
                                                                                                                                                                                        
gi|161076460|ref|NP_001097242.1| -MNVESQLKTPPTHIRNLVKHVNKRNFNESSEQINQFVKEHGL-----EADRSSLRHLFSVINFS-DLVPSVTVQLQAKLLGIQLERQLHSSSFVSNICYAFD------------QFFASNQKSLKPVAVADLVGQVARLTGINKVCECV   131
gi|158299778|ref|XP_319808.4| ----------------------------------------------------------------------------QARLLATELASLTNKPQLVANVCFAVD------------NPFP-QQKSLKP--TSNLLAQISKTLSCTPIQETA    59
gi|94383743|ref|XP_899766.2| -MNLDS-LSLALSQISYLVDNLTKKNYRASQQEIQHIVNRHGP-----EADRHLLRCLFSHVDFSGDGKSSGKDFHQTQFLIQECASLITKPNFISTLSYAID------------NPLH-YQKSLKP--APHLFAQLSKVLKLSKVQEVI   128
gi|109507689|ref|XP_001060702.1| -MNLDS-LSLALSQISYLVDNLTKKNYRASQQEIQHIVNRHGP-----EADRHLLRCLFSHVDFSGDGKSSGKDFHQTQFLIQECASLITKPNFISTLSYAID------------NPLH-YQKSLKP--APHLFAQLSKVLKLSKVQEVI   128
gi|42716275|ref|NP_057368.3| -MNLDS-LSLALSQISYLVDNLTKKNYRASQQEIQHIVNRHGP-----EADRHLLRCLFSHVDFSGDGKSSGKDFHQTQFLIQECALLITKPNFISTLSYAID------------NPLH-YQKSLKP--APHLFAQLSKVLKLSKVQEVI   128
gi|114662880|ref|XP_511007.2| -MNLDS-LSLALSQISYLVDNLTKKNYRASQQEIQHIVNRHGP-----EADRHLLRCLFSHVDFSGDGKSSGKDFHQTQFLIQECALLITKPNFISTLSYAID------------NPLH-YQKSLKP--APHLFAQLSKVLKLSKVQEVI   128
gi|119910031|ref|XP_613555.3| -MNLDS-LSLALSQISYLVDNLTKKNYRASQQEIQHIVNRHGP-----EADRHLLRCLFSHVDFSGDGKSSGKDFHQTQFLIQECASLITKPNFISTLSYAID------------NPLH-YQKSLKP--APHLFAQLSKVLKLSKVQEVI   128
gi|118096204|ref|XP_414043.2| -MNLDS-LSLALSQISYLVDNLTKKNYRASQQEIQHIVNRHGP-----EADRHLLRCLFSHVDFSGDGKSSGKDFHQTQFLIQECASLITKPNFISTLSYAID------------NPLH-YQKSLKP--SPHLFAQLSKVIKLSKVQEVI   128
gi|121582322|ref|NP_001073420.1| -MNLDS-LSLALSQISYLVDNLTKKNYRASQQEIQHIVNRHGP-----EADRHLLRCLFSHVDFSGDGKSSGKDFHQTQFLIQECVSLITKPNFISTLCYAID------------NPLH-YQKSLKP--SPHLFTQLSKVLKLSKVQEVI   128
gi|212645813|ref|NP_498516.2| MHSTSGLAPVFRVEENHMIRNRENLERPISKKGTITLLSKMPMGFVLNSCSCAYIDNLLAHSSIHRVKPHSFMIQRLVVICGRSSPSLPNHAANIILSAFNFC------------QIEAPAKKFLEEDAALSLFHTILSYSTVTQINRSG   138
gi|42561615|ref|NP_171710.3| ---------MTPSKVAGHTRFLLHSFHDSDVDSIALQLSQFVDFG--VETSIPVLKTCLDCFTARRSHPNSLQLEKVVSLLFKHVLKLSNLATLLPHALNDFELTQESVDDLTTT---------------------------------LN   106
gi|115483368|ref|NP_001065354.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                                                                                                                                                                        
gi|161076460|ref|NP_001097242.1| FALALTHSSYTELKHSARNNLKGSLSELIDSYLG-NKGTGP------------ADSGLREISFDLLQYLLCCLSEY------VQPQVEAQFLIKLREEFPRQAVPLVLA------PFLYGSTTATIAGAGASETDAEAEATTNSNSSS--   254
gi|158299778|ref|XP_319808.4| LSIALLHSEQPEIVRFAEAHLKNCLTELIESYIDSDSGSNN------------VEGSLNDVSPEFLQQILSLISYGRHTALGLTDQTYERFRSQLCRDFPRDRVPLILA------PLLY-----------AESSEISAEILKLNTHSI--   178
gi|94383743|ref|XP_899766.2| FGLALLNSSSPDLRGFAAQFIKQKLPDLLRSYIDADVSGN-------------QEGGFQDIAIEVLHLLLSHLLFGQKGAFGVGQEQIDAFLKTLRRDFPQERCPVVLA------PLLY-----------PEKRDILMDRILPDSGGV--   246
gi|109507689|ref|XP_001060702.1| FGLALLNSSSPDLRGFAAQFIKQKLPDLLRSYIDADVSGN-------------QEGGFQDIAIEVLHLLLSHLLFGQKGAFGVGQEQIDAFLKTLRRDFPQERCPVVLA------PLLY-----------PEKRDILMDRILPDSGGV--   246
gi|42716275|ref|NP_057368.3| FGLALLNSSSSDLRGFAAQFIKQKLPDLLRSYIDADVSGN-------------QEGGFQDIAIEVLHLLLSHLLFGQKGAFGVGQEQIDAFLKTLRRDFPQERCPVVLA------PLLY-----------PEKRDILMDRILPDSGGV--   246
gi|114662880|ref|XP_511007.2| FGLALLNSSSSDLRGFAAQFIKQKLPDLLRSYIDADVSGN-------------QEGGFQDIAIEVLHLLLSHLLFGQKGAFGVGQEQIDAFLKTLRRDFPQERCPVVLA------PLLY-----------PEKRDILMDRILPDSGGV--   246
gi|119910031|ref|XP_613555.3| FGLALLNSSSTDLRGFAAQFIKQKLPDLLRSYIDADVSGN-------------QEGGFQDIAIEVLHLLLSHLLFGQKGAFGVGQEQIDAFLKTLRRDFPQERCPVVLA------PLLY-----------PEKRDILMDRILPDSGGV--   246
gi|118096204|ref|XP_414043.2| FGLALLNSFSSDLRGFAAQFIKQKLPDLLRSYIDADVSGN-------------QEGGFQDIAIEVLHLLLSHLLFGQKGAFGVGQEQIDAFLKTLRRDFPQERCPVVLA------PLLY-----------PEKRDILMDRILPDSGGI--   246
gi|121582322|ref|NP_001073420.1| LGLALSNSSNADLRGFAAQFVKQKLPDLLRSYVDADLGGN-------------QEGGFQDIAIEVLHLLLSHLLFGQKGSSGVGQEQIDAFLKTLCRDFPQERCPVVLA------PLLY-----------PDKRDILMDRILPDSGDL--   246
gi|212645813|ref|NP_498516.2| IEILGAQRLTSALCDLIYAYTKTMDDMVASKTLTHLCKKLAGLFDPLVVLPFISKLAKSRRLRHYLQPLFLGHCEYTSDTWGVSPEGAEIYNQIARGNFTTQTLIEIVQ------TFLEKEVKEVIISSTTDPIKLVQYLISCSNPDN--   280
gi|42561615|ref|NP_171710.3| FSISENIGFALALTDFERLDAKTTGRNLLLAQIEQLCANTG-----------------QILSSELIHSVLSFLRKSEDLSMHLDSFLQFLSSAQPRDDFSFALTPMLAQQVHEAP--------------VFRSMDFHTDSADNDLDAILA   225
gi|115483368|ref|NP_001065354.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                                                                                                                                                                        
gi|161076460|ref|NP_001097242.1| ---FEADALNEVGIEDIYDHLSEIIFTNQGKNNIMDTSWINLILEIGYEFTSSVEECKNHLCSRERERAELQSKDVAKIVGLMCRRHSSLLDCNVNLPTPANFWPGQGQGGGSNSSGSSQTQITPQQQNPGSSNNNDGSDGNSSSDKKDK   401
gi|158299778|ref|XP_319808.4| ---LQS--------------------------SIMKTSWTNLVVEVGYSFTATFDDCRNHLLKVGGR--DITPQDVAKIVSSMCLTHESLSESSINLPTPSAFWP-QGSG------------------DPSGQKGKDGNGGSSAS-----   273
gi|94383743|ref|XP_899766.2| ---AKT---------------------------MMESSLADFMQEVGYGFCASIEECRNIIMQFGVR--EVTAAQVARVLGMMARTHSGLTDG---IPLQSISAP--GSGIWS--------------------DGKDKSEGAQAH-----   334
gi|109507689|ref|XP_001060702.1| ---AKT---------------------------MMESSLADFMQEVGYGFCASIEECRNIIMQFGVR--EVTAAQVARVLGMMARTHSGLTDG---IPLQSISAP--GSGIWS--------------------DGKDKSEGAQAH-----   334
gi|42716275|ref|NP_057368.3| ---AKT---------------------------MMESSLADFMQEVGYGFCASIEECRNIIVQFGVR--EVTAAQVARVLGMMARTHSGLTDG---IPLQSISAP--GSGIWS--------------------DGKDKSDGAQAH-----   334
