
                                                                                                                                                                                        
gi|221329623|ref|NP_001096860.2| MQWTAASCDQHDQHDPPAVNRNSIEQRTPANNCEVDPMDATGSTKHPHLPKQREADRPVSGSGGGSSSLTLSGAVTTSMEVTVSTTTTTTIIESSSSTNTTLEKNSPSPAGGSCSSGSGSLSPAYLQHHLQHHGSPLHHLQVHHHTAPPS   150
gi|158301435|ref|XP_321129.4| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|29243976|ref|NP_808274.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|109477888|ref|XP_233830.4| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|217416392|ref|NP_742066.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|114577175|ref|XP_525888.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|73970111|ref|XP_538474.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|118087949|ref|XP_419455.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|292620003|ref|XP_001921439.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|133900950|ref|NP_001041092.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|221329623|ref|NP_001096860.2| PLAAVRSAQMGSSVANGAGPAAACLAVCCSPGSSHHHLGHVGHLATGHPLPHQLPHQLPHPSLYPLMAAAQLGYAGSSGPSSLVNSPALGRRKRYTSNSSNCSSQFNNNYAGLDVDSLDDMLRKLTELEQRVIEAEERAEEAEDKVRAME   300
gi|158301435|ref|XP_321129.4| ------------------------------------------------------------------------------------------------------------------------------------------PLLSPHQVRAME    12
gi|29243976|ref|NP_808274.1| ---------------------------------------------------------------------------------------------------------------------MEEPSEPEGLIDWKERCVALEAQLMKFRVQASK    33
gi|109477888|ref|XP_233830.4| ---------------------------------------------------------------------------------------------------------------------MEESSXPERPIDWKERCVALEAQLMKFRVQASK    33
gi|217416392|ref|NP_742066.2| ---------------------------------------------------------------------------------------------------------------------MAELSEPEGPVDWKERCVALESQLMKFRVQASK    33
gi|114577175|ref|XP_525888.2| ---------------------------------------------------------------------------------------------------------------------MAELSEPEGPVDWKERCVALESQLMKFRVQASK    33
