
                                                                                                                                                                                        
gi|50311249|ref|XP_455649.1| -----------------------------------------------------------------------------------------------------MSDNDEINNGRRRRRRADDDEDEDDSLSTQPREGGANIPSSPQFED---    46
gi|45198696|ref|NP_985725.1| -----------------------------------------------------------------------------------------------------MASHNGMEGSHGRRRARDENDTEQRSSDSRS-QSYEHPPSSPQVGSGRG    48
gi|6319448|ref|NP_009530.1| -----------------------------------------------------------------------------------------------------MSDN------RRRRREEDDSDSENELPPSSPQQHFRG--GMNPVSS---    38
gi|39946004|ref|XP_362539.1| -------------------------------------------------------------------------------------------------------------MDSANRGLAAGSSNRKRARPD-DGTSSIAAASSP-MPSSP-    38
gi|32406108|ref|XP_323667.1| -----------------------------------------------------------------------------------------------------MSSPLRDNPSSANRG-AVPRATRKRARNDHDGASSLPRASSPVMPSSP-    47
gi|19112269|ref|NP_595477.1| ------------------------------------------------------------------------------------------------------------MDSFRKRGRRDSESLPFESENSSLGATPLSLPPSSPPPE---    39
gi|17137132|ref|NP_477121.1| -----------------------------------------------------------------------------------------------------------MDNPSSPPP---------NTPSDAAERRDLRAAMTSPVGD---    31
gi|158291683|ref|XP_313198.4| ----------------------------------------------------------------------------------------------------MCACTHLQDTPSSPAP---------NVPSDMD-RRNFRSGATSPVGD---    37
gi|33356547|ref|NP_004517.2| ----------------------------------------------------------------------------------------------------MAESSESFTMASSPAQ-RRRGNDPLTSSPGRSS-RRTDALTSSPGRD---    45
gi|114589012|ref|XP_001136645.1| ----------------------------------------------------------------------------------------------------MAESSESFTMASSPAQ-RRRGNDPLTSSPGRSS-RRTDALTSSPGRD---    45
gi|73984933|ref|XP_541736.2| MTSDKEQPDRDFEDENPKLKTRETSGRRVPPEVSRARGGHVSRFSRENWLLLERRREAWRWDGEPAGSTPLESARGR--ACPAPGRELRIPDPELWGRSALLESSESFIVASSPAQ-RRR-SDPLTSSPGRSS-RRMDALTSSPGRD---   142
gi|6678826|ref|NP_032590.1| ----------------------------------------------------------------------------------------------------MAESSESLSASS-PARQRRRISDPLTSSPGRSS-RRADALTSSPGRD---    45
gi|62647780|ref|XP_232168.3| ----------------------------------------------------------------------------------------------------MAESSESFSAASSPAPQRRRISDPLTSSPGRSS-RRADALTSSPGRD---    46
gi|194677427|ref|XP_869445.3| RLNGSRSVERGLGGASGRLGGASGRAGRASGGLGGASGRPAERQLEELGSRRREPRAAWAGPGGATPSARSPSAAGKNAVADVVTSCRVSRFPGEERGAEMAESSESFTLASSPGP-RRRANEPLTSSPGRSSSRRTDALTSSPGRD---   146
gi|57524951|ref|NP_001006139.1| ----------------------------------------------------------------------------------------------------MADSSE---------------SQAAVTSPVRSS-RRGDAFTSSPGRD---    31
gi|27545265|ref|NP_775364.1| ----------------------------------------------------------------------------------------------------MADSSESFN---------------MATSPTRGS--RRGDLTSSPGRD---    30
gi|71997752|ref|NP_001022416.1| ------------------------------------------------------------------------------------------------------------------------------MADRANNDDDVDRQPLPIADD---    21
gi|145336465|ref|NP_175112.2| ----------------------------------------------------------------------------------------------------MAGENSDNEPSSPASPSSAGFNTDQLPISTSQ-----NSENFSDE-----    40
gi|115485533|ref|NP_001067910.1| --------------------------------------------------------------------------------------------------------MDDSENNAPSTPGSPGFSTDRLPPNTTTSRGATDPSSYSDDDDDD-    45
