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gi|15226146|ref|NP_178812.1| MSGWDEGAVYYSDQPQFPEAG------DAATISPHAVLTKFKEFIRNF--------------------------EIEQNCFPYREALLD----NPKRLVVHLEDLLSFDSDLPSLIRSAPADYLPVFEKAAGEVLTGLKMREAN------   108
gi|115449233|ref|NP_001048396.1| MSGWDEGAVFYSDQAQFPRGGPG--GDPSADLTRHSALRKFKEFLRGF--------------------------TGPTGDFPYRESLVH----NRDHVTVAIEDLDAFDAELSDKIRKSPADYLPLFETAASEVLASLRSKVAG------   112
gi|6323304|ref|NP_013376.1| -MSFDRPEIYSAPVLQGE---------SPNDDDNTEIIKSFKNFILEF---------------------------RLDSQFIYRDQLRNNILVKNYSLTVNMEHLIGYNEDIYKKLSDEPSDIIPLFETAITQVAKRISILSRAQSANNN   113
gi|50306995|ref|XP_453475.1| -MSFDKPEIHTTRVLAGE---------ELSSNENSEIIKSFKSFILEF---------------------------RLDSNFVYREQLRNNLLVHKYFLDVNTEHLIGYNEDLYKKLQDEPIDIIPLFEQAITQVAKRIVLLS-----QDS   108
gi|45201372|ref|NP_986942.1| -MSFDTTRVYTTSVLPGE---------EAGAHERSEVVRSFRDFVLEF---------------------------RLDARFVYREQLRNNLLVRRYALRVNTEHLIGYNEALYKLVRDEPVETVPLFEQAVTEIARRMARLR--------   105
gi|39948003|ref|XP_363062.1| ---MDRQSAFSVHAFS---SNY-----EQGEDSNVQIQEQLLQFILDF---------------------------RLENKFIYRDQLRENALLGAYYCDVNIGDLIKFNEELAHRIVTEPTEIIPLFEKALRKATQRIVYPH--------   104
gi|32412368|ref|XP_326664.1| ---MDYQSVFSARTYAGAASSY-----VPEEDSNQHIRAQLEAFILDF---------------------------RLDNSFIYRDQLRENALLKKYYCDVNIGDLIKFNEEIAHRLVTEPAEIIPLFEAALKRCTHRIVFPN--------   107
gi|24645774|ref|NP_524308.2| MEGFDDAGVFFSDNFGG-DNQQ-----D-AQINLQAVKKKYKEFIR--------------------------TFNEENFFYKYRDTLKRNYLNGRYFLEIEMEDLVGFDETLADKLNKQPTEHLEIFEEAAREVADEITAPR--------   109
gi|58385070|ref|XP_313694.2| MDGFDDVGVFFSDNFDG-DQQQ-----NSNQINLQLVKKQYREFIR--------------------------TFCEANFSYKYRDTLKRNYLLGRYYLEVEIEDLAGFDESLADKLYKQPTENLQIFEEAAREVADEITSPR--------   110
gi|23510448|ref|NP_006730.2| MSGFDDPGIFYSDSFGG-DAQA-----DEGQARKSQLQRRFKEFLRQYRV----------------------GTDRTGFTFKYRDELKRHYNLGEYWIEVEMEDLASFDEDLADYLYKQPAEHLQLLEEAAKEVADEVTRPR--------   114
gi|114686124|ref|XP_001156025.1| MSGFDDPGIFYSDSFGG-DAQA-----DEGQARKSQLQRRFKEFLRQYRV----------------------GTDRTGFTFKYRDELKRHYNLGEYWIEVEMEDLASFDEDLADYLYKQPAEHLQLLEEAAREVADEVTRPR--------   114
gi|115497040|ref|NP_001068758.1| MSGFDDPGIFYSDSFGG-DNAA-----DEGQARKSQLQRRFKEFLRQYRV----------------------GTDRTGFTFKYRDELKRHYNLGEYWIEVEMEDLASFDEELADYLYKQPAEHLQLLEEAAKEVADEVTRPR--------   114
gi|112293273|ref|NP_032592.2| MSGFDDPGIFYSDSFGG-DPGA-----EEGQARKSQLQRRFKEFLRQYRV----------------------GTDRTGFTFKYRDELKRHYNLGEYWIEVEMEDLASFDEELADHLHKQPAEHLQLLEEAAKEVADEVTRPR--------   114
gi|109507773|ref|XP_226316.4| MSGFDDPGIFYSDSFGG-DPGA-----EEGQARKSHLQKRFKEFLRQYRV----------------------GTDRTGFTFKYRDELKRHYNLGEYWIEVEMEDLASFDEELADYLYKQPAEHLQLLEEAAKEVADEVTRPR--------   114