gi|73970111|ref|XP_538474.2| -------------------------------------------------------------------------------MLNGPLLPHLDVEDGICDRDISCAEVRGKSKLNDLRINMAELSETEGPVDWKERCVALESQLMKFRVQASK    71
gi|118087949|ref|XP_419455.2| ---------------------------------------------------------------------------------------------------------------------MADLSEPEGTVNWKERCLTLESQLMKFRLQASK    33
gi|292620003|ref|XP_001921439.2| ---------------------------------------------------------------------------------------------------------------------MAECDESTG-GAWKEKYMALEALLFKFRGQMSM    32
gi|133900950|ref|NP_001041092.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|221329623|ref|NP_001096860.2| QRLSEWPKPPPQQAQHPHSHSHPHQPIPSHPQEQQAKNHCSPSHQASGGATAGAAGSGLPPTQETEKTITSLEIQVEEQRQLRLHDARQIEAKAAKIKEWVNNKLRDLEEQNQLLREQNVKCNQQLELLKNHIANQSQRHSIVG---PVR   447
gi|158301435|ref|XP_321129.4| QRLCDWPKSPNLTGPSPSPSSNP----------AAAAAAAGAQQAIAAAVGAGPPGTEQPPKGTDPVKISQLESAIEEQKQLRLQDARQVGAKAAKIKEWVTNKLRELEEQNQLLREQNIKCNQQLELLRNHIATQSTRHSSVAPTQPVR   152
gi|29243976|ref|NP_808274.1| IRELLADKMQQLERQVIDAERQAEKAFQEVQVMEEKLKAANIQTSESETRLYKKCQDLESVMQEKDDIIQNLALRLEEQKQVRIQEAKIIEEKAAKIKEWVTVKLNELEVENQNLRFINQTQTEEIRAIQSKLQELQEKKISCVSSPKTS   183
gi|109477888|ref|XP_233830.4| IRELLADKMQQLERQVIDAERQAERAFQEVQVMEEKLKAANIQTSESETRLYKKCQDLESVMQEKDDLIQNLALRLEEQKQVRIKEAKTIEEKAAKIKEWVTVKLNELEVENQNLRFINQTQTEELRAIQSKLQELQEKKVSCVSSPKPS   183
gi|217416392|ref|NP_742066.2| IRELLAEKMQQLERQVIDAERQAEKAFQQVQVMEDKLKAANIQTSESETRLYNKCQDLESLIQEKDDVIQNLELQLEEQKQIRIQEAKIIEEKAAKIKEWVTVKLNELELENQNLRLINQNQTEEIRTMQSKLQEVQGKKSSTVSTLKLS   183
gi|114577175|ref|XP_525888.2| IRELLAEKMQQLERQVIDAERQAEKAFQQVQVMEDKLKAANIQTSESETRLYNKCQDLESLIQEKDDIIQNLELQLEEQKQIRIQEAKIIEEKAAKIKEWVTVKLNELELENQNLRLINQNQTEEIRTMQSKLQEVQGKKSSTVSTLKLS   183
gi|73970111|ref|XP_538474.2| IRELLAEKMQQLERQVIDAERQAEKAFQQVQVMEEKLKAANIQTSESETRLYKKCQDLETLIQEKDDIIQNLELQLEEQKQIRIQEAKIIEEKAAKIKEWVTLKLNELELENQNLRLINQNQTEEIRTIQSKLQEVQGKKSSSVSTPKLS   221
gi|118087949|ref|XP_419455.2| IRELLAEKMQQLERQVIDADRQAERAFQQVQVMEEKLKAANVQTSESENRLYKRCQDLETLIQDKNDIIQKLEQQLEEQKQIRLQEAKIIEEKAAKIKEWVTVKLHELEVENQNLRLINQKQIKEMRTVQSKLQEATGKK-SVTSTQKPG   182
gi|292620003|ref|XP_001921439.2| VRELTTEKMQQLEAQVLEAEQRAYEANQQVQWMEERLKASDIQSSDSDVRLFRRCQNLQSVLQEKDELIATLEKQLEEQKQNRIQDARTVEEKAAKIKEWVMRKLNAFETENTSLRDRHQQLEAEIQVLRRQLQAMDQCSDGTLQP-IVG   181