gi|124808572|ref|XP_001348350.1| -------------------------------------------------------------------------------------------------------------------------MEDKKKLEEDLESNKYDIDEEDLLED---    26
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gi|50311249|ref|XP_455649.1| -------PLGSPDEIDFENPDNDGDEAVNVQEDLEDVEERMN-EVDLMGDDMYRDYASNTEHDTYERRGVDDQ-EQQELSLA---ERRRIDAQLNERDRLVHR------NTAYLDDDDGEGAGAHNLDAMGLPVQRRRRRRQYEEAD---   175
gi|45198696|ref|NP_985725.1| SRMGNNSPLGSPDEIDFENPDNDGDERIEFADDLDDAEERID-EVDLVGDDMYADYTANRNKDFYENEGVDDA-EHEELSLA---DRRRIDAQLNARDRMLHD------SQVFLDD-EMDADDKMQVDAMGMPVQRRRRRNQYDEADY--   184
gi|6319448|ref|NP_009530.1| -------PIGSPDMINPEGDDNEVDD----VPDIDEVEEQMN-EVDLMDDNMYEDYAADHNRDRYDPDQVDDR-EQQELSLS---ERRRIDAQLNERDRLLR-------NVAYIDDEDEEQEGAAQLDEMGLPVQRRRRRRQYEDLENSD   165
gi|39946004|ref|XP_362539.1| ------PAFHMAHGADDNDDDIEED--AEIQDDIDEIDEMAEDDVDLFRDGYERDYQQ-DENDRYEGIDIDDEGNYEGLDIA---ERRRLEAQLNRRDREVARRQ--RIPAAFLPGEDEDGD-------IDLTAQPRRRRHRYDEDMD--   165
gi|32406108|ref|XP_323667.1| ------PAFPVAHGADE-DDDIEEDVAAEIEDDIDDLDELAEDDVDLFREGFERDYRERDENDAYEGIDIDDD-EYEALDPA---ARRRLEAKLAQRDRQVR--M--GMGTTYLPGDDDDGD-------IDLTNLERRRRIRYNEDPD--   173
gi|19112269|ref|NP_595477.1| --------FSDEAAEALVEEDIEDLD----GEALDVEDEEGE---DLFGEGMERDYQQNLELDRYDIEELDDDNDLEELDIG---ARRAVDARLRRRDIELDAAAGRTKPAAFLQDEDDDLDSN-----LGTGFTRHRHR-IYDEYSP--   163
gi|17137132|ref|NP_477121.1| ----------------FEPFENEDEILGDQTVRDEAEEE---DGEELFGDNMENDYRPMPELDHYDPALLD-DEDDFSEMSQ--GDRFAAESEMRRRDRAAG--IHRDDRDLGFGQSDDEDDVG-----------PRAKRRAGEK-----   141
gi|158291683|ref|XP_313198.4| ----------------FEPFEDEAEILGDTTVRDEIYDEEEADGEELFGDNMEADYRPAPHLDRYDMDDLD-T-EEYSDISQ--ADRAAAEAEMRRRDRDAG--VHRDHRDLFYDKSDDEDDI------------PRAKRRAAEK-----   148
gi|33356547|ref|NP_004517.2| ----------------LPPFEDESEGLLGTEGPLEEEE----DGEELIGDGMERDYRAIPELDAYEAEGLALDDEDVEELTA--SQREAAERAMRQRDREAGRGLGRMRRGLLYDSDEEDEERP-----------A-RKRRQVER-----   156
gi|114589012|ref|XP_001136645.1| ----------------LPPFEDESEGLLGTEGPLEEEE----DGEELIGDGMERDYRAIPELDAYEAEGLALDDEDVEELTA--SQREAAERAMRQRDREAGRGLGRMRRGLLYDSDEEDEERP-----------A-RKRRQVER-----   156
gi|73984933|ref|XP_541736.2| ----------------LPPFEDESEGLLGTEGPLDEEEE---DGEELIGDGMERDYRAIPELDVYEAEGLALDDEDVEELTA--SQREAAERAMRQRDREAGRGLGRMRRGLLYDSDEEDEERP-----------S-RKRRQVER-----   254
gi|6678826|ref|NP_032590.1| ----------------LPPFEDESEGLLGTEGPMEEEE----DGEELIGDGMERDYRPIPELDVYEAEGLALDDEDVEELTA--SQREAAERTMRQRDREAGRGLGRMRRGLLYDSSEEDEERP-----------A-RKRRHVER-----   156
gi|62647780|ref|XP_232168.3| ----------------LPPFEDESEGLLGTEGPVEEEE----DGEELIGDGMERDYRPIPELDVYEAEGLALDDEDVEELTA--SQREAAERAMRQRDREAGRGLGRMRRGLLYDSDEEDEERP-----------A-RKRRHIER-----   157
gi|194677427|ref|XP_869445.3| ----------------LPPFEDESEGLLGTEGPLEEEE----DGEELIGDGMERDYRAIPELDVYEAEGLALDDEDVEELTA--SQREAAERVMRQRDREAGRGLGRMRRGLLYDSDDEEEERP-----------S-RKRRQVER-----   257
gi|57524951|ref|NP_001006139.1| ----------------LPPFEDESEGLLGTGGLPEDEE----EGEELIGEGMERDYRPIPELDVYEAEGLALDDEDVEELTA--SQREAAERVMRQRDRELEQGMGRMRRGLLYDSDDEDEDRP-----------L-RKRRLAER-----   142
gi|27545265|ref|NP_775364.1| ----------------LPPFEDESEGLLGDTLPDEEDD----DGEELIGDAMERDYRVVPELDRYEAEGLD-EDEDLSELSP--SARAEAEAAMRRRDREQGLGMGRIGRGLLYDSEDEDDKRP-----------TKRQRVLAER-----   141
gi|71997752|ref|NP_001022416.1| ----------------ADDDVDGIDEMFNNEDEDPEDE----EGENLFGDDMERDYREQPELDQYSESGMD-DASDVGSLSV--SARRAAEREMAQRD------QLLDDDALMYEDGDSEEVDT-----------RRRGRGRRGR-----   126
gi|145336465|ref|NP_175112.2| -----------------EEAAVDTQVIRDEPDEAEDEEEE--EGEDLFNDTFMNDYRKMDENDQYESNGIDDSVDDERDLGQAMLDRRAADADLDARENR---LANRKLPHLLHDNDSDD-WNY-----------RPSKRSRTTV-PPR-   154
gi|115485533|ref|NP_001067910.1| -------------VVGAEEAEVDPNVLPEDDGVVAAEEEE--DGEDLFNDNYLDDYRRMDEQDQYESVGLDDSIEDERNLDEIMADRRAAEAELDARDVRTGAAPDRKLPRMLHDQDTDEDMSF-----------RRPKRHRANFRPPRE   169