gi|73969862|ref|XP_853134.1| -----------------------------------MLQG----------T----------------------RSSRGGRTPVWEEIFITSYPL----------SVSPFNQPLLG------------------------------------    37
gi|57525409|ref|NP_001006243.1| MSGFDEPGIYYSDSFGV-DTSA-----DEGQVRKSQLQRRFKEFLRQYRV----------------------GTDRTGFTFKYRDELKRHYNLGQYWVEVEMEDLASFDEDLADYLYKQPTEHLQLLEEAAKEVADEVTRPR--------   114
gi|46358340|ref|NP_848523.2| MSGFDDPGVYYSDSFGGGESVG-----DEGVVKRSQIKKKFREFLRQFRV----------------------GTDRTGFTYKYRDELKRHYTLGEYWIEVEMEDLASFDEDLSDCLYKLPSENLPLLEEAAQEVADEVTRPR--------   115
gi|17554306|ref|NP_497858.1| MSNLDNPGIYYQERFFANDGVP-----DTGRELIAEYRQLITQFRN-FIR----------------------DFSTGGFGMIYRDQLKRNYFSHEYRLEINLNHLKNFDEDIEMKLRKFPGKVLPALEEAAKIVADEITTPR--------   114
gi|124805740|ref|XP_001350525.1| MIGIQEGRAFFNPTRNPNNRPENNIRIEENLPSLNEVYNYFQDFLSRYSSNTLKEGNLKRTLFENVKNNNFTLDLKLDDIYKQQTVFENNEISATPRSERKMKKPENYSAILARALSERPLTYLPTIERVCYEVCETANILN--------   142
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gi|15226146|ref|NP_178812.1| -EGGVMEEP--------LTRDVQI-LLTSREDPVSMRLLGAQYISKLVKISGISIAASRVKAKATYVFLVCKNCKKTRE--VPCRPGLGG--AIVPRSCDNIP-QPG-------------EEPCP--LDPWMVVPDRSQYVDQQTLKLQE   228
gi|115449233|ref|NP_001048396.1| -ETGEMEEP--------ATGDVQI-FLSSKENCLSMRSIGADYMSKLVKIAGITIAASRVKAKATHVTLLCKNCRSVKT--VPCRPGLGG--AIVPRSCDHVP-QPG-------------EEPCP--LDPWIAVPDKSKYVDLQTLKLQE   232
gi|6323304|ref|NP_013376.1| DKDPENTSMDTDSLLLNSLPTFQL-ILNSNANQIPLRDLDSEHVSKIVRLSGIIISTSVLSSRATYLSIMCRNCRHTTSITINNFNSITGNTVSLPRSCLSTIESESSMANESNIGDESTKKNCG--PDPYIIIHESSKFIDQQFLKLQE   260
gi|50306995|ref|XP_453475.1| DIDPETA--------LSNFPLCQL-ILNSSSMEIPLRSLDSDHVSKIVRITGIIISSSVLTSRATQLSLMCRSCKHMTTLKLNNFQNLNNNNVQLPRECLADRSNET----------DETAASCG--PDPYLIVHESSQFIDQQFLKLQE   237
gi|45201372|ref|NP_986942.1| ---AEDAG---------ALPAVQV-ELQSAAAETALRQLDSQSVSRLVRLSGIVVSTSVLTSRATHVALMCRNCRHTTALDLNNFQSLAGSNVALPRACLADHSNDDG---------SAAGNPCG--QDPYMIVHESSRFVDQQFLKLQE   231
gi|39948003|ref|XP_363062.1| ----KQR---------IDLPEHQL-LLHSNEEDVSIRKLDSMTISRLVRVPGIVIGASVMSSKANSLTIQCRNCGHTTDIPVS--GGFTG--VTLPRRCERNKGPVD------------SSDKCP--LDPYFVQHEKSQFVDQQVIKLQE   222
gi|32412368|ref|XP_326664.1| ----EPK---------IDLPDHQL-LLHSNAEDVSIRNLDSLTISRLVRVPGIVIGASVMSSKATELHVQCRNCGHVQHVHVS--GGFSG--ATLPRTCGRIRAPGD------------PGEKCP--MDPYFVQHEKSRFVDQQIIKLQE   225
gi|24645774|ref|NP_524308.2| ---PEHEE---------HMHDIQI-LLSSNANPTNIRQLKSDCVSKLVKIAGIIVAASGISAKATRMSIQCLSCSTVIP-NLKVNPGLEG--YALPRKCNTE--QAG-------------RPKCP--LDPFFIMPDKCKCVDFQTLKLQE   226