gi|114662880|ref|XP_511007.2| ---AKT---------------------------MMESSLADFMQEVGYGFCASIEECRNIIVQFGVR--EVTAAQVARVLGMMARTHSGLTDG---IPLQSISAP--GSGIWS--------------------DGKDKSDGAQAH-----   334
gi|119910031|ref|XP_613555.3| ---AKT---------------------------MMESSLADFMQEVGYGFCASIEECRNIIMQFGVR--EVTAAQVARVLGMMARTHSGLTDG---IPLQSISAP--GSGIWS--------------------DGKDKSDGAQAH-----   334
gi|118096204|ref|XP_414043.2| ---AKT---------------------------MMESSLADFMQEVGYGFCTSIEECRNIIMQFGVR--EVTAAQVARVLGMMARTHSGLTDG---IPLQSISAP--GSGIWS--------------------DGKDKSDGAQAH-----   334
gi|121582322|ref|NP_001073420.1| ---NKT---------------------------MMESSLADFMQEVGYGFCASLEECRNIILQYGVR--EVTASQVARVLGMMARTHSGLSDG---ISLQTITNPVGGGGIWS--------------------DGKDKSDSSQA------   335
gi|212645813|ref|NP_498516.2| ---TEIVQALAFLLYSN----TKLLPAGSGGTIDMDVQAADTITTARLGDTKFTQPVKDALLDSGRE---ALLRRMEIYGVSLLSSVENFVTELKQAPIQKKMVTNNSVANAILYMLQYN-----------FDMSRDIENGRQDNSPFWG   409
gi|42561615|ref|NP_171710.3| EID-------------------------------KEVSVGDLMGELGCGFTADAQQCKEILSSFAPLG----EATISRIVGNVSRTCADLEDNQTTFSTFTVALG-----------------------------SCIPTELPTPR-----   306
gi|115483368|ref|NP_001065354.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                                                                                                                                                                        
gi|161076460|ref|NP_001097242.1| KETTEATQTWKPDVFVQALKEVV------PQLNWKDVCMELDHPEFVLKDRIGLELLLTILRLATGSN----IFPHPECIYRHWANTEGQLSLIATMLKNP-DLFSFADFVFSQPALDVLKTAPDADNKEISSWKSLHLVEVLLSIADKG   540
gi|158299778|ref|XP_319808.4| -----EVTTWKPEVLVQALKEVV------PALNWKEVCVALDHPEFLLKDRAGLSLLLTIVKMGMQASNMGQTFP-VECLYQRWTNVEGQLSIISLILKNS-DLYSFADHIYTSVSLDLLKTPPETDSKEVACWMSLHLVDVLLYIADHA   410
gi|94383743|ref|XP_899766.2| --------TWNVEVLIDVLKELN------PSLNFKEVTYELDHPGFQIRDSKGLHNVVYGIQRGLGME----VFP-VDFIYRPWKHAEGQLSFIQHSLINP-EVFCFADYPCHTVATDILKAPPEDDNREIATWKSLDLIESLLRLAEVG   464
gi|109507689|ref|XP_001060702.1| --------TWNVEVLIDVLKELN------PSLNFKEVTYELDHPGFQIRDSKGLHNVVYGIQRGLGME----VFP-VDFIYRPWKHAEGQLSFIQHSLINP-EVFCFADYPCHTVATDILKAPPEDDNREIATWKSLDLIESLLRLAEVG   464
gi|42716275|ref|NP_057368.3| --------TWNVEVLIDVLKELN------PSLNFKEVTYELDHPGFQIRDSKGLHNVVYGIQRGLGME----VFP-VDLIYRPWKHAEGQLSFIQHSLINP-EIFCFADYPCHTVATDILKAPPEDDNREIATWKSLDLIESLLRLAEVG   464
gi|114662880|ref|XP_511007.2| --------TWNVEVLIDVLKELN------PSLNFKEVTYELDHPGFQIRDSKGLHNVVYGIQRGLGME----VFP-VDLIYRPWKHAEGQLSFIQHSLINP-EIFCFADYPCHTVATDILKAPPEDDNREIATWKSLDLIESLLRLAEVG   464
gi|119910031|ref|XP_613555.3| --------TWNVEVLIDVLKELN------PSLNFKEVTYELDHPGFQIRDSKGLHNVVYGIQRGLGME----VFP-VDLIYRPWKHAEGQLSFIQHSLINP-EIFCFADYPCHTVATDILKAPPEDDNREIATWKSLDLIESLLRLAEVG   464
gi|118096204|ref|XP_414043.2| --------TWNVEVLIDVLKELN------PSLDFKVVTYELDHPGFQIRDSKGLHIVVFGIQRGLGME----VFP-VNAIYRPWKHAEGQLSFIQHSLINP-DIFCFADYPCHAVTTDILKAPPEDDNREIATWKSLDLIESLLRLAEVG   464
gi|121582322|ref|NP_001073420.1| ---------WNVEVLIDVVKEVN------PNLNFKEVTYELDHPGFLIRDSKGLQIVVYGIQRGLGME----VFP-VDLIYRPWKHAEGQLSFIQHSLLSP-EVFCFADNPCHTVAIDTLKAPPEDDNREIATWKSLDLVESLLRLSEVG   464
gi|212645813|ref|NP_498516.2| GSNFVIGITRFVEEQQAAVRDMEGFSDWYPDINWVEVIKEFDSEEFAICRQTIIMFADIFPIMFQPQN-----FP-VSFFLTPWRYYDHQLRLFEFMIEYA-DTS--LSKHMRQHVIYCLTSMHAADSSQLAKILDVAHDIKPTGLSELL   550
gi|42561615|ref|NP_171710.3| --------SWNVDILVDTIKQLQ-----APGISWRKVIENLDHDGFDIPNMESFSFFMRIYKAACKEP-----FPLDAVCGSVWKNMDGQLSFLKHAISAPPEVFTFMHSPRKLVYIDNMHSQEQQLGLSNHAWLSLDLLDVLCQLAERG   438
gi|115483368|ref|NP_001065354.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600



                                                                                                                                                                                        
gi|161076460|ref|NP_001097242.1| -YYTQVHELFKFPAQNCPDVLFLALLNTSPPMTPLRQDLFNQLIPTFLG-NHPNSNVILASAWSSN--NFQLRSNIMNAMSEWY-LRGNEFDQVKLSRILDLAQDLKALSALLNARSFLFIIDLACLASRREYLKLEKWLTDKIREHGEP   685
gi|158299778|ref|XP_319808.4| NLSEKVMKIFKVPGSLCPDVLFLALLQINPPMTTARQELFTNLVPIFLG-NHPNAGTILHHAWNHSTFNVTLRPIILHAMSDWY-MVG-EGDQSRLSRILDVAQDLKALSNLLNIRTYMFIIDLACLA----------------------   535
gi|94383743|ref|XP_899766.2| -QYEQVKQLFSFPIKHCPDMLVLALLQINTSWHTLRHELISTLMPIFLG-NHPNSAIILHYAWHGQGQSPSIRQLIMHAMAEWY-MRGEQYDQAKLSRILDVAQDLKALSMLLNGTPFAFVIDLAALASRREYLKLDKWLTDKIREHGEP   611
gi|109507689|ref|XP_001060702.1| -QYEQVKQLFSFPIKHCPDMLVLALLQINTSWHTLRHELISTLMPIFLG-NHPNSAIILHYAWHGQGQSPSIRQLIMHAMAEWY-MRGEQYDQAKLSRILDVAQDLKALSMLLNGTPFAFVIDLAALASRREYLKLDKWLTDKIREHGEP   611
gi|42716275|ref|NP_057368.3| -QYEQVKQLFSFPIKHCPDMLVLALLQINTSWHTLRHELISTLMPIFLG-NHPNSAIILHYAWHGQGQSPSIRQLIMHAMAEWY-MRGEQYDQAKLSRILDVAQDLKALSMLLNGTPFAFVIDLAALASRREYLKLDKWLTDKIREHGEP   611
gi|114662880|ref|XP_511007.2| -QYEQVKQLFSFPIKHCPDMLVLALLQINTSWHTLRHELISTLMPIFLG-NHPNSAIILHYAWHGQGQSPSIRQLIMHAMAEWY-MRGEQYDQAKLSRILDVAQDLKALSMLLNGTPFAFVIDLAALASRREYLKLDKWLTDKIREHGEP   611
gi|119910031|ref|XP_613555.3| -QYEQVKQLFSFPIKHCPDMLVLALLQINTSWHTLRHELISTLMPIFLG-NHPNSAIILHYAWHGQGQSPSIRQLIMHAMAEWY-MRGEQYDQAKLSRILDVAQDLKALSMLLNGTPFAFVIDLAALASRREYLKLDKWLTDKIREHGEP   611
gi|118096204|ref|XP_414043.2| -QYEQVKQLFSFPIKHCPDMLVLALLQINTSWHTLRHELISTLMPIFLG-NHPNSAIILHYAWHGQGQSPSIRQLIMHAMAEWY-MRGEQYDQAKLSRILDVAQDLKALSMLLNGTPFAFVIDLAALASRREYLKLDKWLTDKIREHGEP   611
gi|121582322|ref|NP_001073420.1| -HYEQVKQLFSFPIKHCPDMLVLALLQISTSWHTLRHELISTLMPIFLG-NHPNSAIILHYAWHGQGQSPSIRQLIMHSMAEWY-MRGEQYDQAKLSRILDVAQDLKSLSMLLNGTPFAFVIDLAALASRREYLKLDKWLTDKIREHGEP   611
gi|212645813|ref|NP_498516.2| NQAPKHLAFMVDLACLASKRDYLNLEKWIEDKEKAHGEAMTVAVLQFIQKKYQHAQLVAAIAPKTQATTPGAPSEPLQVLIPFVSKRARKPLRQQFPLVFQVMKENSGRSSSVSSGGHVQQSSGSQPQQQQFGGGSGLPPSGVVPVQQQP   700