gi|124808572|ref|XP_001348350.1| ----------------EGRLNEEERQAELEGESLFEEDEGFIFGADDEKKEMQKLRNLGLDNDDYDDDFIDDELDYEDNLKA----RRAAERHMQMQRKQEGKYEKNKFWKTLEDQLEGDDEEEDIFDKVAEKVAKRRENLHLTAEETDI   156
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gi|50311249|ref|XP_455649.1| -------------------------------DDLLSDMDIDPLADELSLESLADVKAS-SYSEWITQPNVSRTIARELKSFLLEYTD----ESGKSVYGARIRTLGEMNSESLEVNYRHLVES--KAILALFLAKSPEEMLKIFDTVAME   287
gi|45198696|ref|NP_985725.1| -------------------------------DDLLSDMDVDPLMEELTLESLSDVKSS-SYSEWITQPNVARTIARELKSFLLEYTD----EYGKSVYGARIRTLGELNSESLEVNYRHLAES--KAILALFLARCPEEMLKIFDTVAME   296
gi|6319448|ref|NP_009530.1| -------------------------------DDLLSDMDIDPLREELTLESLSNVKAN-SYSEWITQPNVSRTIARELKSFLLEYTD----ETGRSVYGARIRTLGEMNSESLEVNYRHLAES--KAILALFLAKCPEEMLKIFDLVAME   277
gi|39946004|ref|XP_362539.1| -----------------------------------EDMDADIMAEELSLEALHDVKAA-SLTDWVSNPAVQRTIKREFKAFLTEYTD----EHGSSVYGNRIKTLGEVNAESLEVSYEHLAAT--KATLAYFLANAPTEILKLFDEVAMD   273
gi|32406108|ref|XP_323667.1| -----------------------------------VDMDGDIMDSELPLEALMDVKAA-TLSEWISVPAVQKTIRREFKAFLTEYTD----ESGSSVYGNRIRTLGEINAESLEVSYEHLATA--KAILAYFLANAPTEMLKLFDEVAME   281
gi|19112269|ref|NP_595477.1| ------------------------------------NVGALDESGELPLESIADVKAD-SIAEWVTLDPVRRTIAREFKNFLLEYTD----ENGTSVYGNRIRTLGEVNAESLMVNYAHLGES--KPILAYFLANAPAPIFRIFDRVALE   270
gi|17137132|ref|NP_477121.1| -------------------------------AAVG---EVEDTEMVESIENLEDTKGH-STKEWVSMLGPRTEIANRFQSFLRTFVD----ERGAYTYRDRIRRMCEQNMSSFVVSYTDLANK--EHVLAYFLPEAPFQMLEIFDKVAKD   250
gi|158291683|ref|XP_313198.4| -------------------------------AAEIGAETETDAEMVESIENLEDTKGH-SIKEWVSMLGPRTEISNRFNSFLRTFVD----DKGHYVYRERIRRMCEQNNSSFVVSFSDLAHN--QHVLAYFLPEAPFQMLDILDKVAKE   260
gi|33356547|ref|NP_004517.2| -------------------------------ATE---DGEEDEEMIESIENLEDLKGH-SVREWVSMAGPRLEIHHRFKNFLRTHVD----SHGHNVFKERISDMCKENRESLVVNYEDLAAR--EHVLAYFLPEAPAELLQIFDEAALE   265
gi|114589012|ref|XP_001136645.1| -------------------------------ATE---DGEEDEEMIESIENLEDLKGH-SVREWVSMAGPRLEIHHRFKNFLRTHVD----SHGHNVFKERISDMCKENRESLVVNYEDLAAR--EHVLAYFLPEAPAELLQIFDEAALE   265
gi|73984933|ref|XP_541736.2| -------------------------------ATE---DGEEDEDMIESIENLEDLKGH-SVREWVSMAGPRLEIHHRFKNFLRTHVD----GHGHNVFKERISDMCKENRESLVVNYEDLAAR--EHVLAYFLPEAPAELLQIFDEAALE   363
gi|6678826|ref|NP_032590.1| -------------------------------ATE---DGEEDEEMIESIENLEDLKGH-SVRERVSMAGPRLEIHHRFKNFLRTHVD----SHGHNVFKERISDMCKENRESLVVNYEDLAAR--EHVLAYFLPEAPAELLQIFDEAALE   265
gi|62647780|ref|XP_232168.3| -------------------------------ATE---DGEEDEEMIESIENLEDLKGH-SVREWVSMAGPRLEIHHRFKNFLRTHVD----SHGHNVFKERISDMCKENRESLVVNYEDLAAR--EHVLAYFLPEAPAELLQIFDEAALE   266
gi|194677427|ref|XP_869445.3| -------------------------------ATE---DGEE-EDMIESVENLEDLKGH-SVREWVSMAGPRLEIHHRFKNFLRTHVD----GRGHNVFKERISDMCKENRESLVVNYEDLAAR--EHVLAYFLPEAPAELLQIFDEAALE   365
gi|57524951|ref|NP_001006139.1| -------------------------------AADG--VEEEDEDMIESIENLEDMKGH-SVREWVSMAAPRLEIYHRFKNFLKTYVD----DHGHNVFKERISDMCKENRESLVVNYEDLAAQ--EHVLAYFLPEAPAEMLKIFDEAAKE   252
gi|27545265|ref|NP_775364.1| -------------------------------AAEGGAMEGEDEEMIESIENLGHEGPH-GARVGFYGRTTTGDLPP-LKNFLRTHVD----EHGHNVFKERISDMCKENKESLLVNYEDWLPR--ACVG-VFSTKAPAEMLKIFDEAAKE   251
gi|71997752|ref|NP_001022416.1| -------------------------------GDAADDDSVPMEEEDIPVDILENIRGR-TIRDHVSDEAVAKEIERRFKNFLRSFHEP---GNKQTKYIQMIKSMAADNRESLEVSFTDLSDDNGEQNISYFLPEAPNEMLAIMDRAATE   241
gi|145336465|ref|NP_175112.2| ----GNGGDPDGNPPSSPGVSQP------DISMTDQTDDYQDEDDNDDEAEFEMYRIQGTLREWVMRDEVRRFIAKKFKDFLLTYVKPK-NENGDIEYVRLINEMVSANKCSLEIDYKEFIHV--HPNIAIWLADAPQPVLEVMEEVSEK   291
gi|115485533|ref|NP_001067910.1| PRTPRSDDDGDGATPSSPGRSQRGMYSGGDVPMTDQTDDDPYEDEFDEEDEMNMYRVQGTLREWVTRDEVRRFIAKKFKEFLLTYVNPK-NEQGEFEYVRLINEMVLANKCSLEIDYKQFIYI--HPNIAIWLADAPQSVLEVMEEVAKN   316