gi|58385070|ref|XP_313694.2| ---PEGEE---------VVHDIQV-LLVSGANPTNIRDLKSDCVSKLVKVAGIIIAASGIKAKATRISIQCRTCNNVIP-NLPVNPGLEG--YQLPRKCNTE--QAG-------------RPKCP--LDPYFIMPDKCRCVDFQVLKLQE   227
gi|23510448|ref|NP_006730.2| ---PSGEE---------VLQDIQV-MLKSDASPSSIRSLKSDMMSHLVKIPGIIIAASAVRAKATRISIQCRSCRNTLT-NIAMRPGLEG--YALPRKCNTD--QAG-------------RPKCP--LDPYFIMPDKCKCVDFQTLKLQE   231
gi|114686124|ref|XP_001156025.1| ---PSGEE---------VLQDIQV-MLKSDASPSSIRSLKSDMMSHLVKIPGIIIAASAVRAKATRISIQCRSCRNTLT-NIAMRPGLEG--YALPRKCNTD--QAG-------------RPKCP--LDPYFIMPDKCKCVDFQTLKLQE   231
gi|115497040|ref|NP_001068758.1| ---PAGDE---------VLQDIQV-MLKSDASPSSIRSLKSDTMSHLVKIPGIVIAASGVRAKATRISIQCRSCHSTLT-NIAMRPGLDG--YALPRKCNTD--QAG-------------RPKCP--LDPYFIMPDKCKCVDFQTLKLQE   231
gi|112293273|ref|NP_032592.2| ---PAGDE---------LLQDIQV-MLKSDASPSSIRILKSDMMSHLVKIPGIIISASAVRAKATRISIQCRSCHNTLT-NIAMRPGLEG--YALPRKCNMD--QAG-------------RPKCP--LDPYFIMPDKCKCVDFQTLKLQE   231
gi|109507773|ref|XP_226316.4| ---PAGDE---------LLQDIQV-MLKSDASPSSIRILKSDMMSHLVKIPGIIISASAVRAKATRISIQCRSCHNTLT-NIAMRPGLEG--YALPRKCNMD--QAG-------------RPKCP--LDPYFIMPDKCKCVDFQTLKLQE   231
gi|73969862|ref|XP_853134.1| ------------------------------------GSVQSDMMSHLVKIPGIIISASGVRAKATRISIQCRSCRNTLS-NIAMRPGLEG--YALPRKCNTD--QAG-------------RPKCP--LDPYFIMPDKCKCVDFQTLKLQE   131
gi|57525409|ref|NP_001006243.1| ---PAGEE---------ALQDVQV-MLRSDANAANIRSLKSDQMSHLVKIPGIVIAATPVRAKATKIAIQCRSCRNTIN-NIAVRPGLEG--YALPRKCNTE--QAG-------------RPRCP--LDPYFIMPDKCKCVDFQILKLQE   231
gi|46358340|ref|NP_848523.2| ---PVGEE---------TVQDIQV-MLKSDAHPASIRSLKSEQVSRLVKIPGIIISSTAVRAKATRVCLQCRGCRAVIS-NIPLPPGLQG--YALPRKCNTE--QAG-------------RVKCP--VDPYFIIPDRCVCVDFQTQRLQE   232
gi|17554306|ref|NP_497858.1| ---PKGEE---------KLHDIQV-TLTLDEYPTSLRQVKSAQVSQVVKISGIIVAAAQVRSKATKVTLQCRQCKHTIP-DVSIKPGLEG--FALPRTCAAP--QQGQ------------MQRCP--IDPYIMLPDKCECVDYQTLKLQE   232
gi|124805740|ref|XP_001350525.1| ---DEDE----------HLNYIQINLLNTFIRPTPIRGLLAATQERFVVVPGIIVQASKPQHKMRKITLQCRYCDHKMSIDVPLWRDKPQ----LPPYCRYSSTMKSSMGLG---NAMDSQLGCNGVLEPYVILPNECTFVDIQSLKMQE   272
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gi|15226146|ref|NP_178812.1| NPEDVPTGELPRNMLLSVDRHLVQTIVPGTRLTVMGIYSIFQASSSSNS-------HKGAVAIRQPYIRVVGLEDTNEASS--RGPANFTPDEEEEFKKFADSQDVYKNICTKIAPSIFGHEDVKRAAACLLFGGSRKSLPDGVKLRGDI   369
gi|115449233|ref|NP_001048396.1| NPEDVPTGELPRNMLLSVDRHLVQTIVPGTRLTVIGIYSVYQASAN----------QKGAVGVKQPYIRVVGLEQSRDANS--NGPSNFTLDEEMEFKEFAQRPDAYVKICSMIGPSIYGHSDVKKAIACLLFGGSKKRLPDGVRLRGDI   370