gi|42561615|ref|NP_171710.3| -HAVLVSSLLQYPLTQCPRTLLLGMTHIKTAYNLIQREVVSAILPVIIT--SPQDSGFIHNLWHQNAELVLWGIIDAQHLKADS-----------MLRIIEICHELKILSVVLESVPVSSSIRLAVLASLRGLLDIENWLPNCLYMYKDL   574
gi|115483368|ref|NP_001065354.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
                         .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750

                                                                                                                                                                                        
gi|161076460|ref|NP_001097242.1| FMQAIIKVLHRRCPQVINAKVPEDQLPPKQAQLLPETVTTMINCLQTCINNCMQPEMVEVIMQMTANVAIMANKARAQQQQQPGLVPPPPPTILRGHRGMDLPGGIVPPPPQQPFSGNLNAQMFGPGMDPLTNMS--NNLAGLNLSGP--   831
gi|158299778|ref|XP_319808.4| -------------------------------------------------------------------------------------------------------------------------QLLPPMVDSLNSLT--ANIGGLSIGGPGG   562
gi|94383743|ref|XP_899766.2| FIQACMTFLKRRCPSILGGLAPEKD-QPKSAQLPAETLATMLACLQACAG-SVSQELSETILTMVANCSNVMNKARQ----------PPPGVMPKGRPPSASSLDAISPVQIDPLAGMASLSIGGSAAPHTQSMQGFPPNLGSAFSTPQS   749
gi|109507689|ref|XP_001060702.1| FIQACMTFLKRRCPSILGGLAPEKD-QPKSAQLPAETLATMLACLQACAG-SVSQELSETILTMVANCSNVMNKARQ----------PPPGVMPKGRPPSASSLDAISPVQIDPLAGMASLSIGGSAAPHTQSMQGFPPNLGSAFSTPQS   749
gi|42716275|ref|NP_057368.3| FIQACMTFLKRRCPSILGGLAPEKD-QPKSAQLPPETLATMLACLQACAG-SVSQELSETILTMVANCSNVMNKARQ----------PPPGVMPKGRPPSASSLDAISPVQIDPLAGMTSLSIGGSAAPHTQSMQGFPPNLGSAFSTPQS   749
gi|114662880|ref|XP_511007.2| FIQACMTFLKRRCPSILGGLAPEKD-QPKSAQLPPETLATMLACLQACAG-SVSQELSETILTMVANCSNVMNKARQ----------PPPGVMPKGRPPSASSLDAISPVQIDPLAGMTSLSIGGSAAPHTQSMQGFPPNLGSAFSTPQS   749
gi|119910031|ref|XP_613555.3| FIQACMTFLKRRCPSILGGLAPEKD-QPKSAQLPPETLATMLACLQACAG-SVSQELSETILTMVANCSNVMNKARQ----------PPPGVMPKGRPPSASSLDAISPVQIDPLAGMASLSIGGSAAPHTQSMQGFPPNLGSAFSTPQS   749
gi|118096204|ref|XP_414043.2| FIQACMTFLKRRCPSILGGLAPEKD-QPKSAQLPPETLATMLACLQACAG-SVSQELSETILTMVANCSNVMNKARQ----------PPPGVMPKGRPPSASSLDAISPVQIDSLAGMASLSLGGSAAPHTQSMQGFPPNLGSAFSTPQS   749
gi|121582322|ref|NP_001073420.1| FIQACVTFLKRRCPSIMGGLAPEKD-QPKSAQLPPETLATMLACLQSCAG-SVSQELSETILTMVANCSNVMNKARQ----------PPPGVLPKGRAPSTSSLDAISPVQMDPLSAMGSLSLGVSSTSHTPSMQGFPSLQGSAFSNPQS   749
gi|212645813|ref|NP_498516.2| QQPPSLQQQHSQQSLPTPPTTSQQQIHVQQSVPGPIQRPAQFAPQPMFPPQAQAQHQHQHMMGQPPPSSQNAQPGMN----------LLMNMSPFASGNNRDLLKVVQPAPPPPSSMSPSTQMMRSLIPPLTQRQ----NSNSGWHAAPA   836
gi|42561615|ref|NP_171710.3| FAEECLKFVKN-------------------------------------------------------------------------------------------------------------------------------------VHFSES   591
gi|115483368|ref|NP_001065354.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
                         .......760.......770.......780.......790.......800.......810.......820.......830.......840.......850.......860.......870.......880.......890.......900

                                                                                                                                                                               :: ******
gi|161076460|ref|NP_001097242.1| -NGAFNFGNMLTSPSRLMTPGANPYPLNLMQMP-QAPPPPNVGNLGRMLPGGP--------QQQTPTPTPTAP----NPNNPVMADLQIPVSKEVEDEVNSYFQRIYNHQPNPTLSIDEVLDILQRFKESSNRREQEVFLCMLRNLFEEY   967
gi|158299778|ref|XP_319808.4| GNSAFSFNNIIATPPSPSRLLPSSSPFPMMPLPPGAAAAAQAGTLSRLQQTPN--------DKLGAAAAAGAAGIPTQALAPFTADAPLPVSKEVEDEANSYFQRIYNLPPHPTLSIDEVLDMLQRYKDSPNRHENDVYQCMLRNLFEEY   704
gi|94383743|ref|XP_899766.2| PAKAFPPLSTPNQTTAFSGIGGLSSQLP-GGLGTGSLTGIGTGALGLPAVNNDPFVQRKLGTSGLNQPTFQQSKMKPSDLSQVWPEANQHFSKEIDDEANSYFQRIYNHPPHPTMSVDEVLEMLQRFKDSTIKREREVFNCMLRNLFEEY   898
gi|109507689|ref|XP_001060702.1| PAKAFPPLSTPNQTTAFSGIGGLSSQLPVGGLGTGSLTGIGTGALGLPAVNSDPFVQRKLGTSGLNQPTFQQSKMKPSDLSQVWPEANQHFSKEIDDEANSYFQRIYNHPPHPTMSVDEVLEMLQRFKDSTIKREREVFNCMLRNLFEEY   899
gi|42716275|ref|NP_057368.3| PAKAFPPLSTPNQTTAFSGIGGLSSQLPVGGLGTGSLTGIGTGALGLPAVNNDPFVQRKLGTSGLNQPTFQQSKMKPSDLSQVWPEANQHFSKEIDDEANSYFQRIYNHPPHPTMSVDEVLEMLQRFKDSTIKREREVFNCMLRNLFEEY   899
gi|114662880|ref|XP_511007.2| PAKAFPPLSTPNQTTAFSGIGGLSSQLPVGGLGTGSLTGIGTGALGLPAVNNDPFVQRKLGTSGLNQPTFQQSKMKPSDLSQVWPEANQHFSKEIDDEANSYFQRIYNHPPHPTMSVDEVLEMLQRFKDSTIKREREVFNCMLRNLFEEY   899
gi|119910031|ref|XP_613555.3| PAKAFPPLSTPNQTTAFSGIGGLSSQLPVGGLGTGSLTGIGTGALGLPAVNSDPFVQRKLGTSGLNQPTFQQSKMKPSDLSQVWPEANQHFSKEIDDEANSYFQRIYNHPPHPTMSVDEVLEMLQRFKDSTIKREREVFNCMLRNLFEEY   899
gi|118096204|ref|XP_414043.2| PAKAFPPLSTQNQTTGFSGIGGLSSQLPVGGLTTGSLTGIGTGALGLPAVNNDPFVQRKLSTSGLSQPTFQQSKMKPSDLSQVWPEANQNFSKEIDDEANSYFQRIYNHPPHPTMSVDEVLEMLQRFKDSNIKREREVFNCMLRNLFEEY   899
gi|121582322|ref|NP_001073420.1| PAKAFSNLPNPNPSTAFPGINPLSSQLQ-GPLST-SLSGIGSG-LGMPTVSSDVFSARKMSTPGLNPPTFQQT-----DLSQVWPEANQHFSKEIDDEANSYFQRIYNHPPHPTMSVDEVLEMLQRFKDSNIKREREVFNCMLRNLFEEY   891
gi|212645813|ref|NP_498516.2| PQRPSGPPTPQQQMDFRGQIQEFAPQGPHQLQRSGSVTGRSMGIVGQKTSSNFSVG-----APIPGSAAATAAAAANVQQPMNEDFQSMTFAEDIQEEANSYFEKIYSVNN--AMSVENLIDLLKRFRVSNDRRERLVLACVVKNLFEEY   979
gi|42561615|ref|NP_171710.3| DDFRAKIFHPSDPLSDLHLEATTSLLKVLKAHDNAITSSQLVEEIEKVN------------------AAILDCNPKLQNGEAKDSSAPNAYGDDVEAEANAYFHQMF----SSHLSVDAMVQMLSRYKESLVPREKLIFECMIANLFEEY   719
gi|115483368|ref|NP_001065354.1| ---------------------------------------------------------------------------------------------------------------------------------------------MVSNLFEEY     9
                         .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......1050

                                  :** :**: :*: :: : *.:: . :: : : :. ::* *:::*     : :: **  **::   :*    : *: : .  ::      *   :                                                        
gi|161076460|ref|NP_001097242.1| RFFCQYPEKELQITAQLFGGIIDRNLVPTFVALGLSLRCVLDALRKPDGSKLYYFGVTALDRFRTRLHTYNKYCEHIRSIPHFSDFPPHLIQYVEYGMH----------------GQEPPPQKLIG--LSNTIPSAISS-----------  1088