gi|133900950|ref|NP_001041092.2| -------------------------------------------------------------------------MSDSSASPLRSPEDEELLAKSSRIRLWVTKRMKELEDQNERLRAQNLRCTTQLQMLRSFTEKSRKIKAEMEMSRSIT    77
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gi|221329623|ref|NP_001096860.2| NSLSLDVQDFTGSGSNPEHRRRSESLDPQEIIGRPLTSS-------------YPHHQHRRNLSMEPQELERNLVAAVDG------LTLAPLSSISNKAPGGVPTESGVVTRPDSSDTDTAHDYAEIYTPSCEKLPAWMKNNPALMASGGN   578
gi|158301435|ref|XP_321129.4| TSLSLDVQDVKRRSG----RRRSESLDPPEHRSLHAGSSGSGSHHHPHHHHHHHHHHHRRNLSMEPQELARDLAAAVDG------LNLLPLSQQQPHQSHPAPPPPGMGASP-GSDVDAVHDYAEIYTPSREKAPAWLKG----LPSGGS   287
gi|29243976|ref|NP_808274.1| EGQRN--LTFGCFLSRAKSPPCVVRCEEVSKMASNEPEITEGRCVEEMEIAEKPADNQVQENSRSQRKLHETSCSSEQN---QKTRASFAMDGGTSQNSGVPVSDWSSDEDDGSKGRSKSRCTSTLSSHTSEEGGQCGRLGSEAYLTASD   328
gi|109477888|ref|XP_233830.4| EGQRLSSLTFGCFLSRAKSPPCAVRSEEASKMASSEPEFAEARCVEEMEIAEKPADNQVQENSRSQRKLLETSCGSEHN---RKTGASFVADGGTPEHSGLPVSDWSSDDDDGSKGRSKSRCTSTLSSHTSEEGGQCGRPGSEAYLTASD   330
gi|217416392|ref|NP_742066.2| EGQRLSSLTFGCFLSRARSPPQVVKSEEMSKISSKEPEFTEGKDMEEMEIPEKSVDNQVLENNRGQRTLHQTPCGSEQN---RKTRTSFATDGGISQNSGAPVSDWSSDEEDGSKGRSKSRCTSTLSSHTSEEGVQCSRMGSEMYLTASD   330
gi|114577175|ref|XP_525888.2| EGQRLSSLTFGCFLSRARSPPQVVKSEEMSKISSKEPEFTEGKDMEEMEIPEKSVDNQVLENNRGQRTLHQTPCGSEQN---RKTRTSFATDGGISQNSGAPVSDWSSDEEDGSKGRSKSRCTSTFSSHTSEEGVQCSRMGSEMYLTASD   330
gi|73970111|ref|XP_538474.2| EGQRLSSLTFGCFLSRARSPPQVVKSEEMSKISSKEPEFTEGKDIEEMEIPEKSGENQIQENNRGQRTLHQTPCVPEQN---QNTRTSFATDGGTSQNSGAPGSDWSSDEEDESKGRSKCRYTSTLSSHTSEEGVQCSRMGSEVYLTASD   368
gi|118087949|ref|XP_419455.2| ECQRLSGLTFGCFSNRARSPQPSPKFEEISKSSSKELDYAESKNTLEKDILETTSAGSAHESNKGQKSLQQSSSGSEQNKNVRTSRSSKDVDSDMSKNSCTTGSDWSSDEDGGDNKGLKSRCASTLSSHTSEENARYSRVGSEMYLTASD   332
gi|292620003|ref|XP_001921439.2| EPKRLSSLTFGCFQIRGKSPQVQTGPEPSQRSISTLQEDSGDK----------------QESPETQR---ISRCSKERS------ENEGEQESTGHKLSCGASSVLSSTASEGERSLFEGFCFS----HTT----------SEAYHTTSD   292
gi|133900950|ref|NP_001041092.2| G------------------------------------------------------------------------------------------TLPVLRDENRTSDDSGLTSDDADRKQMS-------------------------------   106
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gi|221329623|ref|NP_001096860.2| SSTTTTTTSELGVPRPPTPPLHRFP------------------------SWEAKIYQVANDGLAGAGTGTSTAESTASQEPDIQDGMGTNLSNGRRHGHGHGSGTGIGTGDGHGTLGSTPGTPLPPSRQQQTASGGFCDISVPVYATVKG   704