gi|124808572|ref|XP_001348350.1| P---------------------------DLSNLESAKICLSVNPKDVVFDERYQQAADTCFRYFLHKFSLKDSMGLNIDESNTELHEEEHMNSSHQYYIDKIEKMILNDKHTLIVSAKHLIQFH-CENLVQWIEFKPEQILEVLHECLMV   278
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gi|50311249|ref|XP_455649.1| ATQLHYPDYTRIHSEIHVRISDFPSILNLRALRETHLNSLVRVSGVVTRRTGVFPQLKYVKFNCLKCGATLGP---YYQDSNEEIKISFCTNCRSKGPFRINMEKTLYRNYQRITIQESPGSVPAGRLPRHREVILLWDLVDIAKPGEEV   434
gi|45198696|ref|NP_985725.1| ATQLHYPEYTRIHSEIHVRISDFPTIHNLRELREANLNSLVRVTGVVTRRTGVFPQLKYVKFNCLKCGSILGP---YYQDSNEEIKISFCTNCRSKGPFRTNMEKTLYRNYQRLTLQESPGTVPAGRLPRHREVILLWDLVDVAKPGEEV   443
gi|6319448|ref|NP_009530.1| ATELHYPDYARIHSEIHVRISDFPTIYSLRELRESNLSSLVRVTGVVTRRTGVFPQLKYVKFNCLKCGSILGP---FFQDSNEEIRISFCTNCKSKGPFRVNGEKTVYRNYQRVTLQEAPGTVPPGRLPRHREVILLADLVDVSKPGEEV   424
gi|39946004|ref|XP_362539.1| VVLIHYPDYERIHSEIHVRIFDLPVHYTLRQLRQSHLNCLVRVSGVVTRRTGVFPQLKYVKVDCTKCGVTLGP---FQQESNVEVKVTYCQNCQSRGPFTLNSEKTVYRNYQKLTLQESPGTVPAGRLPRQRDVVLLWDLIDKAKPGEEI   420
gi|32406108|ref|XP_323667.1| VVLLHYPDYERIHAEIHVRIFDLPIHYTLRQLRQSHLNCLVRVSGVVTRRTGVFPQLKYVKFDCTKCGVTLGP---FQQESNVEVKISYCQSCQSRGPFTLNSEKTVYRNYQKLTLQESPGTVPAGRLPRHREVILLWDLIDKAKPGEEI   428
gi|19112269|ref|NP_595477.1| ATLLHYPDYERIHSDIHVRITNLPTCFTLRDLRQSHLNCLVRVSGVVTRRTGLFPQLKYIRFTCTKCGATLGP---FFQDSSVEVKISFCHNCSSRGPFVINSERTVYNNYQRITLQESPGTVPSGRLPRHREVILLADLVDVAKPGEEI   417
gi|17137132|ref|NP_477121.1| MVLSIFPTYERVTTEIHVRISELPLIEELRTFRKLHLNQLVRTLGVVTATTGVLPQLSVIKYDCVKCGYVLGP---FVQSQNTEIKPGSCPECQSTGPFSINMEQTLYRNYQKITLQESPGRIPAGRIPRSKDVILLADLCDQCKPGDEL   397
gi|158291683|ref|XP_313198.4| MVLSLYPTYERVTNEIHVRISDLPLVEELRTFRKLHLNQLVRTLGVVTATTGVLPQLSVIKYDCVKCGYVLGP---FVQSQNTEVKPGSCPECQSVGPFSINMEQTLYRNYQKITLQESPGRIPAGRIPRSKDCVLLADLCDQCKPGDEI   407
gi|33356547|ref|NP_004517.2| VVLAMYPKYDRITNHIHVRISHLPLVEELRSLRQLHLNQLIRTSGVVTSCTGVLPQLSMVKYNCNKCNFVLGP---FCQSQNQEVKPGSCPECQSAGPFEVNMEETIYQNYQRIRIQESPGKVAAGRLPRSKDAILLADLVDSCKPGDEI   412
gi|114589012|ref|XP_001136645.1| VVLAMYPKYDRITNHIHVRISHLPLVEELRSLRQLHLNQLIRTSGVVTSCTGVLPQLSMVKYNCNKCNFVLGP---FCQSQNQEVKPGSCPECQSAGPFEVNMEETIYQNYQRIRIQESPGKVAAGRLPRSKDAILLADLVDSCKPGDEI   412
gi|73984933|ref|XP_541736.2| VVLAMYPKYDRIASHIHVRISHLPLVEELRSLRQLHLNQLIRTSGVVTSCTGVLPQLSMVKYNCNKCSFVLGP---FCQSQNQEVKPGSCPECQSAGPFEVNMEETIYQNYQRIRIQESPGKVAAGRLPRSKDAILLADLVDSCKPGDEI   510
gi|6678826|ref|NP_032590.1| VVLAMYPKYDRITNHIHVRISHLPLVEELRSLRQLHLNQLIRTSGVVTSCTGVLPQLSMVKYNCSKCNFVLGP---FCQSQNQEVKPGSCPECQSAGPFEINMEETIYQNYQRIRIQESPGKVAAGRLPRSKDAILLADLVDSCKPGDEI   412
gi|62647780|ref|XP_232168.3| VVLAMYPKYDRITNHIHVRISHLPLVEELRSLRQLHLNQLIRTSGVVTSCTGVLPQLSMVKYNCSKCNFILGP---FCQSQNQEVKPGSCPECQSTGPFEINMEETIYQNYQRIRIQESPGKVAAGRLPRSKDAILLADLVDSCKPGDEI   413
gi|194677427|ref|XP_869445.3| VVLAMYPKYDRIASRIHVRISHLPLVEELRSLRQLHLNQLIRTSGVVTSCTGVLPQLSMVKYNCNKCGFVLGP---FCQSQNQEVKPGSCPECQSAGPFEVNMEE---------------------------------------------   467
gi|57524951|ref|NP_001006139.1| VVLAMYPKYDRIAQEIHVRISHLPLVEELRSLRQLHLNQLIRTSGVVTSCTGVLPQLSMVKYNCTKCSFILGP---FFQSQNQEVKPGSCPECQSLGPFEINMEETVYQNYQRIKIQESPGKVAAGRLPRSKDAILLADLVDSCKPGDEI   399
gi|27545265|ref|NP_775364.1| VVLAMYPKYDRIAHEIHVRIGNLP----LGSLRQL---QLIPTSGVVTNCTGVLPQLGMVKYNCNKCNFILGP---VFQSQNQEVKPGSCPECQSLGPFEINMEQTVYQNYQRITIQESPGKVAAGRLPRSKDAILLADLVDMCKPGDEI   391
gi|71997752|ref|NP_001022416.1| VVMNMYPFYSRVCNEIKVRISQLPVEEDIRMLRQVHLNMLIRTAGVVTIASGILPQLAVVKYDCVACGYLLGP---FVQQNDEEVRPTICPSCQGKGPFELNVENTVYHNYQRITMQESPNKVAAGRLPRSKDVILLGDLCDSCKPGDEI   388
gi|145336465|ref|NP_175112.2| VIFDLHPNYKNIHTKIYVRVTNLPVNDQIRNIRQIHLNTMIRIGGVVTRRSGVFPQLQQVKYDCNKCGAVLGP---FFQNSYSEVKVGSCSECQSKGPFTVNVEQTIYRNYQKLTIQESPGTVPAGRLPRHKEVILLNDLIDCARPGEEI   438
gi|115485533|ref|NP_001067910.1| VVFDLHKNYRNIHQKIYVRITNLPVYDQIRNIRQIHLNTMIRIGGVVTRRSGVFPQLQQVKFDCSKCGTVLGP---FFQNSYTEVKVGSCPECQSKGPFTINVEQTIYRNYQKLTLQESPGIVPAGRLPRYKEVILLNDLIDCARPGEEI   463