gi|158299778|ref|XP_319808.4| KFFPQYPDKELQTTAQLFGGMVERNLVTTYVALGLALRCVLDALKKPEGTKMYYFGITALDRFKNKLHLYPKYCEYVHSIAHFSEFPAHLIEYIEYGSQ----------------GQEPPNKTLGPGPLPPSILQFMPSGAAGRG-----   833
gi|94383743|ref|XP_899766.2| RFFPQYPDKELHITACLFGGIIEKGLV-TYMALGLALRYVLEALRKPFGSKMYYFGIAALDRFKNRLKDYPQYCQHLASISHFMQFPHHLQEYIEYGQQ----------------SRDPPVKMQGSITTPGSIALAQAQAQAQV------  1025
gi|109507689|ref|XP_001060702.1| RFFPQYPDKELHITACLFGGIIEKGLV-TYMALGLALRYVLEALRKPFGSKMYYFGIAALDRFKNRLKDYPQYCQHLASISHFMQFPHHLQEYIEYGQQ----------------SRDPPVKMQGSITTPGSIALAQAQAQAQV------  1026
gi|42716275|ref|NP_057368.3| RFFPQYPDKELHITACLFGGIIEKGLV-TYMALGLALRYVLEALRKPFGSKMYYFGIAALDRFKNRLKDYPQYCQHLASISHFMQFPHHLQEYIEYGQQ----------------SRDPPVKMQGSITTPGSIALAQAQAQAQV------  1026
gi|114662880|ref|XP_511007.2| RFFPQYPDKELHITACLFGGIIEKGLV-TYMALGLALRYVLEALRKPFGSKMYYFGIAALDRFKNRLKDYPQYCQHLASISHFMQFPHHLQEYIEYGQQ----------------SRDPPVKMQGSITTPGSIALAQAQAQAQV------  1026
gi|119910031|ref|XP_613555.3| RFFPQYPDKELHITACLFGGIIEKGLV-TYMALGLALRYVLEALRKPFGSKMYYFGIAALDRFKNRLKDYPQYCQHLASISHFMQFPHHLQEYIEYGQQ----------------SRDPPVKMQGSITTPGSIALAQAQAQAQV------  1026
gi|118096204|ref|XP_414043.2| RFFPQYPDKELHITACLFGGIIEKGLV-TYMALGLALRYVLEALRKPFASKMYYFGIAALDRFKNRLKDYPQYCQHLASISHFIQFPHHLQEYIEYGQQ----------------SRDPPVKMQGSITTPGSIALAQAQAQAQV------  1026
gi|121582322|ref|NP_001073420.1| RFFPQYPDKELHITACLFGGIIEKGLV-TYMALGLALRYVLEALRKPFGSKMYYFGIAALDRFKNRLKDYPQYCQHLASIAHFLQFPHHLQEYIEYGQQ----------------SRDPPVKMQGSITTPGSLALAQAQAQSQ-------  1017
gi|212645813|ref|NP_498516.2| RFFHEYPERELRTTAAVYGGIIREDII-SNVQFATAVRKVIESLSADPNTMLWTFGIVALQHCRSKLCAYPKVCQMIVSSENFARFPQLLKDYVIAGVK----------------GELPPEG--------------------GRH-----  1087
gi|42561615|ref|NP_171710.3| RFFPKYPERQLKIASILFGSVIKHQLI-SSLTLGMALRLVLDSLRKPADSKMFLFGSKALEQFVNRLVELPQYCNHILQISHLRSTHPELVTVIEQALSRISSGNLESDAS--VSHPGPSQSFPGNGELSGS---GIGQPALQLSSPLQL   863
gi|115483368|ref|NP_001065354.1| KFFPKYPDTQLKLAAVLMGSLIKHQLV-AHLGLGIALRSVLDALRKSIDSKMFMFGTTALEQFMDRLIEWPQYCNHILQISHLRATHAELVAAIERVLAKISSSQNEPNVGSMLSADQHGSSSIGNMEASEASWQLINPTPTQLERSHQQ   158
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gi|161076460|ref|NP_001097242.1| --------GPGTEPIYRNSSMLGN----MPAATPGS--GPKSNAAVSHATRMK---------------------------------SIANATNIDTLLVANQ--EEKVTVPPEPVQDKTAFIFNNLSQLNIPQKCDEIKEIMTKE---YW  1186
gi|158299778|ref|XP_319808.4| --------GPVGNPLYRSNSVTGTSNLTLAGVSTGNSGGTGGSSGGGQPPRVK---------------------------------SIANATNIDTLLVATQDREEKIIAPPDAIQDKTAFIFNNLSQINLQQKCEEIKEILQKD---YY   939
gi|94383743|ref|XP_899766.2| ---------PAKAPLAGQVNTMVTTS---TTTTVAKTVTVTKPTGVSFKKDVP---------------------------------PSINTTNIDTLLVATD-QTERIVEPPENIQEKIAFIFNNLSQSNMTQKVEELKETVKEE---FM  1126
gi|109507689|ref|XP_001060702.1| ---------PAKAPLAGQVNTMVTTS---TTTTVAKTVTVTKPTGVSFKKDVP---------------------------------PSINTTNIDTLLVATD-QTERIVEPPENIQEKIAFIFNNLSQSNMTQKVEELKETVKEE---FM  1127
gi|42716275|ref|NP_057368.3| ---------PAKAPLAGQVSTMVTTS---TTTTVAKTVTVTRPTGVSFKKDVP---------------------------------PSINTTNIDTLLVATD-QTERIVEPPENIQEKIAFIFNNLSQSNMTQKVEELKETVKEE---FM  1127
gi|114662880|ref|XP_511007.2| ---------PAKAPLAGQVSTMVTTS---TTTTVAKTVTVTRPTGVSFKKDVP---------------------------------PSINTTNIDTLLVATD-QTERIVEPPENIQEKIAFIFNNLSQSNMTQKVEELKETVKEE---FM  1127
gi|119910031|ref|XP_613555.3| ---------PAKAPLAGQVSTMVTTS---TTTTVAKTVTVTRPTGVSFKKDVP---------------------------------PSINTTNIDTLLVATD-QTERIVEPPENIQEKIAFIFNNLSQSNMTQKVEELKETVKEE---FM  1127
gi|118096204|ref|XP_414043.2| ---------PAKAPLAGQVSTIVTTS---TTTTVAKTITITRPTGVSFKKDVP---------------------------------PSINTTNIDTLLVATD-QTERIVEPPENVQEKIAFIFNNLSQSNMTQKVEELKETVKEE---FM  1127
gi|121582322|ref|NP_001073420.1| ---------PPKAPQPGQASTLVTTAT--TTTTAAKTTTITRPTAVGPKKDVP---------------------------------PSINTTNIDTLLVATD-QTERIVEPPENVQEKIAFIFNNLSQSNMSQKVEELKETVKEE---FM  1119
gi|212645813|ref|NP_498516.2| --------TPVGSAQAGSASSTPTPAAAPTNWGAVARAASVDPKNSLPANRTG---------------------------------NVLSYTNVDTLVMATNKDGAEIAQPAEAIVDKISFLFNNLSQSNLIQKKDEVVEMISDHGDAFT  1196
gi|42561615|ref|NP_171710.3| QQK-----NEVPSVPSNEAKPLLPS----LSTTSVDVSVNPKNPGIPTSSST------------STGFVRPARATTS--------TRFGSALNIETLVAAAERRENAIEAPPSDVQDKVSFIINNISTTNIESKGKEFAEILPQQ---YY   981
gi|115483368|ref|NP_001065354.1| RHQGFLGERSKGSTNIIQAKNILSSGQMPLASSPGDLAVNLKAATTPSSQASPHHSTTVSAPLQPTGFLRSRSSAPSGIRQPSFTTGFGAALNIETLVAAAERRDTPIEAPPSEVQDKIFFMINNISTSNMEAKAREFNEVLQEQ---YY   305
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gi|161076460|ref|NP_001097242.1| PWLAQYLVLKRASMEFNFHTLYYNFLDALKNGEINRFVTKETLRNIKVLLRSDK---GVINFSDRSLLKNLGHWLGMMTLGRNRPILQLDLDLKSLLAEAYHKGQQELLFVVPFVAKILESSAKSRIFRSPNPWTMGIMYVLAELHQEPD  1333
gi|158299778|ref|XP_319808.4| TWLAQYLVLKRASIEVNFHVLYSNFLDALKIPEINRLVTKETFRNIRVLLRSDK---GIANFSDRSLLKNLGHWLGMMTLGRNKPILHLDIDVKSLLVEAYNKGQQELLYVVPFVAKVLESCAKSKVFKPPNPWTMSIMNVLAELHQEPD  1086
gi|94383743|ref|XP_899766.2| PWVSQYLVMKRVSIEPNFHSLYSNFLDTLKNPEFNKMVLNETYRNIKVLLTSDK---AAANFSDRSLLKNLGHWLGMITLAKNKPILHTDLDVKSLLLEAYVKGQQELLYVVPFVAKVLESSIRSLVFRPPNPWTMAIMNVLAELHQEHD  1273
gi|109507689|ref|XP_001060702.1| PWVSQYLVMKRVSIEPNFHSLYSNFLDTLKNPEFNKMVLNETYRNIKVLLTSDK---AAANFSDRSLLKNLGHWLGMITLAKNKPILHTDLDVKSLLLEAYVKGQQELLYVVPFVAKVLESSIRSLVFRPPNPWTMAIMNVLAELHQEHD  1274
gi|42716275|ref|NP_057368.3| PWVSQYLVMKRVSIEPNFHSLYSNFLDTLKNPEFNKMVLNETYRNIKVLLTSDK---AAANFSDRSLLKNLGHWLGMITLAKNKPILHTDLDVKSLLLEAYVKGQQELLYVVPFVAKVLESSIRSVVFRPPNPWTMAIMNVLAELHQEHD  1274
gi|114662880|ref|XP_511007.2| PWVSQYLVMKRVSIEPNFHSLYSNFLDTLKNPEFNKMVLNETYRNIKVLLTSDK---AAANFSDRSLLKNLGHWLGMITLAKNKPILHTDLDVKSLLLEAYVKGQQELLYVVPFVAKVLESSIRSVVFRPPNPWTMAIMNVLAELHQEHD  1274
gi|119910031|ref|XP_613555.3| PWVSQYLVMKRVSIEPNFHSLYSNFLDTLKNPEFNKMVLNETYRNIKVLLTSDK---AAANFSDRSLLKNLGHWLGMITLAKNKPILHTDLDVKSLLLEAYVKGQQELLYVVPFVAKVLESSIRSVVFRPPNPWTMAIMNVLAELHQEHD  1274
