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gi|45550489|ref|NP_611651.3| --MTMPNGLDDQEKLLAEAIGLARKQAFQMNHFLDK-ERMLDSLKCASTMLGELRTSVLSPKSYYELYMAVTNELCHLELYLSEKID-KKT---DLYELVQYSHTIVPRLYLLITVGIVYIKNDPTLKRSILKDLVEMCRGVQHPLRGLF   143
gi|158285212|ref|XP_308188.4| MPQTPINSVDEQDKLLTEAMTVVRAQSFQMKRFLDK-DRLMEAMRCASTMLGELRTSLLSPKSYYELYMAITDELRHFEHYLLDEFQ-KGRKVPDLYEHVQYAGNIVPRLYLLITVGLVYIKTNSALKRSILKDLVEMCRGVQHPLRGLF   148
gi|17999541|ref|NP_060676.2| MPTTQQSPQDEQEKLLDEAIQAVKVQSFQMKRCLDK-NKLMDALKHASNMLGELRTSMLSPKSYYELYMAISDELHYLEVYLTDEFA-KGRKVADLYELVQYAGNIIPRLYLLITVGVVYVKSFPQSRKDILKDLVEMCRGVQHPLRGLF   148
gi|73976907|ref|XP_532570.2| --------------------------------------------------------------------MAISDELHYLEVYLTDEFA-KGRKVADLYELVQYAGNIIPRLYLLITVGVVYVKSFPQSRKDILKDLVEMCRGVQHPLRGLF    81
gi|114662311|ref|XP_001161439.1| MPTTQQSPQDEQEKLLDEAIQAVKVQSFQMKRCLDK-NKLMDALKHASNMLGELRTSMLSPKSYYELYMAISDELHYLEVYLTDEFA-KGRKVADLYELVQYAGNIIPRLYLLITVGVVYVKSFPQSRKDILKDLVEMCRGVQHPLRGLF   148
gi|114053129|ref|NP_001039723.1| MPTTQQSPQDEQEKLLDEAIQAVKVQSFQMKRCLDK-NKLMDALKHASNMLGELRTSMLSPKSYYELYMAISDELHYLEVYLTDEFA-KGRKVADLYELVQYAGNIIPRLYLLITVGVVYVKSFPQSRKDILKDLVEMCRGVQHPLRGLF   148
gi|109507853|ref|XP_214646.3| MPTTQQSPQDEQEKLLDEAIQAVKVQSFQMKRCLDK-NKLMDALKHASNMLGELRTSMLSPKSYYELYMAISDELHYLEVYLTDEFA-KGRKVADLYELVQYAGNIIPRLYLLITVGVVYVKSFPQSRKDILKDLVEMCRGVQHPLRGLF   148
gi|13928670|ref|NP_075373.1| MPTTQQSPQDEQEKLLDEAIQAVKVQSFQMKRCLDK-NKLMDALKHASNMLGELRTSMLSPKSYYELYMAISDELHYLEVYLTDEFA-KGRKVADLYELVQYAGNIIPRLYLLITVGVVYVKSFPQSRKDILKDLVEMCRGVQHPLRGLF   148
gi|57524880|ref|NP_001005842.1| MPTTQQSPQDEQEKLLDEAIQAVKVQSFQMKRCLDK-NKLMDALKHASNKLGELRTSMLSPKSYYELYMAISDELHYLEVYLTDEFA-KGRKVADLYELVQYAGNIIPRLYLLITVGVVYVKSFPQSRKDILKDLVEMCRGVQHPLRGLF   148
gi|70887665|ref|NP_001020688.1| MPTTQQSPQDEQEKLLDEAVQAVKVQSFQMKRCLDK-NKLMDALKHASNMLGELRTSMLSPKSYYELYMAISDELHYLEVYLTDEFA-KGRKVADLYELVQYAGNIIPRL----------------------------------------   108
gi|115533921|ref|NP_495180.2| -MYENSGNTTDQEKFLDQSIRVVKAESFEMKRCLDK-GKTMDALKHALQMLNEMRTAELSPKFYYRLYMDSMHELQCLEVNLVQEYAQEPAKLGNLYECVQYASAIIPRLYLLVTIGGVFIKCGLGSRKEILKDLVEMCRGVQHPLRGLF   148
gi|145337595|ref|NP_177713.3| --MRTLAGVEDEDKWLAEGIAGIQHNAFFMHRALDA-NNLREVLKYSALMLSELRTSKLSPQKYYDLYMRAFDQLRQLEIFFKDESRHG-LPVVDLYELVQHAGNILPRMYLLCTVGSVYIKSKQAPSKDVLKDLVEMCRGVQHPIRGLF   146
gi|115455985|ref|NP_001051593.1| --MLPDGGADDEERWLAEGIAGVQQNAFYMHRALDS-NNLKDALKYSAQMLSELRTSRLSPHKYYDLYMRAFDEMRKLEMFFREETRRGSCSVVDLYELVQHAGNVLPRLYLLCTVGSVYIKSKEAPAKDVLKDLVEMCRGIQHPLRGLF   147
gi|145602221|ref|XP_359688.2| --------------MLLGSYILKLTAYLLCDR--------------SSTLVSELRTSSLGPKQYYELYMSVFDALRYLSVHLRENHQ--VNHLADLYELVQYAGNIIPRLYLMITVGTAYMAIDAAPVKELMKDMMDMSRGVQHPIRGLF   120