gi|158301435|ref|XP_321129.4| STTTSDSVADLGTPRPPTPPLHRFP------------------------SWEAKIYQVANDGLAGAGSNGAAGAGEEGESQDQESGSGMTASVG-------------GGGGGN--------------SRSQTVSGGYCDISVPVYATVKG   386
gi|29243976|ref|NP_808274.1| DSSSIFEEETFDGNRPEQKKLCSWQQKAPWKAQGN-LAKGRSQSG--VKEQDSSSDELNKKFHSQRLDYTSSSSEANTPSPILTPALTPRYPN---SLPGKGGAPLVPPPFQPPPKLRVPNVFSISVALTKRHLSQPQLCSDRMFGTNRN   472
gi|109477888|ref|XP_233830.4| DSSSIFEEETFDANRPQHKKLYSWQQKAPWKAPSN-LAKGSSQSE--VKQRDSSSDELNKKFQSQRLDYSSSSSEANTPSPILTPALTPKHPN---SLPGKG-TPLVPPPFLPPPKLRIPNVFSISVALTKRHLSQPQLCSDRMFGMNRN   473
gi|217416392|ref|NP_742066.2| DSSSIFEEETFGIKRPEHKKLYSWQQEAQWKALNSPLGKGNSELS--KKEQDSSSDELNKKFQSQRLDYSSSSSEANTPSPILTPALMPKHPN---SLSGKG-TQLVPSSHLPPPKLRIPNVFSISVALAKRHLSQPQLSSDRMFGTNRN   474
gi|114577175|ref|XP_525888.2| DSSSIFEEETFGIKRPEHKKLYSWQQEAQWKALNSPLGKGNSELS--KKEQDSSSDELNKKFQSQRLDYSSSSSEANTPSPILTPALMPKHPD---SLSGKG-TQLVPSSHLPPPKLRIPNVFGISVALAKRHLSQPQLSSDRMFGTNRN   474
gi|73970111|ref|XP_538474.2| DSSSIFEEETFGIKRLEHKKLYSWQQEAQWKAQNCPLIKGNSESS--KKEHDSSSDELNKKFQSQRLDYSSSSSEANTPSPILTPALTPKHPN---SLPGRG-TQLASSSYLPPPKLRIPNVFSISVALAKRHLSQPQLSSDRMFGTNRN   512
gi|118087949|ref|XP_419455.2| DSSSLFEEESLGVQRTQHKKLYSWQQGSQRKGQNNTGGRCNSDFTNMKKDLDSSSDELNKKFQSQRLDYSSSSSEANTPSPILTPALAHKHAIRATSADSQWTTPSDSPSNLPPPKLRTPNVFSINSSLAKKYLSQPQLSSDRMFGRNRN   482
gi|292620003|ref|XP_001921439.2| DSSSLFDDD---MQRLECSRLSISDTKSTLK-------KGNKVED----TEDGSSDELNKHFQSQYLDSSSSSSDTNTRSPILTPVLTPKRPT-----PSQD--SQDTPASPKQPRLRNPNAFEVSLALLKKHMSQPPVYSKAAHGRTRN   421
gi|133900950|ref|NP_001041092.2| ------------------------------------------------VSISECTPRVQRKAARTMLKNTSQGSSTSESSPCEDEAKPMPLPR-----------------------------------------------------RIHP   155
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gi|221329623|ref|NP_001096860.2| RASQIRSMP-FTGDSSDDSSDGED-HAVMLT-----HHSHNSSSTDNTETSTSGSASSPSKSLKTSSSLSPAKRSGSESPKNAKARVHIQSRTSTTPSSRINQHLQPSQHQHHTLSNQNHGHQLGAYTVTPSS---GQLSLPRYHANALQ   844
gi|158301435|ref|XP_321129.4| RASQIRSMP-FTGDSSDDSSDGEDGHGAMLTCATSTHNSHNSTSTDNTETSTSGSASSPSKSLKTSSSLSPAKRSGSESPKN-KGRGKQRHEFVVFYLLSYDIFLR-IMYTKHNIHYNISFIQTHTHTYINID---VLLLFFAFFIFSFT   530
gi|29243976|ref|NP_808274.1| AISMIRPLRPQETDLDVVDGDGAEAVNRMDTGCDDGLFSYDSQDPPPCADDQENSEAPEKAPCNKPPTPPLHRFPSWESRIYAVAKSGIRVSEAFNMEHANKNSADILSYSAASLYTSLIYKNMTTPVYTTLKGKATQISSSPFLDDSSG   622