gi|6323304|ref|NP_013376.1| IPELVPVGEMPRNLTMTCDRYLTNKVIPGTRVTIVGIYSIYNSKNGAGSGRSGGGNGGSGVAIRTPYIKILGIQSDVETSSIWNSVTMFTEEEEEEFLQLSRNPKLYEILTNSIAPSIFGNEDIKKAIVCLLMGGSKKILPDGMRLRGDI   410
gi|50306995|ref|XP_453475.1| LPESVPIGELPRNLLMTCDRYLTNQVVPGTRVTIIGIYSIYQSKN-----KSINSSGNKAVAIRNPYVKVIGIK-HLSNNPLNNSLSMFSESEEQEFLELSQRPDLYELFANSIAPSIYGNTDIKKAIVCLLMGGSKKLLPDGMRLRGDI   381
gi|45201372|ref|NP_986942.1| VPESVPIGEMPRNLLLTCDRYLTNRVVPGTRVTVVGIYAIYQSKG--------GQGGARAVAIRNPYVKVLGIEAQAGSP--AGVLSMFSEEEEEEFLRLARTPNLYQLFAESIAPSIYGNEDIKKAIVCLLMGGSKKLLPDGMRLRGDI   371
gi|39948003|ref|XP_363062.1| APDDVPVGELPRHVLISADRYLTNRVVPGSRCTIMGIFSIYQNKG-------SKSSTSGAVAIRTPYLRAVGIQTDIDTAS--RGNATFSPEEEQEFLEMSRREDIYKVLAGCIAPSIYGNADIKKAILCLLFGGSKKILPDGMKLRGDI   363
gi|32412368|ref|XP_326664.1| APDQVPVGELPRHVLISADRYLTNRVVPGSRCTVMGIFSIYQSGG-------NKKSTSGAVAIRTPYLRAVGIQTDIDQTA--KGLAVFSEEEEQEFLELSRRPDLYNVMAECIAPSIYGNKDIKKAILCLLMGGSKKILPDGMRLRGDI   366
gi|24645774|ref|NP_524308.2| LPDFVPQGEIPRHLQLFCDRSLCERVVPGNRVLIQGIYSIRKVGKPSRRD---GREK-AVVGVRAPYMRVVGITVDSEGAGAISRYSNITSDEEEHFRRMAASGDIYERLSQSLAPSIFGSRDIKKAITCMLFGGSRKRLPDGLCRRGDI   372
gi|58385070|ref|XP_313694.2| LPDFIPQGEIPRHMQLFCDRSLCERVVPGNRVLIHGIFSIRKIARQGKRD---GRDK-AIIGVRAPYMRVVGITVDTEGMGAISRFNNITSEEESTFRKLAANPNIYDTLADSLAPSIFGSQDIKKAITSMLFGGSRKRMPDGLTRRGDI   373
gi|23510448|ref|NP_006730.2| LPDAVPHGEMPRHMQLYCDRYLCDKVVPGNRVTIMGIYSIKKFGLTTSR----GRDR-VGVGIRSSYIRVLGIQVDTDGSG-RSFAGAVSPQEEEEFRRLAALPNVYEVISKSIAPSIFGGTDMKKAIACLLFGGSRKRLPDGLTRRGDI   375
gi|114686124|ref|XP_001156025.1| LPDAVPHGEMPRHMQLYCDRYLCDKVVPGNRVTIMGIYSIKKFGLTASR----GRDR-VGVGIRSSYIRVLGIQVDTDGSG-RSFAGAVSPQEEEEFRRLAALPNVYEVISKSIAPSIFGGTDMKKAIACLLFGGSRKRLPDGLTRRGDI   375
gi|115497040|ref|NP_001068758.1| LPDAVPHGEMPRHMQLYCDRYLCDKVVPGNRVTIMGIYSIKKFGLTSNR----GRDR-VGVGIRSAYIRVLGIQVDTDGSG-RTFAGAMTPQEEEEFRRLAALPNIYELISKSIAPSIFGGTDMKKAIACLLFGGSRKRLPDGLTRRGDI   375
gi|112293273|ref|NP_032592.2| LPDAVPHGEMPRHMQLYCDRYLCDKVVPGNRVTIMGIYSIKKFGLNPSK----GRDR-VGVGIRSSYIRVLGIQVDTDGSG-RSFAGSVSPQEEEEFRRLAALPNIYELISKSISPSIFGGMDMKKAIACLLFGGSRKRLPDGLTRRGDI   375
gi|109507773|ref|XP_226316.4| LPDAVPHGEMPRHMQLYCDRYLCDKVVPGNRVTIMGIYSIKKFGMNPSK----GRDR-VGVGIRSSYIRVLGIQVDTDGSG-RSFAGSVSPQEEEEFRRLAALPNIYELVSRSVSPSIFGGMDMKKAIACLLFGGPERRLPDGLTRRGDI   375
gi|73969862|ref|XP_853134.1| LPDAVPHGEMPRHMQLYCDRYLCDKVVPGNRVTIMGIYSIKKFGLTTSK----GRDR-VGVGIRSSYIRVLGIQVDTDGSG-RSFAGAVTPQEEEEFRRLAALPNVYEVISKSIAPSIFGGTDMKKAIACLLFGGSRKRLPDGLTRRGDI   275
gi|57525409|ref|NP_001006243.1| SPDAVPHGEMPRHLQLYCDRYLCDRVVPGNRVTIMGIYSIKKSAQSKNK----SRDN-VGVGIRSAYIRVVGIQVDVEGSG-HSFAGAVTPQEEEELRRLTAMPNIYEVVAKSIAPSIYGSTDIKKAIACLLFGGSRKRLPDGLTRRGDI   375