gi|32411317|ref|XP_326139.1| --MSTPAPPEDQARLLEDALIAVRQQSTLMRKCLDTPGKLMDALKCCSTLVSELRTSSLGPKQYYELYMAVFDALRYLSVHLRENHP--VNHLADLYELVQYAGNIIPRLYLMITVGTAYMSIDGAPVKELMKDMMDMSRGVQHPVRGLF   146
gi|50303835|ref|XP_451864.1| --------MSAYSDNMEQAISHIKQQTILMQRSLTQ-KKLMDALKHCSDMLKELRNPDLSPKLYYELYIIIFDSLSILSQYLVENHP-TRHHLADLYELVQYTGNILPRLYLMLTVGVSFMQTKDCPAEEVLKDMIEMCRGVQHPIRGLF   140
gi|45190500|ref|NP_984754.1| ---------MSYAESVEQATGVIKQQTVLIQRHLAQ-RKLLDALKHISIMLTELRNPSLTPKQYYELYILVYDALSVLSQYLVENHP-KRHHLADLYELVQYAGNILPRLYLMITVGTAFLQIKDSPREEILKDMIEMCKGVQNPVRGLF   139
gi|6322307|ref|NP_012381.1| ---------MAYADSPENAIAVIKQRTALMNRCLSQ-HKLMESLQHTSIMLTELRNPNLSPKKYYELYVIIFDSLTNLSTYLIENHP-QNHHLADLYELVQYTGNVVPRLYLMITVGTSYLTFNEAPKKEILKDMIEMCRGVQNPIRGLF   139
gi|19075760|ref|NP_588260.1| -----------------------------------------------------MRNSALTPKQYYELYMFNMESLRLLGGTLLETHLNGTHNLMDLYELVQYAGSIVPRLYLMITVGSAYLETPNALVREIMNDLLDMCRGVQHPLRGLF    97
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gi|45550489|ref|NP_611651.3| LRNYLLQCTRNILPDVMVE------E-----------NEHEGNVYDAIDFVLTNFAEMNKLWVRMQHQGHSSEKTRREKEREELKILVGTNLVRLSQLESATLEIYQRLILPGILEQVVSCRDAIAQEYLMECIIQVFPDEFHLKTLDPF   276
gi|158285212|ref|XP_308188.4| LRNYLLQCTRNILPDTMHVGAS---G-----------DENEGTVIDAIDFVLTNFAEMNKLWVRIQHQGHSSERARREKEREELKILVGTNLVRLSQLESATLDIYQRLILPGILEQVVSCRDAIAQEYLMECIIQVFPDEFHLQTLDPF   284
gi|17999541|ref|NP_060676.2| LRNYLLQCTRNILPDEGEPTD----------------EETTGDISDSMDFVLLNFAEMNKLWVRMQHQGHSRDREKRERERQELRILVGTNLVRLSQLEGVNVERYKQIVLTGILEQVVNCRDALAQEYLMECIIQVFPDEFHLQTLNPF   282
gi|73976907|ref|XP_532570.2| LRNYLLQCTRNILPDEGEPTD----------------EETTGDISDSMDFVLLNFAEMNKLWVRMQHQGHSRDREKRERERQELRILVGTNLVRLSQLEGVNVERYKQIVLTGILEQVVNCRDALAQEYLMECIIQVFPDEFHLQTLNPF   215
gi|114662311|ref|XP_001161439.1| LRNYLLQCTRNILPDEGEPTD----------------EETTGDISDSMDFVLLNFAEMNKLWVRMQHQGHSRDREKRERERQELRILVGTNLVRLSQLEGVNVERYKQIVLTGILEQVVNCRDALAQEYLMECIIQVFPDEFHLQTLNPF   282
gi|114053129|ref|NP_001039723.1| LRNYLLQCTRNILPDEGEPTD----------------EETTGDISDSMDFVLLNFAEMNKLWVRMQHQGHSRDREKRERERQELRILVGTNLVRLSQLEGVNVERYKQIVLTGILEQVVNCRDALAQEYLMECIIQVFPDEFHLQTLNPF   282
gi|109507853|ref|XP_214646.3| LRNYLLQCTRNILPDEGEPTEXVILV-----------EETTGDISDSMDFVLLNFAEMNKLWVRMQHQGHSRDREKRERERQELRILVGTNLVRLSQLEGVNVERYKQIVLTGILEQVVNCRDALAQEYLMECIIQVFPDEFHLQTLNPF   287
gi|13928670|ref|NP_075373.1| LRNYLLQCTRNILPDEGEPTD----------------EETTGDISDSMDFVLLNFAEMNKLWVRMQHQGHSRDREKRERERQELRILVGTNLVRLSQLEGVNVERYKQIVLTGILEQVVNCRDALAQEYLMECIIQVFPDEFHLQTLNPF   282
