSRDVA   450
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gi|32528301|ref|NP_004435.3| PAVSDIRVTRSSPSSLSLAWAVPRAPSGAVLDYEVKYHEKG-AEGPSSVRFLKTSENRAELRGLKRGASYLVQVRARSEAGYGPFGQEHHSQTQLDESEGWREQLALIAGTAVVGVVLVLVVIVVAVLCLRKQSNGREAEYSDKHGQYLI   600
gi|114615050|ref|XP_519269.2| PAVSDIRVTRSSPSSLSLAWAVPRAPSGAVLDYEVKYHEKG-AEGPSSVRFLKTSENRAELRGLKRGASYLVQVRARSEAGYGPFGQEHHSQTQLDESEGWREQLALIAGTAVVGVVLVLVVIVVAVLCLRKQSNGREAEYSDKHGQYLI   600
gi|73957950|ref|XP_546948.2| PPVSDIRVTRSSPSSLSLAWAVPRAPSGAVLDYEVKYHEKG-TEGPSSVRFLKTSENRAELRGLKRGASYLVQVRARSEAGYGPFGQEHHSQTQLDENESWREQLALIAGTAVVGVVLVLVVIVIAVLCLRKQSNGREAEYSDKHGQYLI   600
gi|194678442|ref|XP_874493.3| PPVSDIRVTRSSPSSLSLAWAVPRAPSGAVLDYEVKYHEKG-AEGPSSVRFLKTSENRAELRGLKRGASYLVQVRARSEAGYGPFGQEHHSQTQLDENEAWREQLALIAGTAAVGVVLVLVVIVIAVLCLRKQSNGREAEYSDKHAQYLI   600
gi|47059093|ref|NP_034274.3| PAVSDIRVTRSSPSSLILSWALPRAPSGAVLDYEVKYHEKG-AEGPSSVRFLKTSENRAELRGLKRGASYLVPVRARSEAGYGPFGQEHHSQTQLDESESWREQLALIAGTAVVGVVLVLVVVIIAVLCFRKQSYGREVEYSDKHGQYLI   600
gi|18858599|ref|NP_571489.1| VLVSGLRKSTATESSLTLYWNTPTQSHYRILQYQIRYCEKERGSEENSCHYMESNNNEVVLSDLRRATQYEVQVRARTFAGYGSFGKAILFRTLPDEDDSS-SPLLVTGILIAMGMLLLIIVIGAAIYCIRKQNNYKDPELSDKNGQYLM   600
gi|18859329|ref|NP_571492.1| VPVSGIRRIKASESSVSISWTVPPQTQHSIQDYQLRYSLK---GQDDGWQYVSSRSSSVVLNDLSRASQYQVQVRARTAAGYGHFSSAVSISTLPDDEESP-SRLMLTGVLVAIGLLILIAVVIVAVFCFRRSTRRRDPDP-DKSGQFLM   600
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gi|32528301|ref|NP_004435.3| GHGTKVYIDPFTYEDPNEAVREFAKEIDVSYVKIEEVIGAGEFGEVCRGRLKAPGKKESCVAIKTLKGGYTERQRREFLSEASIMGQFEHPNIIRLEGVVTNSMPVMILTEFMENGALDSFLRLNDGQFTVIQLVGMLRGIASGMRYLAE   750
gi|114615050|ref|XP_519269.2| GHGTKVYIDPFTYEDPNEAVREFAKEIDVSYVKIEEVIGAGEFGEVCRGRLKAPGKKESCVAIKTLKGGYTERQRREFLSEASIMGQFEHPNIIRLEGVVTNSMPVMILTEFMENGALDSFLRLNDGQFTVIQLVGMLRGIASGMRYLAE   750
gi|73957950|ref|XP_546948.2| GHGTKVYIDPFTYEDPNEAVREFAKEIDVSYVKIEEVIGAGEFGEVCRGRLKAPGKKESCVAIKTLKGGYTERQRREFLSEASIMGQFEHPNIIRLEGVVTNSVPVMILTEFMENGALDSFLRLNDGQFTVIQLVGMLRGIASGMRYLAE   750
gi|194678442|ref|XP_874493.3| GHGTKVYIDPFTYEDPNEAVREFAKEIDVSYVKIEEVIGAGEFGEVCRGRLKAPGKKESCVAIKTLKGGYTERQRREFLSEASIMGQFEHPNIIRLEGVVTNSVPVMILTEFMENGALDSFLRLNDGQFTVIQLVGMLRGIASGMRYLAE   750
gi|47059093|ref|NP_034274.3| GHGTKVYIDPFTYEDPNEAVREFAKEIDVSYVKIEEVIGAGEFGEVCRGRLKAPGKKESCVAIKTLKGGYTERQRREFLSEASIMGQFEHPNIIRLEGVVTNSVPVMILTEFMENGALDSFLRLNDGQFTVIQLVGMLRGIASGMRYLAE   750
gi|18858599|ref|NP_571489.1| GQGVKVYIDPFTYEDPNEAVREFAKEIDVSCVKIEEVIGAGEFGEVCRGRLRIPGKKENYVAIKTLKGGYTDKQRRDFLAEASIMGQFQHPNIIHLEGIITASCPVMILTEFMENGALDSFLRLNDGQFTPIQLVGMLRGIASGMKYLSE   750