gi|46358340|ref|NP_848523.2| APDAVPHGEMPRHMQLYCDRYLCDRVVPGNRVTVMGIYSIKKVAQTKAK----GRDKGTGVGIRSAYLRVVGIDVDTEGAG-RGATGSVSPQEEEELRSLAASPSVYDSLARSLAPSIYGSDDLKKAIACLLFGGSRKRLPDGLTRRGDI   377
gi|17554306|ref|NP_497858.1| NPEDVPHGEMPRHLQLFTERYLTDKVVPGNRVTIVGVYSIKKLIQ---KK---GGDK-SLQGIRTPYLRVLGIHMETSGPG-RTNFTTFTPEEERMFKTLAQRKDAYELIAKSIAPSIYGSADIKKSIACLLFGGARKKLPDGITRRGDI   374
gi|124805740|ref|XP_001350525.1| LPEAVPTGDMPRHLQLNVTRYLCEKMIPGDRVYVHGVLTSYNPNP----------RPTRADGTNFSYLHVLGFQKYDDMSG---NDLNFDVEERNELTLLAAEHNIHEKIFKSIAPELYGMDEVKKACACLLFGGTRKRIGEETKIRGDI   409
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gi|15226146|ref|NP_178812.1| NVLLLGDPSTAKSQFLKFVEKTAPIAVYTSGKGSSAAGLTASVIRDSSTREFYLEGGAMVLADGGVVCIDEFDKMRPEDRVAIHEAMEQQTISIAKAGITTVLNSRTSVLAAANPPSGRYDDLKTAQDNIDLQTTILSRFDLIFIVKDIR   519
gi|115449233|ref|NP_001048396.1| HVLLLGDPSTAKSQFLKFVEKTAPIAVYTSGKGSSAAGLTASVIRDGSSREFYLEGGAMVLADGGVVCIDEFDKMRPEDRVAIHEAMEQQTISIAKAGITTVLNSRTSVLAAANPIAGRYDDLKTAQDNIDLQTTILSRFDLIFIVKDVR   520
gi|6323304|ref|NP_013376.1| NVLLLGDPGTAKSQLLKFVEKVSPIAVYTSGKGSSAAGLTASVQRDPMTREFYLEGGAMVLADGGVVCIDEFDKMRDEDRVAIHEAMEQQTISIAKAGITTVLNSRTSVLAAANPIYGRYDDLKSPGDNIDFQTTILSRFDMIFIVKDDH   560
gi|50306995|ref|XP_453475.1| NVLLLGDPGTAKSQLLKFVEKVSPISVYTSGKGSSAAGLTASVQRDPTTREFYLEGGAMVLADGGVVCIDEFDKMRDEDRVAIHEAMEQQTISIAKAGITTVLNSRTSVLAAANPVYGRYDDLKSPGENIDFQTTILSRFDMIFIVKDDH   531
gi|45201372|ref|NP_986942.1| NVLLLGDPGTAKSQLLKFVEKVSPIAVYTSGKGSSAAGLTASVQRDPNTREFYLEGGAMVLADGGVVCIDEFDKMRDEDRVAIHEAMEQQTISIAKAGITTVLNSRTSVLAAANPIYGRYDELKSPGENIDFQTTILSRFDMIFIVKDEH   521
gi|39948003|ref|XP_363062.1| NVLLLGDPGTAKSQLLKFVEKVAPIAIYTSGKGSSAAGLTASVQRDQSTKEFYLEGGAMVLADNGVVCIDEFDKMRDEDRVAIHEAMEQQTISIAKAGITTILNARTSVLAAANPIFGRYDELKSPGENIDFQTTILSRFDMIFIVRDEH   513
gi|32412368|ref|XP_326664.1| NVLMLGDPGTAKSQLLKFVEKVAPIAIYTSGKGSSAAGLTASVQRDASTREFYLEGGAMVLADGGVVCIDEFDKMRDEDRVAIHEAMEQQTISIAKAGITTILNARTSVLAAANPIFGRYDDMKTPGENIDFQTTILSRFDMIFIVKDEH   516
gi|24645774|ref|NP_524308.2| NVLLLGDPGTAKSQLLKFVEKVAPIAVYTSGKGSSAAGLTASVMKDPQTRNFVMEGGAMVLADGGVVCIDEFDKMREDDRVAIHEAMEQQTISIAKAGITTTLNSRCSVLAAANSIFGRWDDTKGE-ENIDFMPTILSRFDMIFIVKDIH   521
gi|58385070|ref|XP_313694.2| NILLLGDPGTAKSQLLKFVEKVAPIAVYTSGKGSSAAGLTASVIRDPATRNFIMEGGAMVLADGGVVCIDEFDKMKEDDRVAIHEAMEQQTISIAKAGITTTLNSRCSVLAAANSIFGRWDDTKGD-ENIDFMPTILSRFDMIFIVKDEH   522
gi|23510448|ref|NP_006730.2| NLLMLGDPGTAKSQLLKFVEKCSPIGVYTSGKGSSAAGLTASVMRDPSSRNFIMEGGAMVLADGGVVCIDEFDKMREDDRVAIHEAMEQQTISIAKAGITTTLNSRCSVLAAANSVFGRWDETKGE-DNIDFMPTILSRFDMIFIVKDEH   524
gi|114686124|ref|XP_001156025.1| NLLMLGDPGTAKSQLLKFVEKCSPIGVYTSGKGSSAAGLTASVMRDPSSRNFIMEGGAMVLADGGVVCIDEFDKMREDDRVAIHEAMEQQTISIAKAGITTTLNSRCSVLAAANSVFGRWDETKGE-DNIDFMPTILSRFDMIFIVKDEH   524