gi|57524880|ref|NP_001005842.1| LRNYLLQCTRNILPDEGEQAD----------------EETTGDISDSMDFVLLNFAEMNKLWVRMQHQGHSRDREKRERERQELRILVGTNLVRLSQLEGVNVERYKQIVLPGILEQVVNCRDALAQEYLMECIIQVFPDEFHLQTLNPF   282
gi|70887665|ref|NP_001020688.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   108
gi|115533921|ref|NP_495180.2| LRNYLMQCTRSVLPDFPETEEMLVAHNDNLSKGTPKLKPRDGTVDDTIDFVLINFAEMNKLWVRMQHQGPSKEKEKREKDRMELRILVGTNLVRLAQLEALTEEMYVKDVLPSILEQIVSCRDPISQEYLMECVIQVFADDFHLATLTEF   298
gi|145337595|ref|NP_177713.3| LRSYLAQVSRDKLPEIGSDYEG-----------------DANTVMDAVEFVLQNFTEMNKLWVRIQHQGPGTVREKQEKERNELRDLVGKNLHVLGQIEGVDLEMYKETVLPRVLEQVVNCKDKLAQYYLMECIIQVFPDEYHLQTLETL   279
gi|115455985|ref|NP_001051593.1| LRSYLSQISRDKLPDIGSEYEG-----------------DADSINVAVEFVLQNFIEMNKLWVRMQHQGPVREKEKRGKERNELRDLVGKNLHVLSQIEGVDLDMYKETVLPRILEQVVNCKDELAQFYLMDCIIQVFPDEYHLQTLETL   280
gi|145602221|ref|XP_359688.2| LRYYLSGQARDFLPQGEGDGP-------------------EGNLQDSINFVLTNFVEMNKLWVRLQHQGHSREREQRTQERKELQLLVGSNLVRLSQLV--DLEAYKTAILAPLLEQVVQCRDVLAQEYLLEVITQVFPDEYHLHTLDQF   249
gi|32411317|ref|XP_326139.1| LRYYLSGQARDYLPTGDSEGP-------------------EGNLQDSINFILTNFVEMNKLWVRLQHQGHSRERDQRTQERKELQLLVGNNIVRLSQLV--DLPTYKNGILAPLLEQVVQCRDVLAQEYLLEVITQVFPDEFHLHTLDQF   275
gi|50303835|ref|XP_451864.1| LRYYLSQRTKQSLT--------------------SDISLD---KKFDIQFIITNFIEMNKLWVRLQHQGPLRERDLRTKERKELQILIGSNLVRLSQILDDSFALYRDEVLPQILEQVIQCRDVVSQTYLLDVICQVFPDEFHLGTLSQL   267
gi|45190500|ref|NP_984754.1| LRYYLSQRTKEWLLPQNGPAGNASEG-------RSQENVENNVKKFNVEFIINNFIEMNKLWVRLQHYGPLRERELRTKERRELQILIGSNLVRLSQIVEDDSKLYAEVILPQLLDQIVQCRDVVSQEYLLDVICQVFPDEFHLATLPTL   282
gi|6322307|ref|NP_012381.1| LRYYLSQRTKELLP---------------------EDDPS-----FNSQFIMNNFIEMNKLWVRLQHQGPLRERETRTRERKELQILVGSQLVRLSQIIDDNFQMYKQDILPTILEQVIQCRDLVSQEYLLDVICQVFADEFHLKTLDTL   263
gi|19075760|ref|NP_588260.1| LRHYLLTQTRKGLPLGSEDEED---------------ASRKGTVLDSVKFLVINFTEMNKLWVRIQHLGPIKEFSKRTQERNELKVLVGLNLVRLSQLN-LDIDTYRDHVLPAIIEQIIECRDSLAQEYLVEVICQAFSDNMHLQTLDTY   231
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gi|45550489|ref|NP_611651.3| LKSCAQLETGVNVKNIIISLIERLAAYNQRSGKTSGN---------------------------------------------------------------------------------------------AIDAIIPAEVELFEVFSVQV   333
gi|158285212|ref|XP_308188.4| LKSCAQLQPGVNVKNIIISLIDRLALYNQRNGKVTQTSAG----------------------------------------------------------------------------------------TTEIISAIPAEVQLFEVFSTQI   346
gi|17999541|ref|NP_060676.2| LRACAELHQNVNVKNIIIALIDRLALFAHRED----------------------------------------------------------------------------------------------------GPGIPADIKLFDIFSQQV   332
gi|73976907|ref|XP_532570.2| LRACAELHQNVNVKNIIIALIDRLALFAHRED----------------------------------------------------------------------------------------------------GPGIPADIKLFDIFSQQV   265