gi|118096204|ref|XP_414043.2| PWVSQYLVMKRVSIEPNFHSLYSNFLDTLKNPEFNKMVLNETYRNIKVLLTSDK---AAANFSDRSLLKNLGHWLGMITLAKNKPILHTDLDVKSLLLEAYVKGQQELLYVVPFVAKVLESSVRSVVFRPPNPWTMAIMNVLAELHQEHD  1274
gi|121582322|ref|NP_001073420.1| PWVSQYLVMKRVSIEPNFHSLYSNFLDTLKNPEFVKMVLNETYRNIKVLLTSDK---AAANFSDRSLLKNLGHWLGMITLAKNKPILYTDLELKSLLLEAYVKGQQELLYVVPFVAKVLESSLRSVIFRPQNPWTMGIMNVLAELHQEHD  1266
gi|212645813|ref|NP_498516.2| LWLAQYIVMKRVSIEQNFQPLYNQFVNAIENPYLDQCIKRETFRNIRILLRTDKRTTVASNYSDRQLLKNLGSWLGAITIARNKPILLNDLDLKSLLLEAYYKGQAELLYVVPFISKILTACSKTSLFTPTCAWIRSILKVLAELHNEPD  1346
gi|42561615|ref|NP_171710.3| PWFAQYMVMKRASIEPNFHDLYLKFLDKVDSKLLFKEILQNTYENCKVLLGSELIK---SSSEERSLLKNLGSWLGRLTIGRNYVLRAREIDPKSLIVEAYEKG--LMIAVIPFTSKVLEPCQNSIAYQPPNPWTMAILGLLAEIYSMPN  1126
gi|115483368|ref|NP_001065354.1| PWFAQYMVMKRASIEPNFHDLYLKFFDKVNSKSLNKEMVKATYENCKVLLQSDLIK---SSSEERSLLKNLGSWLGKFTIGRNQTLRAKEIDPKILIIEAYERG--LMIAIIPFTSKILEPCQSSIAYRPPNPWTMGILSLLVEIYNLPN   450
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gi|161076460|ref|NP_001097242.1| LKLNLKFEIEVLCKTLNLELAKLRQVIYLKDPNRTHRIEEQMSQPKPKQLEPVASAPALPREQQSPAQPPPPPQQQQPPQQQVPPPPSSADVDAQNAAAMMMAAGGANSTPGSVSSPNLPTDSSQVALPPPEPRYSYVDVN---------  1474
gi|158299778|ref|XP_319808.4| LKLNLKFEIEVLCKNLNIDVSDLKPAIYLKDPERAQNIEYQLSQPKP------------------PKETP--------------------------AAAVVVAAVLLPSGP-SSSPANVAMDPALAATGPPEPRFHYSDIN---------  1182
gi|94383743|ref|XP_899766.2| LKLNLKFEIEVLCKNLALDINELKPGNLLKDKDRLKNLDEQLSAPKK------------------DVKQP----------------------------EELPAITTTTTS------TTPATSTTCTATVPPQPQYSYHDIN---------  1362
gi|109507689|ref|XP_001060702.1| LKLNLKFEIEVLCKNLALDINELKPGNLLKDKDRLKNLDEQLSAPKK------------------DVKQP----------------------------EELPAITTTTTS------TTPATSTTCTATVPPQPQYSYHDIN---------  1363
gi|42716275|ref|NP_057368.3| LKLNLKFEIEVLCKNLALDINELKPGNLLKDKDRLKNLDEQLSAPKK------------------DVKQP----------------------------EELPPITTTTTS------TTPATNTTCTATVPPQPQYSYHDIN---------  1363
gi|114662880|ref|XP_511007.2| LKLNLKFEIEVLCKNLALDINELKPGNLLKDKDRLKNLDEQLSAPKK------------------DVKQP----------------------------EELPPITTTTTS------TTPATNTTCTATVPPQPQYSYHDIN---------  1363
gi|119910031|ref|XP_613555.3| LKLNLKFEIEVLCKNLALDINELKPGNLLKDKDRLKNLDEQLSAPKK------------------DVKQP----------------------------EELPPITTTTTS------TTPATSTTCTATVPPQPQYSYHDIN---------  1363
gi|118096204|ref|XP_414043.2| LKVNFLLCLYLLSLRFSXHTSQXEPGSLLKDKDRLKNLDEQLSAPKK------------------DVKQP----------------------------EELPPITTTTAS------TTPATSTTCTATVPPQPQYSYHDIN---------  1363
gi|121582322|ref|NP_001073420.1| LKLNLKFEIEVLCKNLSMDITDLKPGNLLRDKDKLKTLEEQLSAPKK------------------ETKPP----------------------------EELLPIVTTDSVPFTAAPSTPATTTACTATGPPTPQFSYHDIN---------  1361
gi|212645813|ref|NP_498516.2| LKINLKFEIEVLCKELNVDLNQLQMDGILKDTEKLVRVPQQLCDVKLLTRPEAASPVQSKIHMSGSAEQLSG-------------------MSPAIPDQVKPATPQPTEAELQSGTGGGGSQGAEAQVVPNVTHFAYHDIN---------  1468
gi|42561615|ref|NP_171710.3| LKMNLKFDIEVLFKNLGVEMKEVVPTSLLKDRKREIDGNPDFSNKDPGVTQISQPQMIPEPKTISPLKQIDLP----------------LDVANSPNTDVPSKLLSQYVAPQRVYTNTLMDEEKVATLGLPEQLPSPQGLFQSTP-----  1255
gi|115483368|ref|NP_001065354.1| LKMNLKFDIEVLFKNLSVDMKDVKPSSLLKDRIRQIEGNPDFSNKDVSASQAPVVAEVSSG-VMPTINHVEPQ----------------PEINSTSRATSLPNMLSQYAAPLRLPTNNMVEDDKSALI-MPEQVSS-LGLSQVSPSQTPS   581
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gi|161076460|ref|NP_001097242.1| -----------VSNFQLIGQQLVLPPNTPFLHANPGIKHMVVNAVERTITDWLQPIVDRSIRIACATTEQIIRKDFALDADENRMRTAAHQMVRNLAAGMAMITGKDEIARAISQNLHKALLSGLN----GMPSMAEIQAAAMQLASENV  1609
gi|158299778|ref|XP_319808.4| -----------IANPSLNAQHIVYHPTVAILHTQTHLKVIVKSCLERTISEWISLIVDRSVKIASKTTEQIVRKDFALDSDETRMRRSAHNMARSLVAGMAMITCRDQMVQTIQNNIKVAFAAAVG----SAQKEAIIEHAAQQLAMDNI  1317
gi|94383743|ref|XP_899766.2| -----------VYSLAGLAPHITLNPTIPLFQAHPQLKQCVRQAIERAVQELVHPVVDRSIKIAMTTCEQIVRKDFALDSEESRMRIAAHHMMRNLTAGMAMITCREPLLMSISTNLKNSFASALRT--ASPQQREMMDQAAAQLAQDNC  1499
gi|109507689|ref|XP_001060702.1| -----------VYSLAGLAPHITLNPTIPLFQAHPQLKQCVRQAIERAVQELVHPVVDRSIKIAMTTCEQIVRKDFALDSEESRMRIAAHHMMRNLTAGMAMITCREPLLMSISTNLKNSFASALRT--ASPQQREMMDQAAAQLAQDNC  1500
gi|42716275|ref|NP_057368.3| -----------VYSLAGLAPHITLNPTIPLFQAHPQLKQCVRQAIERAVQELVHPVVDRSIKIAMTTCEQIVRKDFALDSEESRMRIAAHHMMRNLTAGMAMITCREPLLMSISTNLKNSFASALRT--ASPQQREMMDQAAAQLAQDNC  1500
gi|114662880|ref|XP_511007.2| -----------VYSLAGLAPHITLNPTIPLFQAHPQLKQCVRQAIERAVQELVHPVVDRSIKIAMTTCEQIVRKDFALDSEESRMRIAAHHMMRNLTAGMAMITCREPLLMSISTNLKNSFASALRT--ASPQQREMMDQAAAQLAQDNC  1500
gi|119910031|ref|XP_613555.3| -----------VYSLAGLAPHITLNPTIPLFQAHPQLKQCVRQAIERAVQELVHPVVDRSIKIAMTTCEQIVRKDFALDSEESRMRIAAHHMMRNLTAGMAMITCREPLLMSISTNLKNSFASALRT--ASPQQREMMDQAAAQLAQDNC  1500
gi|118096204|ref|XP_414043.2| -----------VYSLGGLAPHITLNPTIPLFQAHPQLKQCVRQAIERAVQELVHPVVDRSIKIAMTTCEQIVRKDFALDSEESRMRVAAHHMMRNLTAGMAMITCREPLLMSIATNLKNSFATALRA--ASPQQRDMMEQAAAQLAQDNC  1500
gi|121582322|ref|NP_001073420.1| -----------VYALAGLAPHININVNIPLLQAHPQLKQCVRPAIERAVQELVHPVVDRSIKIAMTTCEQIVRKDFALDSEESHMRVAAHHMMRNLTAGMAMITCREPLLMSIATNLKNSFAAALRA--PTPQQREMMEEAAARIAQDNC  1498
gi|212645813|ref|NP_498516.2| -----------VLTYDGLIPHVKIVSHLPLFQLHPHAKHLVRPAMIHAIKELIGPVTERALKIAMTVTESLVRKDFALDPEEQNLRAASFHMMRAMTAGMAMITCRDPLASSMHSNLANAFSSSLRSTAANPEMKQMIEDAAATITQDNV  1607
gi|42561615|ref|NP_171710.3| --SPLFSISQLSAALPNIGNHVVINQKLSAFGMHFPFQRVVPLAMDRAIKEIVSGIVQRSVCIACQTTKELVLKDYALEPDESRIYNAAHLMVASLAGSLAHVTCKEPLRTSISGHLRNSLQGLNIS-------NDALEQIVQLVTNDNL  1396
gi|115483368|ref|NP_001065354.1| LSSSSFSLSQLIAAIPRADIYFRINEKLSSFGS-LQYSKIMDMALDKAIKEIIGPVIQRSVTIASRTTKELILKDYAMEADDSAVSRSAHLMVGTLAGSLAHVTSKEPLRVALSSHLRSLIQGITNN-------TESTEQIMLILVNDNL   723