gi|109477888|ref|XP_233830.4| AISMIRPLRPQETDLDMVDGDRAEAVDIMDTGCGD-LFSYDSQDPP-SAEDPENSEATKKASCSKPPTPPLHRFPSWESRIYAVAKSGIRVSEAFNMENANKNAASLLSHSVAGPYMSLIYKNVTTPVYTTLKGKATQISTSPFLDDSSG   621
gi|217416392|ref|NP_742066.2| AISMIRPLRPQETDLDLVDGDSTEVLENMDTSCDDGLFSYDSLDSP-NSDDQEHCDSAKKVAYSKPPTPPLHRFPSWESRIYAVAKSGIRMSEAFNMESVNKNSAATLSYTTSGLYTSLIYKNMTTPVYTTLKGKATQISSSPFLDDSSG   623
gi|114577175|ref|XP_525888.2| AISMIRPLRPQETDLDLVDGDSTEVLENMDMSCDDGLFSYDSLDSP-NSDDQENCDSAKKVACSKPPTPPLHRFPSWESRIYAVAKSGIRMSEAFNMESVNKNSVATLSYTTSGLYTSLIYKNMTTPVYTTLKGKATQISSSPFLDDSSG   623
gi|73970111|ref|XP_538474.2| AISMIRPLRPQETDLDLVDDDSTDILENMDTSCDDGLFSYDSLESP-CSDDQETCEVAKKPACSKPPTPPLHRFPSWESRIYAVAKSGIRMSEAFNMENVNKNSVALLSYTTSGLYTSLIYKNMTTPVYTTLKGKATQISSSPFLDDSSG   661
gi|118087949|ref|XP_419455.2| AISMIRPWRPQETDIDQVDGEDTAILEKMEIGCDEGVFTYDCTEAQ-DAEAQEPCDMTKKVASNKPPTPPLHRFPSWESRIYAVAKSGLRMSEAFTTESLNKSAASLTSYSISGLYTSLIYKNMTTPVYTTLKGKATQISNSPFIDESSG   631
gi|292620003|ref|XP_001921439.2| AISMLRSLEPQETDMNED--------QKMETGEKE-----HSDVLP---EEPQTPNTSAAIPGSKPPTPPLHRLPSWESRIYAVAKSGIRLSEISCTDVVNKDHCNASSCPSYMLYTSFIYSNNSTPVFTTHKGNVTLLSNSTCSEESSS   555
gi|133900950|ref|NP_001041092.2| TATERDSLNSYAEDYEYDIEESSFERHEEQVRNENEKYVDYVNLHEFVAIKDDKVVYSEIVKHRSTEKEYLPALPSHQPRQWENRLIQAAEKCLSVIDGADSEGTSTGPSVSPYHVSDVSRISSNNRTESPGSRKSSKLSRNSSPRVPSH   305
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gi|221329623|ref|NP_001096860.2| PGSLPSPLQHMRGTVISDLSFESGLS-----------------------DDYALPPDAVS--ESTCMDASMPSLLMRQSYVDSPSKKIESLEKMGHLAKLGG-KLKTWRKRWFVLKNGSLNYWKSQHDVQRKPQGQIQLDEVCRINRAE-   967
gi|158301435|ref|XP_321129.4| LLCFPLLLCLFP---ISELSFESGLS-----------------------DDYAIPPDAVSTVDTTCMDASMPSLLMRTSYADSPNKKMETLEKVGHLAKLGG-KLKTWRKRWFVLKNGTLTYWKSQHDVNRKPQGQIALDEACRINRAD-   652
gi|29243976|ref|NP_808274.1| SDEEDSSRSSSR-LSESDARSRSGPS------SPRAMKRGVSDSSAASESDYAIPPDAYP---IDAECSQPEQKLLKTCLASCDNGKNEPLEKSGYLLKMSV-RVKTWKRRWFVLKGGELLYYKSPSDVIRKPQGHIELSASCSILRGD-   760
gi|109477888|ref|XP_233830.4| SDEEDGSRASSRSQSESETRSRSGPN------SPRAMKRGVSDS---SEGDYAIPPDAYS---IDTECSQPEQKLLKTCSTSSDNGKSELLEKSGYLLKMSG-RLKTWRRRWFVLKGGELLYYRSPSDVIRKPQGHIELSASCSILRGD-   757