gi|115497040|ref|NP_001068758.1| NLLMLGDPGTAKSQLLKFVEKCSPIGVYTSGKGSSAAGLTASVMRDPSSRNFIMEGGAMVLADGGVVCIDEFDKMREDDRVAIHEAMEQQTISIAKAGITTTLNSRCSVLAAANSVFGRWDETKGE-DNIDFMPTILSRFDMIFIVKDEH   524
gi|112293273|ref|NP_032592.2| NLLMLGDPGTAKSQLLKFVEKCSPIGVYTSGKGSSAAGLTASVIRDPSSRNFIMEGGAMVLADGGVVCIDEFDKMREDDRVAIHEAMEQQTISIAKAGITTTLNSRCSVLAAANSVFGRWDETKGE-DNIDFMPTILSRFDMIFIVKDEH   524
gi|109507773|ref|XP_226316.4| NLLMLGDPGTAKSQLLKFVEKCSPIGVYTSGKGSSAAGLTASVIRDPSSRNFIMEGGAMVLADGGVVCIDEFDKMREDDRVAIHEAMEQQTISIAKAGITTTLNSRCSVLAAANSVFGRWDETKGE-DNIDFMPTILSRFDMIFIVKDEH   524
gi|73969862|ref|XP_853134.1| NLLMLGDPGTAKSQLLKFVEKCSPIGVYTSGKGSSAAGLTASVMRDPSSRNFIMEGGAMVLADGGVVCIDEFDKMREDDRVAIHEAMEQQTISIAKAGITTTLNSRCSVLAAANSVFGRWDETKGE-DNIDFMPTILSRFDMIFIVKDEH   424
gi|57525409|ref|NP_001006243.1| NLLMLGDPGTAKSQLLKFVEKCSPIGVYTSGKGSSAAGLTASVIRDPSSRSFFMEGGAMVLADGGVVCIDEFDKMREDDRVAIHEAMEQQTISIAKAGITTTLNSRCSVLAAANSVFGRWDETKGE-DNIDFMPTILSRFDMIFIVKDEH   524
gi|46358340|ref|NP_848523.2| NLLMLGDPGTAKSQLLKFVERCSPIGVYTSGKGSSAAGLTASVLRDPTTRGFVMEGGAMVLADGGVVCIDEFDKMREDDRVAIHEAMEQQTISIAKAGITTTLNSRCSVLAAANSVFGRWDDTKGE-DNIDFMPTILSRFDMIFIIKDHH   526
gi|17554306|ref|NP_497858.1| NVLLLGDPGTAKSQLLKFVEQVSPIGVYTSGKGSSAAGLTASVIRDPQSRSFIMEGGAMVLADGGVVCIDEFDKMREDDRVAIHEAMEQQTISIAKAGITTTLNSRCSVLAAANSVYGRWDESRGD-DNIDFMPTILSRFDMIYIVKDTH   523
gi|124805740|ref|XP_001350525.1| NMLMLGDPSVAKSQILKFVNRCAPVSVYTSGKGSSAAGLTAAVMRD-SQGVFSLEGGAMVLADGGVVCIDEFDKMRDDDVVAIHEAMEQQTISISKAGITTMLNTRCSVIAAANPSFGSYDDSQDTTYQHDFKTTILSRFDIIFLLRNKQ   558
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gi|15226146|ref|NP_178812.1| KYSQDKEIASHIIRVHASANK----FSDENT-------------------DSKE-DNWLKRYIQYCRARCHPRLSKDAAENLQRKYVTIRMDMKRRAHETGEA----APIPITVRQLEAIVRLSESLAKMRLSHEATPDDVDKAFKLFDT   641
gi|115449233|ref|NP_001048396.1| MYDQDKRIASHIIKVHASGAA----ASSKNT-------------------DASEGENWLKRYIEYCRVTCKPRLSEKAAEMLQNKYVEIRQKMRQQAHETGRA----AAIPITVRQLEAIIRLSESLAKMRLTSVATPEHVEEAFRLFNV   643
gi|6323304|ref|NP_013376.1| NEERDISIANHVINIHTGNANAMQ-NQQEEN-------------------GSEISIEKMKRYITYCRLKCAPRLSPQAAEKLSSNFVTIRKQLLINELESTER----SSIPITIRQLEAIIRITESLAKLELSPIAQERHVDEAIRLFQA   686
gi|50306995|ref|XP_453475.1| NEARDIQIANHVMNIHTGRTQQNDPNDNSNS-------------------NNEIPIETMKRYVSYCRLKCAPRLSPEAATKLSSHFITIRKQLQESERHSNER----SSIPITVRQLEAIIRITESLAKLELNPVATEKHVDEAIRLFQA   658
gi|45201372|ref|NP_986942.1| NEQRDMSIAQHVMNIHTGRTAVPD-AGAAGA-------------------DREIPIDKMRRYITYCRSKCAPRLSTHAAEKLSSHFVTIRKQLLINELESKEK----SSIPITVRQLEAIIRISESLAKLELSSVAEERHVDEAIRLFQA   647