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gi|161076460|ref|NP_001097242.1| ELVCAFIQKTSAEKAAAEIDRRLSTDFETRKIAR-----------------------------------EEGNRFVDAQILTYQQERLPEAVRIKVGAAPATLYAVYSEFARSIPGFQQMSDR-DIALFVPKPTDLSQPNVFANDDSMVY  1723
gi|158299778|ref|XP_319808.4| ELVTAFIQKTAIEKVAIEMDKILAEDFQLRKLAR-----------------------------------QEGRRYWDAAVLSYHAERMPERIKLNVGGVSPSQLAVYEEFSRNIPGFLPITER-DAAQFAPKMAEMLPFVATPDEIGAIY  1431
gi|94383743|ref|XP_899766.2| ELACCFIQKTAVEKAGPEMDKRLATEFELRKHAR-----------------------------------QEGRRYCDPVVLTYQAERMPEQIRLKVGGVDPKQLAVYEEFARNVPGFLPTNDLSQPTGFLAQPMK---QAWATDDVAQIY  1611
gi|109507689|ref|XP_001060702.1| ELACCFIQKTAVEKAGPEMDKRLATEFELRKHAR-----------------------------------QEGRRYCDPVVLTYQAERMPEQIRLKVGGVDPKQLAVYEEFARNVPGFLPTNDLSQPTGFLAQPMK---QAWATDDVAQIY  1612
gi|42716275|ref|NP_057368.3| ELACCFIQKTAVEKAGPEMDKRLATEFELRKHAR-----------------------------------QEGRRYCDPVVLTYQAERMPEQIRLKVGGVDPKQLAVYEEFARNVPGFLPTNDLSQPTGFLAQPMK---QAWATDDVAQIY  1612
gi|114662880|ref|XP_511007.2| ELACCFIQKTAVEKAGPEMDKRLATEFELRKHAR-----------------------------------QEGRRYCDPVVLTYQAERMPEQIRLKVGGVDPKQLAVYEEFARNVPGFLPTNDLSQPTGFLAQPMK---QAWATDDVAQIY  1612
gi|119910031|ref|XP_613555.3| ELACCFIQKTAVEKAGPEMDKRLATEFELRKHAR-----------------------------------QEGRRYCDPVVLTYQAERMPEQIRLKVGGVDPKQLAVYEEFARNVPGFLPTNDLSQPTGFLAQPMK---QAWATDDVAQIY  1612
gi|118096204|ref|XP_414043.2| ELACCFIQKTAVEKAGPEMDKRLATEFELRKHAR-----------------------------------QEGRRYCDPVVLTYQAERMPEQIRLKVGGVDPKQLAVYEEFARNVPGFLPTNDLTQPTGFLAQPMK---QAWATDDVAQIY  1612
gi|121582322|ref|NP_001073420.1| ELACCFIQKTAVEKAGPEMDKRLATEFELRKHAR-----------------------------------QEGRRYCDPMVLTYQAERMPEQIRLKVGGVDPKQLAVYEEFARNVPGFLPSNDLSQPTGFLAQPMKQ--QAWPTDDVAHIY  1611
gi|212645813|ref|NP_498516.2| ELSTNFIVKTACEKATQDIEKRLEADYQKRIAAK-----------------------------------AEMSFYRDEIAAAIHAQ-LPKAIATVPGPTDKALMGIYDQFSSRICGFKANSGE-DPVSAEPGSGAITPVQTQSKEMELVC  1720
gi|42561615|ref|NP_171710.3| DLGCAAIEQAATEKAIQTIDADIAQQLLLRRKHRDGAGSSFFDPNILSQNSVSFIPESLRPKP-GHLSLSQQRVYEDFVQHPWQKQSTQTSHGLSAASSSSGDVALGSGYGPVSGKVASEFLSNAGNARMDMVSRPSDISVDGFE-SSPV  1544
gi|115483368|ref|NP_001065354.1| DLGCALIETVATRKAVEMIDGEIKQPFSQLRRQKELLGSAYYDAFPYTQG-LKRVPDALRPKPTGHLSAAQRRVYEDFIT-VWHSQSSQNAGG-SATATAMAVAPSNSSVPRVYSPNSALTDSSSFSSHFASASQTTELVHEESDRNAHL   870
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gi|161076460|ref|NP_001097242.1| GELASKMEAFMNTAIGVPTLQIQASKMHMLLNALIATRR--------------------------------LRDQESAFNLLTRAVEGLTEGLVNM------------------------------HENMEQMKMYQNIHLRILGLLNNS  1811
gi|158299778|ref|XP_319808.4| DELASKMDTFIKTTRLVPILQLHTNNMEQLLECLIHAHR--------------------------------SLDNLTGCTLLNKAVEGLLEGLINI------------------------------PDQIEHVKLYRDIHLRVMRLMQDH  1519
gi|94383743|ref|XP_899766.2| DKCITELEQHLHAIPPTLAMNPQAQALRSLLEVVVLSRN--------------------------------SRDAIAALGLLQKAVEGLLDATS--------------------------------GADADLLLRYRECHLLVLKALQDG  1697
gi|109507689|ref|XP_001060702.1| DKCITELEQHLHAIPPTLAMNPQAQALRSLLEVVVLSRN--------------------------------SRDAIAALGLLQKAVEGLLDATS--------------------------------GADADLLLRYRECHLLVLKGLQDG  1698
gi|42716275|ref|NP_057368.3| DKCITELEQHLHAIPPTLAMNPQAQALRSLLEVVVLSRN--------------------------------SRDAIAALGLLQKAVEGLLDATS--------------------------------GADADLLLRYRECHLLVLKALQDG  1698
gi|114662880|ref|XP_511007.2| DKCITELEQHLHAIPPTLAMNPQAQALRSLLEVVVLSRN--------------------------------SRDAIAALGLLQKAVEGLLDATS--------------------------------GADADLLLRYRECHLLVLKALQDG  1698
gi|119910031|ref|XP_613555.3| DKCITELEQHLHAIPPTLAMNPQAQALRSLLEVVVLSRN--------------------------------SRDAIAALGLLQKAVEGLLDATS--------------------------------GADADLLLRYRECHLLVLKALQDG  1698
gi|118096204|ref|XP_414043.2| DKCMTELEQHLQSIPHTLAMNPQAQALRSLLEAVVVARN--------------------------------SRDAIAALGLLQKAVEGLLDATS--------------------------------GADADLLLRYRECHLLVLKALQDG  1698
gi|121582322|ref|NP_001073420.1| EKCISDLEQHLHAIPPALAMNPQTQAIRSLLEAVVMARN--------------------------------SRDGIAALGLLQKAVEGLLDATS--------------------------------GADPELLLSYRECHLLVLKALQDG  1697
gi|212645813|ref|NP_498516.2| QQLQVIIKEVDQTTQAQPHLSNSAFQTVCLMRELMQNVIS-------------------------------TKDANHLMILVTRSTEHLLHAYRLEG------------------------TPPKNLLDVEWARRLRDLFIGLMRLLQNY  1815
gi|42561615|ref|NP_171710.3| SLLSSQVDPAGDSSSLQFTKSLPTSELNLAESSDAATKETGTSLQTLTSAATMERLGASN----ITQPSLSTRDALDKCQIVTQKMEELVANNAGDDEIQAVISEVPEIILRCISRDEAAFAVAQKAFKALYENASSNLHVSANLAILVA  1690
gi|115483368|ref|NP_001065354.1| SSLSSKIG-ASDTSTQVIGTTNVASVFPPMVPNDLPVGEPTTTNKDLVTSAPLSPTTAVDRMGSVFVEPLNTSDALEMYQQVSQKLDTLIAKDGKDAEIQSVIAEVPDILLRCVSRDEAALAIAQKVFRSLYDNASNSNYVTWLLAALVA  1019
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gi|161076460|ref|NP_001097242.1| --FGAPNTERAVTKCFFDIREEVRYNVEAARALITSHFVNLNQFDGMLRDCMDNGNNYVAISFGIALLERLIMDDRVINIVSDNEFMATVELLGRLTQHR-HRYPECIVNAIDTLWSGNFNSSSDYSPFNGNDRYLSGASHYIHSGMHHV  1958
gi|158299778|ref|XP_319808.4| RLFGPMWTNKAITRYMLECREELRYNVEAVDLLITSNFVNMQQFDMMLVQLMDNGNNYVAVVFAMQLLQTFFIDERHNSAITENDLAGTIEMLHRLTAH--PRAPEGLTHLIEMLRANHDPNS------FLMDRAIVGPTSYIHAGVAQA  1661
gi|94383743|ref|XP_899766.2| RAYGSPWCNKQITRCLIECRDEYKYNVEAVELLIRNHLVNMQQYDLHLAQSMENGLNYMAVAFAMQLVKILLVDERSVAHITEADLFHTIETLMRINAHSRGNAPEGLPQLMEVVRSNY---------EAMIDRAHGGPNFMMHSGISQA  1838
gi|109507689|ref|XP_001060702.1| RAYGSPWCNKQITRCLIECRDEYKYNVEAVELLIRNHLVNMQQYDLHLAQSMENGLNYMAVAFAMQLVKILLVDERSVAHITEADLFHTIETLMRINAHSRGNAPEGLPQLMEVVRSNY---------EAMIDRAHGGPNFMMHSGISQA  1839
gi|42716275|ref|NP_057368.3| RAYGSPWCNKQITRCLIECRDEYKYNVEAVELLIRNHLVNMQQYDLHLAQSMENGLNYMAVAFAMQLVKILLVDERSVAHVTEADLFHTIETLMRINAHSRGNAPEGLPQLMEVVRSNY---------EAMIDRAHGGPNFMMHSGISQA  1839
gi|114662880|ref|XP_511007.2| RAYGSPWCNKQITRCLIECRDEYKYNVEAVELLIRNHLVNMQQYDLHLAQSMENGLNYMAVAFAMQLVKILLVDERSVAHVTEADLFHTIETLMRINAHSRGNAPEGLPQLMEVVRSNY---------EAMIDRAHGGPNFMMHSGISQA  1839