gi|114662311|ref|XP_001161439.1| LRACAELHQNVNVKNIIIALIDRLALFAHRED----------------------------------------------------------------------------------------------------GPGIPADIKLFDIFSQQV   332
gi|114053129|ref|NP_001039723.1| LRACAELHQNVNVKNIIIALIDRLALFAHRED----------------------------------------------------------------------------------------------------GPGIPTDIKLFDIFSQQV   332
gi|109507853|ref|XP_214646.3| LRACAELHQNVNVKNIIIALIDRLALFAHRED----------------------------------------------------------------------------------------------------GPGIPAEIKLFDIFSQQV   337
gi|13928670|ref|NP_075373.1| LRACAELHQNVNVKNIIIALIDRLALFAHRED----------------------------------------------------------------------------------------------------GPGIPAEIKLFDIFSQQV   332
gi|57524880|ref|NP_001005842.1| LRACAELHQNVNVKNIIIALIDRLALLAHRED----------------------------------------------------------------------------------------------------GPGIPADIKLFDIFSQQV   332
gi|70887665|ref|NP_001020688.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   108
gi|115533921|ref|NP_495180.2| LNACGQLQQDVNIKILLIALVDRLALYTTSYNE---------------------------------------------------------------------------------------------------GQPAPTKMQLFEIFSEQA   349
gi|145337595|ref|NP_177713.3| LAACTQLMPTVDTKIVLTQLMDRLSNYAASSPD---------------------------------------------------------------------------------------------------VLHEFLQVEAFAKLSNAI   330
gi|115455985|ref|NP_001051593.1| LSAFPQLQPNVDIKTVLSQLMDRLSSYAAASPE---------------------------------------------------------------------------------------------------VLPEFLQVEAFAKFSNAI   331
gi|145602221|ref|XP_359688.2| LAAVSRLNPHVNVKAIVIGLMDRLSDYAERESQNEPEEDRETMEADAIAELLEKVKIARENAESSGPPPPPPPEEHKRLEMEDENIARTEADVDSTAETLGQDGQSIADSEATAVNGQDGEGNGEQQEPVKKHRGIPENVKLYEIFFGQV   399
gi|32411317|ref|XP_326139.1| LAAVSRLNPHVNVKGIVIGLMDRLSDYAEREAQNEEGEDRGQLEEEALANLLERVKLVKSAAETEEASAPTP--------EAPENGEHAETDVGSTDEPLNAEP-SVAETEATVTNG-------DEVEPAKKHRGIPENVPLYEIFFGQV   409
gi|50303835|ref|XP_451864.1| LDTTLKLNPDVVINKVVLSLIARLNGFWDRQDDPNAIIQNLN---------------------------------------------------------------HLKLDSNTDEEEHSADDGESTAEKLDSEPVSRNKFDLFFVFWKYL   354
gi|45190500|ref|NP_984754.1| LETTLKFNPDVSINKVVSNLVERFNGYVERQSG--------------------------------------------------------------------------DIDSVQNTFRKLCIQGQPTSASGDTISSSGG---LFFVFWRYL   355
gi|6322307|ref|NP_012381.1| LQTTLHLNPDVSINKIVLTLVDRLNDYVTRQLE----------------------------------------------------------------------------DDPN---------ATSTNAYLDMD--------VFGTFWDYL   320