gi|124808572|ref|XP_001348350.1| EAYRISPKLYKGR-ICKVVLRDWPYSTQLRNLRCTELNTLIKVTGVCIKRGYVLPKLRVMYLKCNSCDTTLSEVPIYFADGKKPVLPRRCPHCQS-ATFSVDRIKTAYTDYQKITLQESPCSVPAGRAPRQREVVVTGDLVDKVKPGEEV   426
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gi|50311249|ref|XP_455649.1| EVTGIYKNTYDGNLNAKNGFPVFATVLEANSVKRREGGLHDGD--EHEGLDAFSWTEDEEREFRKMSRDRGIIDKIISSMAPSIYGHRDIKTAIACSLFGGVPK------------------------NINGKHSIRGDINILLLGDPGT   558
gi|45198696|ref|NP_985725.1| EVTGIYKNTYDGNLNARNGFPVFATVLEANSIKRREGGLHSGDDAGDEGLDVFGWTEEEEREFRKMSRDRGIIDKIISSIAPSIYGHRDIKTAVACSLFGGVPK------------------------NVNGKHSIRGDINVLLLGDPGT   569
gi|6319448|ref|NP_009530.1| EVTGIYKNNYDGNLNAKNGFPVFATIIEANSIKRREGNTANEG---EEGLDVFSWTEEEEREFRKISRDRGIIDKIISSMAPSIYGHRDIKTAVACSLFGGVPK------------------------NVNGKHSIRGDINVLLLGDPGT   547
gi|39946004|ref|XP_362539.1| EVTGTYRNNYDAQLNNRNGFPVFATILEANNIVKA-----------HDQLAGFRMTEEDEQEIRKLSKDPQIVDKIINSIAPSIYGHTDIKTAVALSLFGGVAK------------------------TAKGLHHVRGDINVLLLGDPGT   535
gi|32406108|ref|XP_323667.1| EVTGIYRNNYDAQLNNRNGFPVFATILEANNIVKS-----------HDQLAGFRMTEEDEHEIRRLSRDPHIVDKIINSVAPSIYGHTDIKTAVALSLFGGVAK------------------------QVG-AHHIRGDINVLLLGDPGT   542
gi|19112269|ref|NP_595477.1| DVTGIYRNNFDASLNTKNGFPVFATIIEANHISQLDGSGN-----TDDDFSLSRLTDDEEREIRALAKSPDIHNRIIASMAPSIYGHRSIKTAIAAALFGGVPK------------------------NINGKHKIRGDINVLLLGDPGT   538
gi|17137132|ref|NP_477121.1| EVTGIYTNNYDGSLNTDQGFPVFATVIIANHVVVKDS-----------KQVVQSLTDEDIATIQKLSKDPRIVERVVASMAPSIYGHDYIKRALALALFGGESK------------------------NPGEKHKVRGDINLLICGDPGT   512
gi|158291683|ref|XP_313198.4| EVTGIYTNNYDGSLNTEQGFPVFATVLIANHLVVKDS-----------KQVVASLTDEDISTIQRLSRDPRISDRITQSMAPSIYGHEYIKRGLALCLFGGESK------------------------NPGNKHKIRGDINILLCGDPGT   522
gi|33356547|ref|NP_004517.2| ELTGIYHNNYDGSLNTANGFPVFATVILANHVAKKDN-----------KVAVGELTDEDVKMITSLSKDQQIGEKIFASIAPSIYGHEDIKRGLALALFGGEPK------------------------NPGGKHKVRGDINVLLCGDPGT   527
gi|114589012|ref|XP_001136645.1| ELTGIYHNNYDGSLNTANGFPVFATVILANHVAKKDN-----------KVAVGELTDEDVKMITSLSKDQQIGEKIFASIAPSIYGHEDIKRGLALALFGGEPK------------------------NPGGKHKVRGDINVLLCGDPGT   527
gi|73984933|ref|XP_541736.2| ELTGIYHNNYDGSLNTANGFPVFATVILANHVAKKDN-----------KVAVGELTDEDVKMITSLSKDQQIGEKIFASIAPSIYGHEDIKRGLALALFGGEPK------------------------NPGGKHKVRGDINVLLCGDPGT   625
gi|6678826|ref|NP_032590.1| ELTGIYHNNYDGSLNTANGFPVFATIILANHVAKKDN-----------KVAVGELTDEDVKMITGLSKDQQIGEKIFASIAPSIYGHEDIKRGLALALFGGEPK------------------------NPGGKHKVRGDINVLLCGDPGT   527
gi|62647780|ref|XP_232168.3| ELTGIYHNNYDGSLNTTNGFPVFATIILANHVAKKDN-----------KVAVGELTDEDVKMITSLSKDQQIGEKIFASIAPSIYGHEDIKRGLALALFGGEPK------------------------NPGGKHKVRGDINVLLCGDPGT   528
gi|194677427|ref|XP_869445.3| ELTGIYHNNYDGALNTANGFPVFATVILANHVAKKDN-----------KVAVGELTDEDVKMITSLSKDQQIGEKIFASIAPSIYGHEDIKRGLALALFGGEPK------------------------NPGGKHKVRGDINVLLCGDPGT   582
gi|57524951|ref|NP_001006139.1| ELTGIYHNNYDGSLNTANGFPVFATVILANHIAKKDN-----------KLAVGELTDEDVKMLVALSKDEQIGEKIFASIAPSIYGHEDIKRGLALALFGGEPK------------------------NPGGKHKVRGDINVLLCGDPGT   514
gi|27545265|ref|NP_775364.1| ELTGIYHNNYDGSLNMANGFPVFATVILANHIARKDE-----------GVAVAELTDEDVKAIVALSKDERIGERIFASIGPFIYGHEDIKRGLALALFGGEAK------------------------NPGGKHKVRGDINVLLCGDPGT   506
gi|71997752|ref|NP_001022416.1| EVTGVYTNNFDGSLNYKQGFPVFNTLIHANHITNKD------------KMASDQLTDEDIKAIRELSQDPNISQRVFSSIAPSIYGHDDVKRAIALALFRGEAK------------------------NPGAKHRLRGDINVLLCGDPGT   502
gi|145336465|ref|NP_175112.2| EVTGIYTNNFDLSLNTKNGFPVFATVVEANYVTKKQD-----------LFSAYKLTQEDKTQIEELSKDPRIVERIIKSIAPSIYGHEDIKTALALAMFGGQEK------------------------NIKGKHRLRGDINVLLLGDPGT   553
gi|115485533|ref|NP_001067910.1| EVTGIYTNNFDLSLNTKNGFPVFATVVEANYVAKKQD-----------LFSAYKLTDEDKAEIEKLAKDPRIGERIVKSIAPSIYGHEDIKTAIALAMFGGQEK------------------------NVKGKHRLRGDINVLLLGDPGT   578