gi|39948003|ref|XP_363062.1| EPGKDQRIAKHVMSLHQGRT-----NVQEQV-------------------ESEIPFDKLRRYISYCKSRCAPRLSAEAAERLSSHFVTIRRQVHAAEMEANTR----SSIPITVRQLEAIVRITESLAKMQLAPIATEDHVKEAIRLFLA   635
gi|32412368|ref|XP_326664.1| ERGRDERIAKHVMGIHMGGR-----GVEERI-------------------EAEIPVEKMRRYISYCRSRCAPRLSPEAAEKLSSHFVAIRKQVHASELEANAR----SSIPITVRQLEAIVRITESLAKLTLSPVATEKHVDEAIRLFLC   638
gi|24645774|ref|NP_524308.2| DESRDITLAKHIINVHLSSNKS---APSEPA-------------------EGEISLSTFKKYIHYCRTHCGPRLSEAAGEKLKSRYVLMRSGAGQQEKASDKR----LSIPITVRQLEAVIRISESLAKIRLQPFATDEHVNEALRLFQV   645
gi|58385070|ref|XP_313694.2| DQQRDITLAKHVMSVHMNASK----ATAEPK-------------------EGEIPLAMLKKYIHYCRTHCGPRLNEAAAEKLKSQYVRLRAGVGEHEKAIDKR----LSIPITVRQLEAIIRISESLAKMQLQPFATEAHVSEALRLFAV   645
gi|23510448|ref|NP_006730.2| NEERDVMLAKHVITLHVSALT-----QTQAV-------------------EGEIDLAKLKKFIAYCRVKCGPRLSAEAAEKLKNRYIIMRSGARQHERDSDRR----SSIPITVRQLEAIVRIAEALSKMKLQPFATEADVEEALRLFQV   646
gi|114686124|ref|XP_001156025.1| NEERDVMLAKHVITLHVSALT-----QTQAV-------------------EGEIDLAKLKKFIAYCRAKCGPRLSAEAAEKLKNRYIIMRSGARQHERDSDRR----SSIPITVRQLEAIVRIAEALSKMKLQPFATEADVEEALRLFQV   646
gi|115497040|ref|NP_001068758.1| NEERDVMLAKHVITLHVSALT-----QAQAV-------------------EGEIDLAKLKKFIAYCRAKCGPRLSAEAAEKLKNRYIIMRSGARQHERDSDRR----SSIPITVRQLEAIVRIAEALSKMKLQPFATEADVEEALRLFQV   646
gi|112293273|ref|NP_032592.2| NEERDMMLAKHVMTLHVSALT-----QTQAV-------------------EGEIDLAKMKKFIAYCRARCGPRLSAEAAEKLKNRYIIMRSGARQHERDSDRR----SSIPITVRQLEAIVRIAEALSKMKLQPFATEADVEEALRLFQV   646
gi|109507773|ref|XP_226316.4| NEERDMMLAKHVITLHVSALT-----QTQAV-------------------EGEIDLAKMKKFIAYCRARCGPRLSAEAAEKLKNRYIIMRSGARQHERDIDRR----SSIPITVRQLEAIVRIAEALSKMKLQPFATEADVEEALRLFQV   646
gi|73969862|ref|XP_853134.1| NEERDVMLAKHVITLHVSALT-----QTQAV-------------------EGEVDLTKLKKFIAYCRAKCGPRLSAEAAEKLKNRYIIMRSGARQHERDSDRR----SNIPITVRQLEAIVRIAEALSKMKLQPFATEADVEEALRLFQV   546
gi|57525409|ref|NP_001006243.1| NEERDMTLAKHVMSLHVSALT-----QTQAV-------------------EGEIELNKLKKLISFCRTKCGPRLSVAAAEKLKNRYILMRSGSRQHEQESDRR----SSIPITVRQLEAIVRIAESLSKMKLQPFATEADVEEALRLFQV   646
gi|46358340|ref|NP_848523.2| DQQRDMTLARHVMNVHLSAQT-----QTEGV-------------------EGEIPLATLKKYIAYSRVKCGPRLSAAAAEKLKNRYVLMRSGAKEHERETDRR----VSIPITVRQLEAVVRIAESLAKMKLQPIAGEEEVDEALRLFQV   648
gi|17554306|ref|NP_497858.1| DVLKDATLAKHVIEVHVNASAA---KERDIAGVPKTATTDSDGVMTMFDTDGFLTIEFLKKFVTYARLNCGPRLTPQASEKLVNHYVKMRNPVVNADAFKSGKKAHNSAIPITVRQLEAIVRIAESIAKMELQQFATDKHVEEALRLFRV   670
gi|124805740|ref|XP_001350525.1| DVEKDTLLCNHIVALHASKHK-----SQ----------------------EGEIPLSKLTRYIQYAKREIAPLLSKEARDSLRNFYVQTRAEYRGDRRSVTKK------IPITLRQLESLIRLAESFAKMELSQFATDKHVQMSIDLFSA   675