gi|119910031|ref|XP_613555.3| RAYGSPWCNKQITRCLIECRDEYKYNVEAVELLIRNHLVNMQQYDLHLAQSMENGLNYMAVAFAMQLVKILLVDERSVAHVTEADLFHTIETLMRINAHSRGNAPEGLPQLMEVVRSNY---------EAMIDRAHGGPNFMMHSGISQA  1839
gi|118096204|ref|XP_414043.2| RAYGSPWCNKQITRCLIECRDEYKYNVEAVELLIRNHLVNMQQYDLHLAQSMENGLNYMAVAFAMQLVKILLVDERSVAHVTEADLFHTIETLMRINAHSRGNAPEGLPQLMEVVRSNY---------EAMIDRAHGGPNFMMHSGISQA  1839
gi|121582322|ref|NP_001073420.1| RAYGPQWCNKQITRCLIECRDEYKYNVEAVELLIRNHLVNMQQYDLHLAQSMENGLNYMAVAFAMQLVKLLLVDERSVSHITEADLFHTIETLMRTSAHSRANAPEGLPQLMDVVRSNY---------EAMIDRHHGGPNFMMHSGISQA  1838
gi|212645813|ref|NP_498516.2| --FPLVELSRRITTAIMQIRSDYKWNMEGIEILFKQNLLQSVLWDQHLAGSMDNGGNMEAVLFAQKFVRSIGGGDMSRIQFLKERFPLTCEQLTKLHQLQSATRTEGMNNAMNNGAGNAAHHHAGLQQQPPVALPMEAAPMPQASADAMA  1963
gi|42561615|ref|NP_171710.3| IRDVCKRVVKELTSWVIYSEEDRKLNKDITIGLIQRELLSLAEYNVHMAKHLDGGRNKTATDFAISLLQSLVTEESSVISELHSLVDALAKLASKSGSSESLQQLIDIIRNPVTNTAGLSDSSTGNDNNDRQKDEKVACN--TTNTEEST  1838
gi|115483368|ref|NP_001065354.1| IRDVCKLVVKELTSWVIYSDEDKKFNIDIIIGLIRSELINLGDYNVHLAKIIDGGRNKAATEFAISLVQTLITQESISIAEVYNVVDALSKLAIRPSSPESLQQLIEIAR---------SFASVKDENIRQSRDKKVLSGRPLVNKEENN  1160
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gi|161076460|ref|NP_001097242.1| R-SCDTDDPPGLQEKTEFLLKDWVALYTQQNQQSTRDARNFGAFVQKMNTYGILKTDDLITRFFRQATHICTDVVYR-MFAEPSL----PINQAKNKIFQWIDAFVHLIAMLVRHSGEAGNPTTKINLLNKVLGIVLGTLIKDHEMRGVS  2102
gi|158299778|ref|XP_319808.4| RVSSDIDDSPGFLERAEFLLKDWVTIALSPN-TCRDPLKGFSVFVGKMNAHGILKGDEPLTRFFRFATQYCIDLTYR-NMNEP---------NAKTKIFQFIDAYVRLIALLVKHSGESGSTNTKLNLLNKILGIIIGILLHDQEVHTTA  1800
gi|94383743|ref|XP_899766.2| S---EYDDPPGLREKAEYLLREWVNLYHSAA-AGRDSTKAFSAFVGQMHQQGILKTDDLITRFFRLCTEMCVEISYR-AQAEQQHNPAANPTMIRAKCYHNLDAFVRLIALLVKHSGEATNTVTKINLLNKVLGIVVGVLLQDHDVRQSE  1983
gi|109507689|ref|XP_001060702.1| S---EYDDPPGLREKAEYLLREWVNLYHSAA-AGRDSTKAFSAFVGQMHQQGILKTDDLITRFFRLCTEMCVEISYR-AQAEQQHNPAANPTMIRAKCYHNLDAFVRLIALLVKHSGEATNTVTKINLLNKVLGIVVGVLLQDHDVRQSE  1984
gi|42716275|ref|NP_057368.3| S---EYDDPPGLREKAEYLLREWVNLYHSAA-AGRDSTKAFSAFVGQMHQQGILKTDDLITRFFRLCTEMCVEISYR-AQAEQQHNPAANPTMIRAKCYHNLDAFVRLIALLVKHSGEATNTVTKINLLNKVLGIVVGVLLQDHDVRQSE  1984
gi|114662880|ref|XP_511007.2| S---EYDDPPGLREKAEYLLREWVNLYHSAA-AGRDSTKAFSAFVGQMHQQGILKTDDLITRFFRLCTEMCVEISYR-AQAEQQHNPAANPTMIRAKCYHNLDAFVRLIALLVKHSGEATNTVTKINLLNKVLGIVVGVLLQDHDVRQSE  1984
gi|119910031|ref|XP_613555.3| S---EYDDPPGLREKAEYLLREWVNLYHSAA-AGRDSTKAFSAFVGQMHQQGILKTDDLITRFFRLCTEMCVEISYR-AQAEQQHNPAANPTMIRAKCYHNLDAFVRLIALLVKHSGEATNTVTKINLLNKVLGIVVGVLLQDHDVRQSE  1984
gi|118096204|ref|XP_414043.2| S---EYDDPPGLREKAEYLLREWVNLYHSAA-AGRDSTKAFSAFVGQMHQQGILKTDDLITRFFRLCTEMCVEISYR-AQAEQQHNPAANPTMIRAKCYHNLDAFVRLIALLVKHSGEATNTVTKINLLNKVLGIVVGVLLQDHEVRQGE  1984
gi|121582322|ref|NP_001073420.1| S---EYDDPPGLREKAEYLLREWVNLYHSAA-AGRDSTKAFSAFVGQMHQQGILKTDDLITRFFRLCTEMCVEISYR-AQAEQQH-PTTSPAIIRAKCYHNLDAFVRLIALLVKHSGEATNTVTKINLLNKVLGIVVGVLIQDHDVRQTE  1982
gi|212645813|ref|NP_498516.2| QRG---YDDQEMTAKVEIIMREWIGLCYSPT-GQRSPQESLAQMIQLMHEHGVLATDDKITQFFRLCVENCVDISVR-VMKSEQLANGLPTTLIRHRCYYTLDAFVKLMALMIRHS-DNGQSQNKINLLKKLLNIIVGVLHMDHEVRKQD  2107
gi|42561615|ref|NP_171710.3| SLDYVESDPAGFQNRVSTLFKNWYQICELPG----ANETACSQYVLHLHQTGLLKGDDTTESFFRILLELSVAHCISSEDINS--GAVQSPQQPQSPSFLIIDMYAKLVFSILKYFPEQESS-SRLFLLSEIMADTVRFIQKDAEDKKTS  1981
gi|115483368|ref|NP_001065354.1| ANDVAFTDAVGFQEKVAVSFSEWCNICDHPT----MGDSAYTHYIVKLQQDGLLKGDDLTDRFYHILTELAVAHSVVSEQVVAPGGISQQPTQQLQISYFSIDSYSKLVALVVKYSSVDIGP-SKGSLFNKILSVIVRIIQRDAEEKKVS  1305
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gi|161076460|ref|NP_001097242.1| FQQVGYHRFFMMLFMELC--TADVILESLMHSIVSAFAYTYHLLNPSVAPGFCFAWLELISHRVFLGRILVQI------PGQKGWPLYAQLLQDLFKYLAPFLRNTELGKPVQLLYKGTLRVLLVLLHDFPEFLCDYHFGFCDTIPPNCV  2244
gi|158299778|ref|XP_319808.4| FQQVGYHRIFAMLFLELT--THDPILENISISVITAFCHTFHILRPSAAPGFCYSWLELIAHRVFIGRVLAQI------PQQKGWHMYSQLLIDLFKYLAPFLRNAELAKPVQHLYKGTLRVLLVLLHDFPEFLCDYHFAFCDVIPSNCI  1942
gi|94383743|ref|XP_899766.2| FQQLPYHRIFIMLLLELN--APEHVLETINFQTLTAFCNTFHILRPTKAPGFVYAWLELISHRIFIARMLAHT------PQQKGWPMYAQLLIDLFKYLAPFLRNVELTKPMQILYKGTLRVLLVLLHDFPEFLCDYHYGFCDVIPPNCI  2125
gi|109507689|ref|XP_001060702.1| FQQLPYHRIFIMLLLELN--APEHVLETINFQTLTAFCNTFHILRPTKAPGFVYAWLELISHRIFIARMLAHT------PQQKGWPMYAQLLIDLFKYLAPFLRNVELTKPMQILYKGTLRVLLVLLHDFPEFLCDYHYGFCDVIPPNCI  2126
gi|42716275|ref|NP_057368.3| FQQLPYHRIFIMLLLELN--APEHVLETINFQTLTAFCNTFHILRPTKAPGFVYAWLELISHRIFIARMLAHT------PQQKGWPMYAQLLIDLFKYLAPFLRNVELTKPMQILYKGTLRVLLVLLHDFPEFLCDYHYGFCDVIPPNCI  2126
gi|114662880|ref|XP_511007.2| FQQLPYHRIFIMLLLELN--APEHVLETINFQTLTAFCNTFHILRPTKAPGFVYAWLELISHRIFIARMLAHT------PQQKGWPMYAQLLIDLFKYLAPFLRNVELTKPMQILYKGTLRVLLVLLHDFPEFLCDYHYGFCDVIPPNCI  2126
gi|119910031|ref|XP_613555.3| FQQLPYHRIFIMLLLELN--APEHVLETINFQTLTAFCNTFHILRPTKAPGFVYAWLELISHRIFIARMLAHT------PQQKGWPMYAQLLIDLFKYLAPFLRNVELTKPMQILYKGTLRVLLVLLHDFPEFLCDYHYGFCDVIPPNCI  2126
gi|118096204|ref|XP_414043.2| FQQLPYHRIFIMLLLELN--APEHVLETINFQTLTAFCNTFHILRPTKAPGFVYAWLELISHRIFIARMLAHT------PQQKGWPMYAQLLIDLFKYLAPFLRNVELTKPMQILYKGTLRVLLVLLHDFPEFLCDYHYGFCDVIPPNCI  2126
gi|121582322|ref|NP_001073420.1| FQQLPYHRIFIMLLLELN--APEHVLETINFQTLTAFCNTFHILRPTKAPGFVYAWLELISHRIFIARMLAHT------PQQKGWPMYAQLLIDLFKYLAPFLRNVELNKPMQILYKGTLRVLLVLLHDFPEFLCDYHYGFCDVIPPNCI  2124
gi|212645813|ref|NP_498516.2| FNAMPYHRILISLFNEITGPDPLKLLEPIAWSILEAFGQTFFALQPRRMPGFAFAWLDIVGHRNVIGRLLANTGIAETVDAVKTAATYTQLIISHLKFLAPFLRNIQLPKSIAILYKGTLRVLLVILHDFPELLCEFHYVICDTIPPNCV  2257
gi|42561615|ref|NP_171710.3| LNSKPYFRLFINWLLDLC--SLDPGTDGANFQVLTAFANAFHALQPLKIPAFSFAWLELVSHRSFMPKLLTVN-------GQKGWPYVQRLLVDLLQFLEPFLRNAELGGPVHFLYKGTLRVLLVLLHDFPEFLCDYHFTFCDVIPSSCI  2122
gi|115483368|ref|NP_001065354.1| FNPRPYFRLFINLLSELT--TSDLHHDSANFQVLTAFANAFHVLQPLRVPAWSFAWLELVSHRSFMPKLLLCN-------AQKGWPFFQRLLVDLFKFMEPYLRNAELGQPIHLLYKGTLRVLLVLLHDFPEFLCDYHFSFCDVIPPSCI  1446