gi|19075760|ref|NP_588260.1| FGTVIKLSPSVNVTQLVVAMLNRLTDYVQREYESDSSNEDES----------------------------------------------------------------ETVTEKLGDIKINEEVQQKDEQECPGDKVIPPEYAIQEVLWSHV   317
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gi|45550489|ref|NP_611651.3| ANIVQTRMDMPLEDTISLQVALLSLAQKVYPDRVDYVDKVLGTT-AQILQRMNMNNISHLLSVNQELSRLLRIC-----------------IDFYNNALTIIQLQNFCPLLEKFDYTSRKSLALYLVMNILD------------------   447
gi|158285212|ref|XP_308188.4| ANIVQLRTDMPMEDTVSLQVALVSLAQKVYPDRVDYVDKVLETT-AQILDRLKLSNISHSLSVNQELSRLLRLC-----------------VDFYNNILTILQLKFFTPLLEKFDYTSRKALALYIVMNVLE------------------   460
gi|17999541|ref|NP_060676.2| ATVIQSRQDMPSEDVVSLQVSLINLAMKCYPDRVDYVDKVLETT-VEIFNKLNLEHIATSSAVSKELTRLLKIP-----------------VDTYNNILTVLKLKHFHPLFEYFDYESRKSMSCYVLSNVLD------------------   446
gi|73976907|ref|XP_532570.2| ATVIQSRQDMPSEDVVSLQVSLINLAMKCYPDRVDYVDKVLETT-VEIFNKLNLEHIATSSAVSKELTRLLKIP-----------------VDTYNNILTVLKLKHFHPLFEYFDYESRKSMSCYVLSNVLD------------------   379
gi|114662311|ref|XP_001161439.1| ATVIQSRQDMPSEDVVSLQVSLINLAMKCYPDRVDYVDKVLETT-VEIFNKLNLEHIATSSAVSKELTRLLKIP-----------------VDTYNNILTVLKLKHFHPLFEYFDYESRKSMSCYVLSNVLD------------------   446
gi|114053129|ref|NP_001039723.1| ATVIQSRQDMPSEDVVSLQVSLINLAMKCYPDRVDYVDKVLETT-VEIFNKLNLEHIATSSAVSKELTRLLKIP-----------------VDTYNNILTVLKLKHFHPLFEYFDYESRKSMSCYVLSNVLD------------------   446
gi|109507853|ref|XP_214646.3| ATVIQSRQDMPSEDVVSLQVSLINLAMKCYPDRVDYVDKVLETT-VEIFNKLNLEHIATSSAVSKELTRLLKIP-----------------VDTYNNILTVLKLKHFHPLFEYFDYESRKSMSCYVLSNVLD------------------   451
gi|13928670|ref|NP_075373.1| ATVIQSRQDMPSEDVVSLQVSLINLAMKCYPDRVDYVDKVLETT-VEIFNKLNLEHIATSSAVSKELTRLLKIP-----------------VDTYNNILTVLKLKHFHPLFEYFDYESRKSMSCYVLSNVLD------------------   446
gi|57524880|ref|NP_001005842.1| ATVIQSRQDMPSEDVVSLQVSLINLAMKCYPDRVDYVDKVLETT-VEIFNKLNLEHIATSSAVSKELTRLLKIP-----------------VDTYNNILTVLRLKHFHPLFEYFDYESRKSMSCYVLSNVLD------------------   446
gi|70887665|ref|NP_001020688.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   108
gi|115533921|ref|NP_495180.2| TTLIKNRPDMPLDDIVALHVSLVSLAVKCYPDRQDYANMTFQGL-RQVIEEKGVTDIEAFGKVGRELTKLLNIP-----------------IDEYKNVLRLSQLPEYIKVMNYFDYRGQCNIASYMIQNMLE------------------   463
gi|145337595|ref|NP_177713.3| GKVIDTQLEMPIVGAMTLFVSLLTFTLRVHPDRLDYVDQVLGAC-VVKLS--SVPKLEDA-RAMKQVVALLSAP-----------------LEKYSDIVTALTLSNYPRVMDHLDDGTNKVMAMLIIQSIMK------------------   441
gi|115455985|ref|NP_001051593.1| GKVIEAQVDMPVVGAVTLYVSLLTFTLRVHPDRLDYVDQVLGAC-VKKLS--GNAKLEDS-RATKQIVALLSAP-----------------LEKYSNIVTALELSNYPRVMDYLDNSTTKVMALVIIQSIMK------------------   442