gi|124808572|ref|XP_001348350.1| EVLGIYKTKYDIGLNIKYGFPILQTEIEANNIERKED------------IQLSELTEDDIKDILKLSKDPNIRERIITSIAPAIWGHKDIKTSIAYALFGGVQKGGDKSFSKNNETNNFGVQNRDILNNFKGGHTIRGDINVLLLGDPGL   564
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gi|50311249|ref|XP_455649.1| AKSQILKYVEKTANRAVFATGQGASAVGLTASVRKDQITKEWTLEGGALVLADKGVCLIDEFDKMNDQDRTSIHEAMEQQSISISKAGIVTTLQARCSILAAANPIGGRYNSTLPLSQNVNLTEPILSRFDILCVVRDLVDEESDNRLAS   708
gi|45198696|ref|NP_985725.1| AKSQILKYVEKTAHRAVFATGQGASAVGLTASVRKDPITKEWTLEGGALVLADKGVCLIDEFDKMNDQDRTSIHEAMEQQSISISKAGIVTTLQARCSIIAAANPNGGRYNSTLPLSQNVDLTEPILSRFDILCVVRDLVDEESDERLAT   719
gi|6319448|ref|NP_009530.1| AKSQILKYVEKTAHRAVFATGQGASAVGLTASVRKDPITKEWTLEGGALVLADKGVCLIDEFDKMNDQDRTSIHEAMEQQSISISKAGIVTTLQARCSIIAAANPNGGRYNSTLPLAQNVSLTEPILSRFDILCVVRDLVDEEADERLAT   697
gi|39946004|ref|XP_362539.1| AKSQVLKYAEKTAHRAVFATGQGASAVGLTASVRRDPLTSEWTLEGGALVLADKGTCLIDEFDKMNDQDRTSIHEAMEQQTISISKAGIVTTLQARCGIIAAANPIGGRYNSTIPFSSNVELTEPILSRFDILCVVRDTVDPAEDERLAR   685
gi|32406108|ref|XP_323667.1| AKSQVLKYAEKTAHRAVFATGQGASAVGLTASVRRDPLTSEWTLEGGALVLADKGTCLIDEFDKMNDQDRTSIHEAMEQQTISISKAGIVTTLQARCGIIAAANPIGGRYNSTIPFSANVELTEPILSRFDILCVVRDTVEPEEDERLAR   692
gi|19112269|ref|NP_595477.1| AKSQFLKYVEKTAHRAVFATGQGASAVGLTASVRKDPITNEWTLEGGALVLADKGVCLIDEFDKMNDQDRTSIHEAMEQQSISISKAGIVTTLQARCTIIAAANPIGGRYNTTIPFNQNVELTEPILSRFDILQVVKDTVNPEIDEQLAN   688
gi|17137132|ref|NP_477121.1| AKSQFLKYTEKVAPRAVFTTGQGASAVGLTAYVRRNPVSREWTLEAGALVLADQGVCLIDEFDKMNDQDRTSIHEAMEQQSISISKAGIVTSLQARCTVIAAANPIGGRYDPSMTFSENVNLSEPILSRFDVLCVVKDEFDPMQDQQLAK   662
gi|158291683|ref|XP_313198.4| AKSQFLKYTEKIAPRAVFTTGQGASAVGLTAYVRRNPTTREWTLEAGALVLADMGVCLIDEFDKMNDQDRTSIHEAMEQQSISVSKAGIVTSLQARCAVIAAANPIGGRYDPSMTFSENVNLSEPILSRFDILCVVKDEFDPMQDKHLAE   672
gi|33356547|ref|NP_004517.2| AKSQFLKYIEKVSSRAIFTTGQGASAVGLTAYVQRHPVSREWTLEAGALVLADRGVCLIDEFDKMNDQDRTSIHEAMEQQSISISKAGIVTSLQARCTVIAAANPIGGRYDPSLTFSENVDLTEPIISRFDILCVVRDTVDPVQDEMLAR   677
gi|114589012|ref|XP_001136645.1| AKSQFLKYIEKVSSRAIFTTGQGASAVGLTAYVQRHPVSREWTLEAGALVLADRGVCLIDEFDKMNDQDRTSIHEAMEQQSISISKAGIVTSLQARCTVIAAANPIGGRYDPSLTFSENVDLTEPIISRFDILCVVRDTVDPVQDEMLAR   677
gi|73984933|ref|XP_541736.2| AKSQFLKYIEKVSSRAIFTTGQGASAVGLTAYVQRHPVSREWTLEAGALVLADRGVCLIDEFDKMNDQDRTSIHEAMEQQSISISKAGIVTSLQARCTIIAAANPIGGRYDPSLTFSDNVDLTEPIISRFDVLCVVRDTVDPVQDEMLAR   775
gi|6678826|ref|NP_032590.1| AKSQFLKYIEKVSSRAIFTTGQGASAVGLTAYVQRHPVSREWTLEAGALVLADRGVCLIDEFDKMNDQDRTSIHEAMEQQSISISKAGIVTSLQARCTVIAAANPIGGRYDPSLTFSENVDLTEPIISRFDVLCVVRDTVDPVQDEMLAR   677
gi|62647780|ref|XP_232168.3| AKSQFLKYIEKVSSRAIFTTGQGASAVGLTAYVQRHPVSREWTLEAGALVLADRGVCLIDEFDKMNDQDRTSIHEAMEQQSISISKAGIVTSLQARCTVIAAANPIGGRYDPSLTFSENVDLTEPIISRFDVLCVVRDTVDPVQDEMLAR   678
gi|194677427|ref|XP_869445.3| AKSQFLKYVEKVSSRAIFTTGQGASAVGLTAYVQRHPVSREWTLEAGALVLADRGVCLIDEFDKMNDQDRTSIHEAMEQQSISISKAGIVTSLQARCTVIAAANPIGGRYDPSLTFSENVDLTEPIISRFDVLCVVRDTVDPVQDEMLAR   732
gi|57524951|ref|NP_001006139.1| AKSQFLKYIEKVSSRAIFTTGQGASAVGLTAYVQRHPVSKEWTLEAGALVLADRGVCLIDEFDKMNDQDRTSIHEAMEQQSISISKAGIVTSLQARCTVIAAANPIGGRYDPSLTFLENVDLTEPIISRFDILCVVRDTVDPVQDEMLAR   664
gi|27545265|ref|NP_775364.1| AKSQFLKYVEKVASRAVFTTGQGASAVGLTAYVQRHPVSREWTLEAGALVLADRGVCLIDEFDKMNDQDRTSIHEAMEQQSISISKAGIVTSLQARCTVIAAANPIGGRYDPSLTFSENVDLTEPIISRFDVLCVVRDTVDPVQDEMLAR   656
gi|71997752|ref|NP_001022416.1| AKSQFLRYAAHIAPRSVLTTGQGASAVGLTAYVQRHPVTREWTLEAGAMVLADKGVCLIDEFDKMSDQDRTSIHEAMEQQSISISKAGIVTSLHARCTVIAASNPIGGRYNPTRTFAENVDLTEPILSRFDVLCVIRDSVDSVEDERLAK   652
gi|145336465|ref|NP_175112.2| AKSQFLKYVEKTGQRAVYTTGKGASAVGLTAAVHKDPVTREWTLEGGALVLADRGICLIDEFDKMNDQDRVSIHEAMEQQSISISKAGIVTSLQARCSVIAAANPVGGRYDSSKSFAQNVELTDPILSRFDILCVVKDVVDPVTDEMLAE   703