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gi|15226146|ref|NP_178812.1| STMDAARSG-INQQINITGEMANEIK-QAETQIKRRMGIGARLSERRLIEDLAR-MGMNDSMVRRALLIMHQRGEVEYQRERRSIVRKA-   727
gi|115449233|ref|NP_001048396.1| STVDAARSG-INEHLNLSPDIANEIK-QAEAQIKRRMGIGSHISERRLIDELNR-MGMNESIVRRALLIMHQRDEVEYKRERHVIVRKA-   729
gi|6323304|ref|NP_013376.1| STMDAASQDPIGGLNQASGTSLSEIR-RFEQELKRRLPIGWSTSYQTLRREFVDTHRFSQLALDKALYALEKHETIQLRHQGQNIYRSGV   775
gi|50306995|ref|XP_453475.1| STMDAASQDPINSQENDT-TMLSQIR-RIESELKRRLPIGWSTSYKTLQREFVVNKKLPQYALDKALYLLERHDSIQLRHQGQNIYRSGV   746
gi|45201372|ref|NP_986942.1| STMDAASQDPIGGMQNSN--VVSEVR-NLEAELKRRLPIGWSTSYQTLKREFVQSGRYSLQALDRALYVLERHETIQLRYQGQNIYRSGV   734
gi|39948003|ref|XP_363062.1| STLDAVNQ---GADQGS-REINDEAS-KVEAELRRRLPIGWSTSFATLRREMVEGKGFSEMALNRALKILQRRETIMFRNQGAQIYRNGA   720
gi|32412368|ref|XP_326664.1| STMDAVNQ---GGSTGSNRELNEETS-RVEAELKRRLPIGWSTSLATLRREMVEGKGFSEVALNRALMMLQRRDTIMFRNQGAQVYRNGA   724
gi|24645774|ref|NP_524308.2| STLDAAMTGSLAGAEGFTTEEDQETLNRIEKQLKRRFAIGSQVSEQNILQDFLR-QKYEERTVMKVIHTMIRRGELQHRMQRKMLYRIC-   733
gi|58385070|ref|XP_313694.2| STMTAASSGSLAGAEGFTSEEDTEILNRIEKQLKRRFAIGSQVSEQSIIQDFAR-QKYSEAAVRKVIHTLIRRGELQHRLQRKMLYRLS-   733
gi|23510448|ref|NP_006730.2| STLDAALSGTLSGVEGFTSQEDQEMLSRIEKQLKRRFAIGSQVSEHSIIKDFTK-QKYPEHAIHKVLQLMLRRGEIQHRMQRKVLYRLK-   734
gi|114686124|ref|XP_001156025.1| STLDAALSGTLSGVEGFTSQEDQEMLSRIEKQLKRRFAIGSQVSEHSIIKDFTK-QKYPEHAIHKVLQLMLRRGEIQHRMQRKVLYRLK-   734
gi|115497040|ref|NP_001068758.1| STLDAALSGTLSGVEGFTSQEDQELLSRIEKQLKRRFAIGSQVSEHSIIQDFTK-QKYPEHAIHKVLQLMLRRGEIQHRMQRKVLYRLK-   734
gi|112293273|ref|NP_032592.2| STLDAALSGNLSGVEGFTTQEDQEMLSRIEKQLKRRFAIGSQVSEHSIVQDFTK-QKYPEHAIRKVLQLMLRRGEIQHRMQRKVLYRLK-   734
gi|109507773|ref|XP_226316.4| STLDAALSGNLSGVEGFTTQEDQEMLSRIEKQLKRRFAIGSQVSEHSIVQDFTK-QKYPEHAIRKVLQLMLRRGEIQHRMQRKVLYRLK-   734
gi|73969862|ref|XP_853134.1| STLDAALSGTLSGVEGFTSQEDQELLSRIEKQLKRRFAIGSQVSEHSIIQDFTK-QKYPEHAIHKVLQLMLRRGEIQHRMQRKVLYRLK-   634
gi|57525409|ref|NP_001006243.1| STLDAAMSGSLSGAEGFTTQEDQEMLSRIEKQLKRRFAIGSQVSEHSIVQDFIR-QKYPEHAIYKVLQLMMRRGEIQHRMQRKVLYRIK-   734
gi|46358340|ref|NP_848523.2| STLDAALSGSLSGVEGFTTQEDQEMISRIEKQLKRRFAIGSQVSEHSIIQDFAK-QKYPEHAIQKVLYLMLRRGELQHRMQRKVLYRVK-   736
gi|17554306|ref|NP_497858.1| STIEAAATGNLAGVEGFTSTADQEALNRIEVQMKKRFAIGTHVSEHLIVQDFVARQHYRESLVKKVIDNLVRRGDLQQKMQRKMLYRVR-   759
gi|124805740|ref|XP_001350525.1| STAETAKQCLIFETMSP---LEQKAVKQAEDAILGRLGKGQRASRVNLFRELQL-RGFDRSALSKALAILIKKGELQERGDRS-VRRT--   758
                         .......760.......770.......780.......790.......800.......810.......820.......830.......840