gi|145602221|ref|XP_359688.2| KNLVQAQ-HLPIQDTIALLVSLVNLALNIYPGRLDYVDQVLEYA-TTKVREHANSPDLHSPPAQQSLLALLQAP-----------------LKRYVSMFTALALPTYVPLYQAQTYPTRRAVAGEVARTLLR------------------   512
gi|32411317|ref|XP_326139.1| KNLVQAQ-HLPIQDTIALCVSLTTLALNIYPERLDYVDQILDYA-HSKVKEHANSADLHAPPAQQSILALLQAP-----------------LKRYVSIFTALALPTYVPLFQSQTYPTRRAVAGEVARHLIK------------------   522
gi|50303835|ref|XP_451864.1| TKITEERPDLPLHEIIPLVHSIMLLSLKWYPSNLSNVDILYKFC-WEKYQDFG-KDIPEECEQSFKELFIYPLS-------------------TDNFYEIITTCDSFQKLLSVQSITLQKSIINSILDKMVE------------------   465
gi|45190500|ref|NP_984754.1| EKLSEQRPDLPLNDLFPLVQGILKLSLTWYPDVLSNVDCLFKFT-VRKCQENGGPDANPDYEYLFQDLLLSMTS-------------------SSMFYRVLTECESYQKLLSMQPVGLQKLVVNCILDTIFK------------------   467
gi|6322307|ref|NP_012381.1| TVLNHERPDLSLQQFIPLVESVIVLSLKWYPNNFDNLNKLFELV-LQKTKDYGQKNISLESEHLFLVLLSFQNSKLQLTSSTTAPPNSPVTSKKHFIFQLISQCQAYKNILALQSISLQKKVVNEIIDILMDREVEEMADNDSESKLHPP   469
gi|19075760|ref|NP_588260.1| VEVIQSRSGLPLDCIVSILSSILNFFLRCYPYKPQYADRVFQYINEHIINQPSLRSALHERPLQKSLCAILLLP-----------------LTYFPSFSYCLELQNFLPVFNAQDPNLRYDIARMIVQKIIEKG----------------   434
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gi|45550489|ref|NP_611651.3| ---NETLVPTADQADSLLTIITPLIKDDDTNKENGA----------AAGNTTPDAEEFAEEQGVVARFIHLMRSDE-------------PDMQYKMLQTARKHLGNGGGQRLKHVLPPLVFAAYQLAFKYKAIAE-----------QDEN   560
gi|158285212|ref|XP_308188.4| ---NETLVPTAEQVDSVLTIISPLIRDQDDQ----------------PADVRANMEDFAEDQGIVGRFVHLLRSDD-------------PDTQYKILIAARKHFGTGGQHRIRYVLPPLVFQAYQLAYKYKSIAA-----------EDEM   567
gi|17999541|ref|NP_060676.2| ---YNTEIVSQDQVDSIMNLVSTLIQDQPDQ-----------------PVEDPDPEDFADEQSLVGRFIHLLRSED-------------PDQQYLILNTARKHFGAGGNQRIRFTLPPLVFAAYQLAFRYKENSK-----------VDDK   552
gi|73976907|ref|XP_532570.2| ---YNTEIVSQDQVDSIMNLVSTLIQDQPDQ-----------------PIEDPDPEDFADEQSLVGRFIHLLRSED-------------PDQQYLILNTARKHFGAGGNQRIRFTLPPLVFAAYQLAFRYKENSK-----------VDDK   485
gi|114662311|ref|XP_001161439.1| ---YNTEIVSQDQVDSIMNLVSTLIQDQPDQ-----------------PVEDPDPEDFADEQSLVGRFIHLLRSED-------------PDQQYLILNTARKHFGAGGNQRIRFTLPPLVFAAYQLAFRYKENSK-----------VDDK   552
gi|114053129|ref|NP_001039723.1| ---YNTEIVSQDQVDSIMNLVSTLIQDQPDQ-----------------PVEEPDPEDFADEQSLVGRFIHLLRSED-------------PDQQYLILNTARKHFGAGGNQRIRFTLPPLVFAAYQLAFRYKENSK-----------VDDK   552
gi|109507853|ref|XP_214646.3| ---YNTEIVSQDQVDSIMNLVSTLIQDQPDQ-----------------PVEDPDPEDFADEQSLVGRFIHLLRSED-------------PDQQYLILNTARKHFGAGGNQRIRFTLPPLVFAAYQLAFRYKENSQ-----------MDDK   557
gi|13928670|ref|NP_075373.1| ---YNTEIVSQDQVDSIMNLVSTLIQDQPDQ-----------------PVEDPDPEDFADEQSLVGRFIHLLRSDD-------------PDQQYLILNTARKHFGAGGNQRIRFTLPPLVFAAYQLAFRYKENSQ-----------MDDK   552