gi|115485533|ref|NP_001067910.1| AKSQFLKYVEKTGHRAVYTTGKGASAVGLTAAVHKDPVTREWTLEGGALVLADRGICLIDEFDKMNDQDRVSIHEAMEQQSISISKAGIVTSLQARCSVIAAANPIGGRYDSSKTFTQNVELTDPIISRFDVLCVVKDIVDPFTDEMLAR   728
gi|124808572|ref|XP_001348350.1| GKSQVLQYVHKTNLRTVYTTGKGASAVGLTAGVRKDHTTNEWTLEGGALVLADEGICIIDEFDKMTDKDRVSIHEAMEQQSISISKAGIVTTLRARCAVIAAANPIYGRYDPSLTFKENVDLSDPILSRFDLITVLRDIPNVDEDFYLAE   714
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gi|50311249|ref|XP_455649.1| FVVDSHIRSHPDKDLDDFDD---GNVPTENPNGEGDEETPLSAKQRRLQNLRKREEEISPISQHMLMKYIHYARTKVYPKLHQMD----MDKVSRVYADLRRESVTTGSFPITVRHLESILRIAEAFAKMRLSEFVSSWDLDRAIKVTVD   851
gi|45198696|ref|NP_985725.1| FVVDSHIRSHPESDIHQEPA---DEDMEEADAG----TAALSNRQKKLKRHRDKEGEISPIPQEVLMKYIHYARTKVNPKLHQMD----MGKVSKVYADLRRESITTGSFPITVRHLESILRIAESFAKMRLSEFVSSWDLDRAIKVTVD   858
gi|6319448|ref|NP_009530.1| FVVDSHVRSHPENDEDREGEELKNNGESAIEQGEDEINEQLNARQRRLQRQRKKEEEISPIPQELLMKYIHYARTKIYPKLHQMD----MDKVSRVYADLRRESISTGSFPITVRHLESILRIAESFAKMRLSEFVSSYDLDRAIKVVVD   843
gi|39946004|ref|XP_362539.1| FIVGSHSRSHPTTMAQSQTADG--SMEVEHD------SEQ-ADTQGS---ERKKEGEIP---QDLLRKYIKYARERCSPKLYHMD----EDKVARLFADMRRESLATGAYPITVRHLEAIIRISEAFCRMRLSEYCTAQDIDRAIAVTVD   816
gi|32406108|ref|XP_323667.1| FIVGSHSRSHPLMNNNTQDASGGDSMEVEHD------TQAAAETQQTGEHGRKKEGEIP---QELLRKYILYARERCQPKLYHMD----EDKVARLFADMRRESLATGAYPITVRHLEAIIRISEAFCRMRLSEYCSAQDIDRAIAVTVE   829
gi|19112269|ref|NP_595477.1| FVVSSHIRSHPAFDPN------------------------MDVLKKVPTETGIDAKPIP---QDLLRKYIHFAREKVFPRLQQMD----EEKISRLYSDMRRESLATGSYPITVRHLESAIRLSEAFAKMQLSEFVRPSHIDKAIQVIID   807
gi|17137132|ref|NP_477121.1| FVVHSHMKHHPSEEEQ--------PELEE-----------------------PQLKTVDEIPQDLLRQYIVYAKENIRPKLTNID----EDKIAKMYAQLRQESFATGSLPITVRHIESVIRMSEAHARMHLRENVMEADVSMAIRMMLE   777
gi|158291683|ref|XP_313198.4| FVVASHIKHHPSKE----------AEEPD-----------------------TQPEDTMQIPQDLLKKYIVYAKENVHPKLSNMD----QDKIANMYSQLRQESLSTGSLPITVRHIESVIRMSEAHARMHLRDTVQDVDVNMAIRMMLE   785
gi|33356547|ref|NP_004517.2| FVVGSHVRHHPSNKEEEGLANGSAAEPAM-----------------------PNTYGVEPLPQEVLKKYIIYAKERVHPKLNQMD----QDKVAKMYSDLRKESMATGSIPITVRHIESMIRMAEAHARIHLRDYVIEDDVNMAIRVMLE   800
gi|114589012|ref|XP_001136645.1| FVVGSHVRHHPSNKEEEGLANGSAAEPAM-----------------------PNTYGVEPLPQEVLKKYIIYAKERVHPKLNQMD----QDKVAKMYSDLRKESMATGSIPITVRHIESMIRMAEAHARIHLRDYVIEDDVNMAIRVMLE   800
gi|73984933|ref|XP_541736.2| FVVGSHIRHHPSNKEE-GLGSSGTQEPAM-----------------------PNTYGVEPLPQEVLKKYIIYAKEKVHPKLNQMD----QDKVAKMYSDLRKESMATGSIPITVRHIESMIRMAEAHARIHLRDYVIEDDVSMAIRVMLE   897
gi|6678826|ref|NP_032590.1| FVVGSHVRHHPSNKKDEGLTNGGTLEPAM-----------------------PNTYGVEPLPQEVLKKYIIYAKERVRPKLNQMD----QDKVARMYSDLRKESMATGSIPITVRHIESMIRMAEAHARMHLRDYVMEDDVNMAIRVMME   800
gi|62647780|ref|XP_232168.3| FVVGSHVRHHPSNKKDEGLTNGGTTEPAM-----------------------PNTYGVEPLPQEVLKKYIIYAKERVRPKLNQMD----QDKVARMYSDLRKESMATGSIPITVRHIESMIRMAEAHARMHLRDYVMEDDVNMAIRVMLE   801
gi|194677427|ref|XP_869445.3| FVVGSHVRHHPSNKED--GGSGGAPEPAM-----------------------PNTYGVEPLPQEVLRKYIIYAKEKVHPKLNQMD----QDKVAKMYSDLRKESMATGSIPITVRHIESMIRMAEAHARMHLRDYVMEDDVNMAIRVMLE   853
gi|57524951|ref|NP_001006139.1| FVVNSHVKHHPGSKEA---VNGDADEVIL-----------------------PNTYGVEPLPQEILRKYIVYAKEKVHPKLNQMD----QDKVARMYTDLRKESMATGSIPITVRHIESMIRMAEAHARMHLRDYVVEDDVNMAIRVMLE   784
gi|27545265|ref|NP_775364.1| FVVGSHIKHHPSNKEG---GVAGLEEVVL-----------------------PNTFDVPPIPQELLRKYIIYAKERVRPKLNQMD----QDKVARIYSDLRKESMATGSIPITVRHIESMIRMAEAHARMHLRDYVLEDDVNMAIRVMLE   776
gi|71997752|ref|NP_001022416.1| FVVGNHRTHHPDAKKIVK-EGDELEEDQM-----------------------DERTGVRLIPQDLLRKYIIYAREKCHPTLPEQH----SEKFSNIFAQMRKESMATGSVAITVRHVESMIRLSEAHAKLHLRSYVNDEDCAAAIRVMLE   774
gi|145336465|ref|NP_175112.2| FVVNSHFKSQPKGGKMED---SDPEDGIQGS---------------------SGSTDPEVLPQNLLKKYLTYSKLYVFPKLGELD----AKKLETVYANLRRESMNGQGVSIATRHLESMIRMSEAHARMHLRQYVTEEDVNMAIRVLLD   825