gi|217416392|ref|NP_742066.2| SEEEDSSRSSSR-TSESDSRSRSGPG------SPRAMKRGVSLSSVASESDYAIPPDAYS---TDTEYSQPEQKLPKTCSSSSDNGKNEPLEKSGYLLKMSG-KVKSWKRRWFVLKGGELLYYKSPSDVIRKPQGHIELSASCSILRGD-   761
gi|114577175|ref|XP_525888.2| SEEEDSSRSSSR-TSESDSRSRSGPG------SPRAMKRGVSLSSVASESDYAIPPDAYS---TDTEYSQPEQKLPKTCSSSSDNGKNEPLEKSGYLLKMSG-KVKSWKRRWFVLKGGELLYYKSPSDVIRKPQGHIELSASCSILRGD-   761
gi|73970111|ref|XP_538474.2| SEEEDSSRSSSR-TSESDTRSRSGPG------SPRAMKRGVSLSSVASESDYAIPPDAYS---TDTEYSQPEQKLPKTCSSSSDNGKNEPLEKSGYLLKMSG-KVKTWKRRWFVLKGGELLYYKSPSDVIRKPQGHIELSASCSILRGD-   799
gi|118087949|ref|XP_419455.2| SEEEESSRSSSR-TSESDSRCRSGPG------SPRAMKRGVSLSSVTSDCDYAIPPDAYS---VDTDYSEPEQKLPKTSSSSSDNGKNEPLEKSGYLLKMSG-KVKTWKRRWFVLKGGELLYYKSPSDVIRKPQGQIELNASSHIERGD-   769
gi|292620003|ref|XP_001921439.2| SEEEESSEEFQSNSGEDEKAQTSGSESHKSHRSSHSFKRAVSLSSMTSESDYAIPPDAYS---TDTECFEPESKQPKTCSSSGN-----------------------------ILN----------SDVIRKPLGQIELNACSTITRGD-   662
gi|133900950|ref|NP_001041092.2| HSYEDGAAYAIRDLCLG--------------------------------SDYYLPPDASS-----------RCSGGTPTSRTSLIPSRETMEKSGYWTQLTDSRIKSLKRRYVVFKNGQISFYRKHNNRDEEPASKISISDIRSVTKLEQ   412
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gi|221329623|ref|NP_001096860.2| --GASTFEIDTGKKVYYLTADSHATMDDWIRVLQNVQRRNATKLLLSRDD-QKPTVQGWVTKVKNGHPKKCWCVLLGKMFLYFKAPAETN---------------------------PLGQINMRDARVEEVEHVSDSDSEEREDAAQDQ  1087
gi|158301435|ref|XP_321129.4| --GASTFEIDTGKKVYYLTADSNATMDDWIRVLQNVQRRNATKLLLSRDD-QKPTVQGWVTKVKNGHAKKCWCVLLGKMFLYFKAPGETN---------------------------PLGQINMRDARVEEVEHVSDSDSEEREDPAQSQ   772
gi|29243976|ref|NP_808274.1| --NKQTVQLATEKHTYYLTADSPNILEEWIKVLQSVLRVQAANPLCLQPE-GKPAVKGLLTKVKHGYSKRVWCMLVGKVLYYFRNQED---------------------------KFPLGQLKLWEAKVEEVDRSCDSDEDYETRGCYLL   880
gi|109477888|ref|XP_233830.4| --NKQTVQLTTEKHTYYLTADSPNILEEWIKVFQNVLRVQAANPLCLQPE-GKPTVKGLLTKVKHGYSKRVWCTLVGKCLYYFRSQED---------------------------KFPLGQIKLWEAKVEEVDRSCDSDEDYETSGRCLL   877
gi|217416392|ref|NP_742066.2| --NKQTVQLTTEKHTYYLTADSPNILEEWIKVLQNVLRVQAANPLSLQPE-GKPTMKGLLTKVKHGYSKRVWCTLIGKTLYYFRSQED---------------------------KFPLGQIKLWEAKVEEVDRSCDSDEDYEASGRSLL   881
gi|114577175|ref|XP_525888.2| --NKQTVQLTTEKHTYYLTADSPNILEEWIKVLQNVLRVQAANPLSLQPE-GKPTMKGLLTKVKHGYSKRVWCTLIGKTLYYFRSQED---------------------------KFPLGQIKLWEAKVEEVDRSCDSDEDYEASGRSLL   881