gi|18859329|ref|NP_571492.1| GQGIKVYIDPFTYEDPNEAVREFAKEIDVSFVKIEEVIGAGEFGEVCRGRLKVPGKKENYVAIKTLKGGYTDKQRRDFLSEASIMGQFQHPNIIHLEGVITASCPVMILTEYMENGALDSFLRLNDGQFTPIQLVGMLRGIASGMKYLSE   750
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gi|32528301|ref|NP_004435.3| MSYVHRDLAARNILVNSNLVCKVSDFGLSRFLEENSSDPTYTSSLGGKIPIRWTAPEAIAFRKFTSASDAWSYGIVMWEVMSFGERPYWDMSNQDVINAIEQDYRLPPPPDCPTSLHQLMLDCWQKDRNARPRFPQVVSALDKMIRNPAS   900
gi|114615050|ref|XP_519269.2| MSYVHRDLAARNILVNSNLVCKVSDFGLSRFLEENSSDPTYTSSLGGKIPIRWTAPEAIAFRKFTSASDAWSYGIVMWEVMSFGERPYWDMSNQDVINAIEQDYRLPPPPDCPTSLHQLMLDCWQKDRNARPRFPQVVSALDKMIRNPAS   900
gi|73957950|ref|XP_546948.2| MSYVHRDLAARNILVNSNLVCKVSDFGLSRFLEENSSDPTYTSSLGGKIPIRWTAPEAIAFRKFTSASDAWSYGIVMWEVMSFGERPYWDMSNQDVINAIEQDYRLPPPPDCPTSLHQLMLDCWQKDRNARPRFPQVVSALDKMIRNPAS   900
gi|194678442|ref|XP_874493.3| MSYVHRDLAARNILVNSNLVCKVSDFGLSRFLEENSSDPTYTSSLGGKIPIRWTAPEAIAFRKFTSASDAWSYGIVMWEVMSFGERPYWDMSNQDVINAIEQDYRLPPPPDCPTSLHQLMLDCWQKDRNARPRFPQVVSALDKMIRNPAS   900
gi|47059093|ref|NP_034274.3| MSYVHRDLAARNILVNSNLVCKVSDFGLSRFLEENSSDPTYTSSLGGKIPIRWTAPEAIAFRKFTSASDAWSYGIVMWEVMSFGERPYWDMSNQDVINAIEQDYRLPPPPDCPTSLHQLMLDCWQKDRNARPRFPQVVSALDKMIRNPAS   900
gi|18858599|ref|NP_571489.1| MSYVHRDLAARNILVNSNLVCKVSDFGLSRFLQENSSDPTYTSSLGGKIPIRWTAPEAIAFRKFTCASDVWSYGIVMWEVMSFGERPYWDMSNQDVINAIEQDYRLPPPPDCSTYLHQLMLDCWQKERTARPRFANIVSALDKLIRNPAS   900
gi|18859329|ref|NP_571492.1| MSFVHRDLAARNILVNSNLVCKVSDFGLSRFLTENSSDPTYTSSLGGKIPIRWTAPEAIAFRKFTSASDVWSYGIVMWEVMSFGERPYWDMSNQDVINAIEQDYRLPPPPECPASLHQLMLDCWQKERSSRPRFCAIVSALDRLIRNPAS   900
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gi|32528301|ref|NP_004435.3| LKIVARENGGASHPLLDQRQP-HYSAFGSVGEWLRAIKMGRYEESFAAAGFGSFELVSQISAEDLLRIGVTLAGHQKKILASVQHMKSQAKPGTPGGTGGPAPQY  1005
gi|114615050|ref|XP_519269.2| LKIVARENGGASHPLLDQRQP-HYSAFGSVGEWLRAIKMGRYEESFAAAGFGSFELVSQISAEDLLRIGVTLAGHQKKILASVQHMKSQAKPGTPGGTGGPAPQY  1005
gi|73957950|ref|XP_546948.2| LKIVARENGGASHPLLDQRQP-HYSAFGSVGEWLRAIKMGRYEESFAAAGFGSFELVSQISAEDLLRIGVTLAGHQKKILASVQHMKSQAKPGAPGGSGAPAPQY  1005
gi|194678442|ref|XP_874493.3| LKIVARENGGASHPLLDQRQP-HYSAFGSVGEWLRAIKMGRYEESFAAAGFGSFELVSQISTEDLLRIGVTLAGHQKKILASVQHMKSQAKPGAPGGSGAPAPQY  1005
gi|47059093|ref|NP_034274.3| LKIVARENGGASHPLLDQRQP-HYSAFGSVGEWLRAIKMGRYEESFAAAGFGSFEVVSQISAEDLLRIGVTLAGHQKKILASVQHMKSQAKPGAPGGTGGPAQQF  1005
gi|18858599|ref|NP_571489.1| LKITAQEGAGPSHPLLDQRSPLTPSSCGTVGDWLRAIKMERYEETFLQAGYTSMQLVTHINTEDLLRLGITLAGHQKKILSSIEALGIQNKA-------PGNVLY  1005
gi|18859329|ref|NP_571492.1| LKITGRIPDGPSHPLLDQRAPPPLSHCSSVADWLRAIKMERYEDAFMQAGFTAIQHITHISTEDLLRIGVTLAGHQKKILSSVQTLRIHG----------GSLRY  1005
                      .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000.....