gi|57524880|ref|NP_001005842.1| ---YNTEIVSQEQVDAIMNLVSTLIQDQPDQ-----------------PAEDPDPEDFADEQSLVGRFIHLLHSDD-------------PDQQYKILNTARKHFGAGGNQRIRFTLPPLVFAAYQLAFRYKENSK-----------VDDK   552
gi|70887665|ref|NP_001020688.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   108
gi|115533921|ref|NP_495180.2| ---EETVFRNQDDVDSAFSLISSLLKDQEKQ-----------------SSDSHETEEFADEQNLVARLLHLIRADD-------------VDSQFLLLNSARKTLGEGGRHRLRYTLPPIIFELYRLVLQFSDMKD-----------EDDK   569
gi|145337595|ref|NP_177713.3| ---TDSCISTADKVEVLFELIKGLIKDLDET-----------------NAEELDEEDFQEEQNSVARLIHMLDNEE-------------PEEMLKIICVVRRHLMTGGPRRLPFTVPPLVFSAVRLVRQLESQGGDI---------AGED   549
gi|115455985|ref|NP_001051593.1| ---NTTCISTSDKIEALFDLIKGLIKDMDGA-----------------QNDELDDEDFKEEQNSVARLIHMLHNDD-------------HEEMLKILCTVQKHILQGGPKRLPFTVPSLVFSALKLVRRLQGQDGDV---------IGEE   550
gi|145602221|ref|XP_359688.2| ---DRIQICTVEQLENVLEILKVLIKEGSHPPQGYPGV-------APARQRVMETDETLEEQGWLARIVHLLDSEN-------------NDTQFKLLQMTRKAYGDG-NDRIRTTTPPLITAGMKLARRFKAREH-----------YDDN   627
gi|32411317|ref|XP_326139.1| ---NQTHITTTANLENVLEVLKVLIKEGSQAPSGYPGV-------VQQRGRALETDETLEEQGWLARLVHLLQAED-------------NDTQFRLLQMTRKAYAEG-NERIRTTTPPLITAGLKLARRYKAREH-----------YDDN   637
gi|50303835|ref|XP_451864.1| ---TNTKITDKQHLDKLGAICEPIISVPN----NKPKT----SILTVSDDLDSELTFFNPEQEKLAKLVHLIYHKN-------------VDINTELLLICKKWYYNG-GKQLRFTYPALITAFWKLIRKLHFKSL----KRPERK---ED   583
gi|45190500|ref|NP_984754.1| ---AGITITNRIHLEKILLLCESLIKVNNPKIHNSGED----AEQHSAQDDDPTSCLLNIEQEKLAQVVHICRSQS-------------IEKQVELLLTCKSWFYKG-GIQMRYTYPAVVTAFWKLIRKTDIKKS----KYPSRE---KK   589
gi|6322307|ref|NP_012381.1| GHSAYLVIEDKLQVQRLLSICEPLIISRSGPPANVASSDTNVDEVFFNRHDEEESWILDPIQEKLAHLIHWIMNTTSRKQTMKNKIQFSLEAQLEILLLIKSSFIKG-GINVKYTFPAIITNFWKLMRKCRMIQEYLLKKRPDNKTLLSH   618
gi|19075760|ref|NP_588260.1| -----HSLSELTEAQELLGFVSVIIEKKGVDS--------------------------LDDLQNVALMVHYLNNDD-------------PQIQIEILRSLKDTFIKA-GENVKYLLPVVVNRCIFLARNFRIFKC-------------MD   526
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gi|45550489|ref|NP_611651.3| WDKKCP---------------------------------------------------------GHWGDRLYESRN-------------GGIRIHDPG--LLPLRR------------------------------------------RDL   596
gi|158285212|ref|XP_308188.4| WDKKCQKILQFCHSTIAVLA----KSELPELALRMYLQGALCIGQIAYTNHEAVAYDFMTQAFSLYEDEISDSKSQFAAITLIISTVEQMTCFTEEN--AEPLRTSCALAASKLLKKPDQCRAVVTCASLFWSGK---------QNGQEL   702
gi|17999541|ref|NP_060676.2| WEKKCQKIFSFAHQTISALI----KAELAELPLRLFLQGALAAGEIGFENHETVAYEFMSQAFSLYEDEISDSKAQLAAITLIIGTFERMKCFSEEN--HEPLRTQCALAASKLLKKPDQGRAVSTCAHLFWSGRN------TDKNGEEL   690