gi|73970111|ref|XP_538474.2| --NKQTVQLTTEKHTYYLTADSPNILEEWIKVLQNVLRVQAANPLFLQPE-GKPTVKGLLTKVKHGYSKRVWCTLIGKTLYYFRSQED---------------------------KFPLGQIKLWEANVEEVDRSCDSDEDYEASGRSLL   919
gi|118087949|ref|XP_419455.2| --GKQTIQLTTEKRTYYLTADSPNILEEWIKVLQNVLKIQAASPLFIQPE-IKPTMKGLLTKVKHGYSKRVWCTLVGKTLYYFRNQED---------------------------KFPLGQIKLFEAKVEEVDRSCDSDEDYEASGRSLL   889
gi|292620003|ref|XP_001921439.2| --EKQMLQVVTGKSVCYLKADSPNLLEEWVRVLQSVQRIKAASPVFTQLD-MRPVIKGHLTMVKHGCSKHVWCALFGKTLYFFRNQEDKVFCLLQXKVILYDICTFMXLISNFPTQFPLGQIKMWEARVEEEHKSCDLAE---------L   800
gi|133900950|ref|NP_001041092.2| QGAAYAFQLITSTDKMNFMTESERTTHDWVTILSAAIKATTLREMASRVTPIDASISGWLTRVKCGLSKKVFAALVNQKLMFFKNSNDLVPNG--------------------FLCLQGAQISEKHNGTEEYSGSSDEQLETTKEHPNQR   542
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gi|221329623|ref|NP_001096860.2| ARLTVAIYPAHQG-PTYLILSGKPERDNWLYHLTVVSGGG-PSAGTQYEQLVQKLMETDGDPNCVLWRHPILLHTKDTITAPLSSMHTETMQPEAIKLFKSIQLFMSVAVNQPGIDYHVVLAQNALQHALDMPELQTEMICILIKQTSRH  1235
gi|158301435|ref|XP_321129.4| ARLTVAIYPQQQGGPTYLILPGKQERDNWLYHLTVVSGGG-PNAGTQYEQLIQKLMETDGDPNCVLWRHPILLHTKDNITSPLTSLHSETLQAEAIKLFKSCQLFLSVAVNQPGIDYHVVLAQNALQQCLDMPELQSELICALIKQTSRH   921
gi|29243976|ref|NP_808274.1| STHYTIIVHPKDQGPTYLLIGSKHEKEAWLYHLTVAAGSNNINVGSEFEQLVCKLLNIEGEPSSQIWRHPMLCHSKEGILSPLTTLPSEALQTEAIKLFKTCQLFINAAVDSPAIDYHISLAQSALQVCLTHPELQNEICCQLIKQTRRR  1030
gi|109477888|ref|XP_233830.4| STHYTIIVHPKDQGPTYLLIGSKHEKEAWLYHLTVAAGSNNVNVGSEFEQLVCKLLNIEGEPSSQIWRHPMLCHSKEGILCPLTSLPSEALQTEAIKLFKTCQLFINAVVDSPAIDYHISLAQSALQVCLTHPELQSEICCQLIKQTRRR  1027
gi|217416392|ref|NP_742066.2| STHYTIVIHPKDQGPTYLLIGSKHEKDTWLYHLTVAAGSNNVNVGSEFEQLVCKLLNIDGEPSSQIWRHPTLCHSKEGIISPLTTLPSEALQTEAIKLFKTCQLFINAAVDSPAIDYHISLAQSALQICLTHPELQNEICCQLIKQTRRR  1031
gi|114577175|ref|XP_525888.2| STHYTIVIHPKDQGPTYLLIGSKHEKDTWLYHLTVAAGSNNVNVGSEFEQLVCKLLNIDGEPSSQIWRHPTLCHSKEGIISPLTTLPSEALQTEAIKLFKTCQLFINAAVDSPAIDYHISLAQSALQICLTHPELQNEICCQLIKQTRRR  1031
gi|73970111|ref|XP_538474.2| STHYTIVIHPKDQGPTYLLIGSKHEKDTWLYHLTVAAGSNNVNVGSEFEQLVCKLLNIEGEPSSQIWRHPTLCHSKEGIISPLTTLPSEALQTEAIKLFKTCQLFINAAVDSPAIDYHISLAQSALQICLTHPELQNEICCQLIKQTRRR  1069
gi|118087949|ref|XP_419455.2| STHYTVVIHPKDQGPTYLLIGSKHEKDTWLYHLTVAAGSTSVNVGSEFEQLICKLLNVEGDTTSQIWRHPTLCHSKEGITCPLTTLPSEALQTEAIKLFKTCQLFINAAVDSPAIDYHVSLAQSALQICLTHPELQNEICCQLIKQTRRR  1039
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