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gi|161076460|ref|NP_001097242.1| QMRNIILSAFPRNMRLPDPFTPNLK-VDMLSDSSNAPKVLSSYIMNIQPANFKKDLDSYLKA-RAPVTFLSELRGHLQVT----SEPGTRYNMALMNALVMYVGTQAIALIRNKNFVPNTS---------NIAHSAHMDIFQNLAVDLDT  2379
gi|158299778|ref|XP_319808.4| QMRNLILSPYPRNMRLPDPFTPNLK-VDMLNDIGGSPRISINYASSIQPVSFKKDLDSYLKA-RAPVTFLSELRSNLQIS----NEVGSRYNIPLMNALVLYVGTQAIAHIRSKNLGPTMS---------TIIHSAHMDIFQNLAVDLDT  2077
gi|94383743|ref|XP_899766.2| QLRNLILSAFPRNMRLPDPFTPNLK-VDMLSEINIAPRILTNFTG-VMPPQFKKDLDSYLKT-RSPVTFLSDLRSNLQVS----NEPGNRYNLQLINALVLYVGTQAIAHIHNKGSTPSMS---------TITHSAHMDIFQNLAVDLDT  2259
gi|109507689|ref|XP_001060702.1| QLRNLILSAFPRNMRLPDPFTPNLK-VDMLSEINIAPRILTNFTG-VMPPQFKKDLDSYLKT-RSPVTFLSDLRSNLQVS----NEPGNRYNLQLINALVLYVGTQAIAHIHNKGSTPSMS---------TITHSAHMDIFQNLAVDLDT  2260
gi|42716275|ref|NP_057368.3| QLRNLILSAFPRNMRLPDPFTPNLK-VDMLSEINIAPRILTNFTG-VMPPQFKKDLDSYLKT-RSPVTFLSDLRSNLQVS----NEPGNRYNLQLINALVLYVGTQAIAHIHNKGSTPSMS---------TITHSAHMDIFQNLAVDLDT  2260
gi|114662880|ref|XP_511007.2| QLRNLILSAFPRNMRLPDPFTPNLK-VDMLSEINIAPRILTNFTG-VMPPQFKKDLDSYLKT-RSPVTFLSDLRSNLQVS----NEPGNRYNLQLINALVLYVGTQAIAHIHNKGSTPSMS---------TITHSAHMDIFQNLAVDLDT  2260
gi|119910031|ref|XP_613555.3| QLRNLILSAFPRNMRLPDPFTPNLK-VDMLSEINIAPRILTNFTG-VMPPQFKKDLDSYLKT-RSPVTFLSDLRSNLQVS----NEPGNRYNLQLINALVLYVGTQAIAHIHNKGSTPSMS---------TITHSAHMDIFQNLAVDLDT  2260
gi|118096204|ref|XP_414043.2| QLRNLILSAFPRNMRLPDPFTPNLK-VDMLSEINIAPRILTNFTG-VMPPQFKKDLDSYLKT-RSPVTFLSDLRSNLQVS----NEPGNRYNIQLINALVLYVGTQAIAHIHNKGSTPSMS---------TITHSAHMDIFQNLAVDLDT  2260
gi|121582322|ref|NP_001073420.1| QLRNLILSAFPRNMRLPDPFTPNLK-VDMLSEINIAPRILTNFTG-VMPSQFKKDLDSYLKT-RSPVTFLSELRSNLQVS----NEPGNRYNIQLINALVPYVGTQAIAHIHNKGSTPSMS---------TITHSAHMDIFQNLAVDLDT  2258
gi|212645813|ref|NP_498516.2| QLRNLILSAYPRQMRLPDPFALNFKQVDTIPEMAVEPKSNLNMAT-IIPDNIRIPLDEYLAN-RISVDFLPNLPTLLQTQ----NQAGTKYNTTVMNALVLYVGIRAIEHLHLRRQRISTL---------NIAHTSYMDIFQNLAIQLDT  2392
gi|42561615|ref|NP_171710.3| QMRNIILSSFPRNMRLPDPSTPNLK-IDLLPEIVEAPCILSEVDAALKAKQMKNDVDEYLTSRQQNSTFLSELKTKLLLSSSEASSAGTRYSVPLINSLVLYTGMQAIQQLQAGETQAQN--------------VVALQMFKYLSMELDT  2257
gi|115483368|ref|NP_001065354.1| QMRNVILSAFPRNMRLPDPSTPNLK-IDLLAEISIPPRIMSDVDGALKSKQMKTQVDEYLK--RPDGSFLTDLKQKLLLPQNEANIAGTRYNVPLVNSLVLYVGMQAVQQLQLNKMNASASAQQMNQSQLDVQIETATELFRNLVMNSDT  1593
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gi|161076460|ref|NP_001097242.1| EGRYLFLNAIANQLRYPNSHTHYFSCAVLHLFAEANSEAIQEQITRVLLERLIVNRPHPWGLLITFIELIKNPI---YKFWDHDFVH-----------------CAPEITKLFESVARSCLAKS--------------------------  2483
gi|158299778|ref|XP_319808.4| EGRYLFLNAIANQLRYPNSHTHYFSCCILYLFAEANSEAIQEQITRVLLERLIVNRPHPWGLLITFIELIKNPI---YKFWDHDFVH-----------------CAPEIERLFESVAKSCMVTS--------------------------  2181
gi|94383743|ref|XP_899766.2| EGRYLFLNAIANQLRYPNSHTHYFSCTMLYLFAEANTEAIQEQITRVLLERLIVNRPHPWGLLITFIELIKNPA---FKFWNHEFVH-----------------CAPEIEKLFQSVAQCCMGQK--------------------------  2363
gi|109507689|ref|XP_001060702.1| EGRYLFLNAIANQLRYPNSHTHYFSCTMLYLFAEANTEAIQEQITRVLLERLIVNRPHPWGLLITFIELIKNPA---FKFWNHEFVH-----------------CAPEIEKLFQSVAQCCMGQK--------------------------  2364
gi|42716275|ref|NP_057368.3| EGRYLFLNAIANQLRYPNSHTHYFSCTMLYLFAEANTEAIQEQITRVLLERLIVNRPHPWGLLITFIELIKNPA---FKFWNHEFVH-----------------CAPEIEKLFQSVAQCCMGQK--------------------------  2364
gi|114662880|ref|XP_511007.2| EGRYLFLNAIANQLRYPNSHTHYFSCTMLYLFAEANTEAIQEQITRVLLERLIVNRPHPWGLLITFIELIKNPA---FKFWNHEFVH-----------------CAPEIEKLFQSVAQCCMGQK--------------------------  2364
gi|119910031|ref|XP_613555.3| EGRYLFLNAIANQLRYPNSHTHYFSCTMLYLFAEANTEAIQEQITRVLLERLIVNRPHPWGLLITFIELIKNPA---FKFWNHEFVH-----------------CAPEIEKLFQSVAQCCMGQK--------------------------  2364
gi|118096204|ref|XP_414043.2| EGRYLFLNAIANQLRYPNSHTHYFSCTMLYLFAEANTEAIQEQITRVLLERLIVNRPHPWGLLITFIELIKNPA---FKFWNHEFVH-----------------CAPEIEKLFQSVAQCCMGQK--------------------------  2364
gi|121582322|ref|NP_001073420.1| EGRYLFLNAIANQLRYPNSHTHYFSCTMLYLFAEANAEAIQEQITRVLLERLIVNRPHPWGLLITFIELIKNPA---FKFWSHDFVH-----------------CAPEIEKLFQSVAQCCMGQK--------------------------  2362
gi|212645813|ref|NP_498516.2| EGRYLLFNGIANQLRYPNAHTHYFSCVFLYLFKNSTNDTIQEQITRILFERLVALRPHPWGLLITFIELIKNPT---YNFWRYEFTS-----------------CAPEIQRLFQNVANTCVPAQ--------------------------  2496
gi|42561615|ref|NP_171710.3| EGRYLFLNAIANQLRYPNNHTHYFSFIMLYLFFESDQEIIQEQITRVLLERLIVNRPHPWGLLITFIELIKNPR---YSFWKQAFI-----------------RCAPEIEKLFESVARSCG-----------------------------  2358
gi|115483368|ref|NP_001065354.1| EGRYLLLNAIANQLRYPNNHTHYFSFIILYLFSEANQEIVQEQITRVLLERLIVNRPHPWGLLITFIELIKGRRRRPSKWWRQRLTDGGGGDGGDSDGGDVGARCGAARRLRGGGAAALCDGAAAWRRRRGGGGGDVGARCGAARRLRGG  1743
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                                        :                        
gi|161076460|ref|NP_001097242.1| NVTQQLNMPVVDGEGQEVATIN---------  2505
gi|158299778|ref|XP_319808.4| KSQQQIQN--VEPDITECS------------  2198
gi|94383743|ref|XP_899766.2| QAQQVMEGTGAS-------------------  2375
gi|109507689|ref|XP_001060702.1| QAQQVMEGTGAS-------------------  2376
gi|42716275|ref|NP_057368.3| QAQQVMEGTGAS-------------------  2376
gi|114662880|ref|XP_511007.2| QAQQVMEGTGAS-------------------  2376
gi|119910031|ref|XP_613555.3| QAQQVMEGTGAS-------------------  2376
gi|118096204|ref|XP_414043.2| QAQQVMEGTGAS-------------------  2376
gi|121582322|ref|NP_001073420.1| QAQQVMEGTGAS-------------------  2374
gi|212645813|ref|NP_498516.2| GSQPQAQPDGAPGPLGNNTGAANQQQNPNTN  2527
gi|42561615|ref|NP_171710.3| GLKPVDEGMVSG----GWVSDNSH-------  2378
gi|115483368|ref|NP_001065354.1| GAAALCDGAVAWRRRRGGVEAAAWWRG----  1770
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