gi|115485533|ref|NP_001067910.1| FVVDSHARSQPKGANLEDRVPTDVEDDPLAA---------------------ARQADPDILSQDMLKKYITYAKLNVFPKIHDAD----LDKISHVYAELRRESSHGQGVPIAVRHIESIIRMSEAHARMHLRSYVSQEDVDMAIRVLLD   853
gi|124808572|ref|XP_001348350.1| YVVTNHQLSHPKLENTQNYQKRIENLKNVIVS----------------------SSAYEPIPQDLLQKYIIYARTNCKPSLSDVPYAEISAKLSNFYSRVRQKASASGGYPLTLRHIESIIRIAEANAKMRLSHQIYSKDVDYAIATLLE   842
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gi|50311249|ref|XP_455649.1| SFVGAQKISVRRQLQR-SFAVYTMGTM-------------------------------------------------------------------------------------------------------   877
gi|45198696|ref|NP_985725.1| SFVGAQKISVRRQLQR-SFAIYTMSRGD------------------------------------------------------------------------------------------------------   885
gi|6319448|ref|NP_009530.1| SFVDAQKVSVRRQLRR-SFAIYTLGH--------------------------------------------------------------------------------------------------------   868
gi|39946004|ref|XP_362539.1| SFVGSQKVSCKKALAR-AFAKYTLARPGAGAGRRLAGT--GRGGRASAAASA------------------------------------------------------------------------------   865
gi|32406108|ref|XP_323667.1| SFVGSQKVSCKKALAR-AFAKYTLNRPGTGNNGSGSGTSQGRRGGARRGVSAAA----------------------------------------------------------------------------   882
gi|19112269|ref|NP_595477.1| SFVNAQKMSVKRSLSR-TFAKYLI----------------------------------------------------------------------------------------------------------   830
gi|17137132|ref|NP_477121.1| SFIEAQKFSVMKKMRS-TFQKYLSFQKDHSELLFFILRQLTLDQLAYIRCKDG-----------PGATHVEIMERDLIERAKQLDIVNLKPFYESDLFRTNGFSYDPKRRIILQIVVDGNTA--------   887
gi|158291683|ref|XP_313198.4| SFIEAQKFSVMKKMRA-TFQKYLSFQRDHSELLFFILRQLTLDQLAYQRCKEAGRRGKQAEGDRPRTTVVEVMERDLSERAKAIDIFNLKPFLESELFRQNGFTYDAKRKVIVQVVPEAAEP--------   906
gi|33356547|ref|NP_004517.2| SFIDTQKFSVMRSMRK-TFARYLSFRRDNNELLLFILKQLVAEQVTYQRNRFG-----------AQQDTIEVPEKDLVDKARQINIHNLSAFYDSELFRMNKFSHDLKRKMILQQF--------------   904
gi|114589012|ref|XP_001136645.1| SFIDTQKFSVMRSMRKGTFARYLSFRRDNNELLLFILKQLVAEQVTYQRNRFG-----------AQQDTIEVPEKDLVDKARQINIHNLSAFYDSELFRMNKFSHDLKRKMILQQF--------------   905
gi|73984933|ref|XP_541736.2| SFIDTQKFSVMRSMRK-TFARYLSFRRDNNELLLFILKQLVAEQVTYQRNRFG-----------AQQDTIEVPEKDLVDKARQINIHNLSAFYDSELFRMNRFSHDLKRKMILQQF--------------  1001
gi|6678826|ref|NP_032590.1| SFIDTQKFSVMRSMRK-TFARYLSFRRDNNDLLLFILKQLVAEQVTYQRNRFG-----------AQQDTIEIPEKDLMDKARQINIHNLSAFYDSDLFKFNKFSRDLKRKLILQQF--------------   904
gi|62647780|ref|XP_232168.3| SFIDTQKFSVMRSMRK-TFARYLSFRRDNNDLLLFILKQLVAEQVTYQRNRFG-----------AQQDTIEIPEKDLMDKARQINIHNLSAFYDSDLFKINKFSRDLKRKLILQQF--------------   905
gi|194677427|ref|XP_869445.3| SFVDTQKFSVMRGMRK-TFARYLSFGRDNNELLLFILKQLVAEQVTYQRNRFG-----------AQQDTIEVPEKDLVDKARQINIHNLSAFYDSELFRMHKFTHDLKRKVILQQF--------------   957
gi|57524951|ref|NP_001006139.1| SFIDTQKFSVMRSMRK-TFSRYLSFKRDNNELLLFILKQLVAEQVMYQRNRYG-----------AQQDTIEVPEKDLVDKARQINIHNLSAFYDSEVFKMNRFSRDVKRKLIVQQF--------------   888
gi|27545265|ref|NP_775364.1| SFIDTQKFSVMRSMRK-TFARYLAFRRDNNELLLFILKQLVSEQVSYQRNRYG-----------AQQDTIEIAEKDLVDKARQINIHSLSAFYDSDLFRSNKFSHDVKKKLIVQQF--------------   880
gi|71997752|ref|NP_001022416.1| SFVNTQKASIMRMMKK-TFSRHLTENRSANELLLFILKQLIRQQMHYATARAAAG---------TILQSVTIPESEFIEKAQQLRIENVKPFYTSEIFASNNFLYDPSKKTIVQEIF-------------   881
gi|145336465|ref|NP_175112.2| SFISTQKFGVQRTLRE-SFKRYITYKKDFNSLLLVLLKELVKNALKFEEIISGSN---------SGLPTIEVKIEELQTKAKEYDIADLRPFFSSTDFSKAHFELDHGRGMIKCPKRLITW---------   936
gi|115485533|ref|NP_001067910.1| SFISTQKFGVQKALQK-NFRKYMTYKKDYNELLLLLLRTLVKDVLHFEEIVSGPT---------TRLTHIEVKVEDLKNKAQEYEIYDLRPFFSSAHFRDNNFVLDEGRGIIRHPLAA------------   961
gi|124808572|ref|XP_001348350.1| SYVSCQRFAVAKQLSK-EFARYRALFRGGYEVLRELLRRTVQQMIQRQNLKNASAKDFQNDSESGTESEAEILNPNNVFLPLHIFMKTAMQNKFSEYQVVNWMKSKVFNEHYAVIKRDGVEGIISKKFKV   971
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