gi|73976907|ref|XP_532570.2| WEKKCQKIFSFAHQTISALI----KAELAELPLRLFLQGALAAGEIGFENHETVAYEFMSQAFSLYEDEISDSKAQLAAITLIIGTFERMKCFSEEN--HEPLRTQCALAASKLLKKPDQGRAVSTCAHLFWSGRN------TDKNGEEL   623
gi|114662311|ref|XP_001161439.1| WEKKCQKIFSFAHQTISALI----KAELAELPLRLFLQGALAAGEIGFENHETVAYEFMSQAFSLYEDEISDSKAQLAAITLIIGTFERMKCFSEEN--HEPLRTQCALAASKLLKKPDQGRAVSTCAHLFWSGRN------TDKNGEEL   690
gi|114053129|ref|NP_001039723.1| WEKKCQKIFSFAHQTISALI----KAELAELPLRLFLQGALAAGEIGFENHETVAYEFMSQAFSLYEDEISDSKAQLAAITLIIGTFERMKCFSEEN--HEPLRTQCALAASKLLKKPDQGRAVSTCAHLFWSGRN------TDKNGEEL   690
gi|109507853|ref|XP_214646.3| WEKKCQKIFSFAHQTISALI----KAELAELPLRLFLQGALAAGEIGFENHETVAYEFMSQAFSLYEDELSDSKAQLAAITLIIGTFERMKCFSEEN--HEPLRTQCALAASKLLKKPDQGRAVSTCAHLFWSGRN------TDKNGEEL   695
gi|13928670|ref|NP_075373.1| WEKKCQKIFSFAHQTISALI----KAELAELPLRLFLQGALAAGEIGFENHETVAYEFMSQAFSLYEDEISDSKAQLAAITLIIGTFERMKCFSEEN--HEPLRTQCALAASKLLKKPDQGRAVSTCAHLFWSGRN------TDKNGEEL   690
gi|57524880|ref|NP_001005842.1| WEKKCQKIFSFAHQTISALI----KAELAELPLRLFLQGALAAGEIGFENHETVAYEFMSQAFSLYEDEISDSKAQLAAITLIIGTFERMKCFSEEN--HEPLRTQCALAASKLLKKPDQCRAVSTCAHLFWSGRN------TDKNGEEL   690
gi|70887665|ref|NP_001020688.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   108
gi|115533921|ref|NP_495180.2| WDAKIRKMFVCAMGTIGALVS---TAELAELPMKLYLNGAITADRVPFEDNHTVVYEFVSKALSILEDDVVDSRDRVRCLHLTVGTLLKTTHLPEEN--WQPLANQTVLAAAKMFKKPDQVRSLVTVAALYWHGQT------LETNGEKM   708
gi|145337595|ref|NP_177713.3| S-ATPRKIFQILNQTIEVLT----SVPCPELALRLYLQCAEAASDCDLEP---VAYEFFTQAFMLYEEEIADSKAQVTAIHLIVGTLQRINVFGVEN--RDTLTHKATGYSARLLKKPDQCRAVYACSHLFWVDDPD----GIKDGERVL   685
gi|115455985|ref|NP_001051593.1| VPATPKKIFQILHQTIEALS----CVPSPELALRLYLQCAEAANDCDLEP---VAYEFFTQAFILYEEEIADSKAQITAIHLIIGTLQRMNIFGVEN--RDTLTHKTTGYSAKLLKKPDQCRAVYACSHLFWTDDQD----GIMDGERVL   687
gi|145602221|ref|XP_359688.2| WSSQSSALFKFLHSAISTLYARVNGAGAAELSLRLFCACGQTADAAGFEE---VAYEFFAQAFTVYEEAVSDSKAQFQAVCVVASALHQTRNFGKEN--YDTLITKCAQHSSKLLRKPDQCRAVYLASHLWWATPIAAN--GEDENTELY   770
gi|32411317|ref|XP_326139.1| WQSQCSALFKFLHSAISTLYTRVNGAGAAELSLRLFCSCGQMADKTEFEE---VAYEFFAQAFTVYEEAISDSKAQFQAVCAIASALHRTRNFGKEN--YDTLITKCAQHASKLLRKPDQCRAVYLASHLWWATPIASN--GETEETELY   780
gi|50303835|ref|XP_451864.1| YNAKIKQLFKYVSRCNTDLFN-VCGLSISDLIFKLNLQTAAIADQLTLS---EISYDFFSQAFTIFEESLSDSKVQFQALVNMAQVLQKTRSLYNDEGYYDTLITRCTLHGSKLLKKTDQCRAVYLCSHLWWATELTLIGEEEGVTKNFF   729
gi|45190500|ref|NP_984754.1| YRQLIKQLFKYVSRCLSELGN-TVGAPCADLVFKMNLQSAAIADHLGLS---EISYDFFTQVFTIFEESLSDSRSQFQAIITMAQTLQKTRSLYVEN-YYDSLITRCTLYGSRLLKKQDQCRAVYLCSHLWWATEIPLIGEEEGITDTFY   734
gi|6322307|ref|NP_012381.1| YSNLLKQMFKFVSRCINDIFN-SCNNSCTDLILKLNLQCAILADQLQLN---EISYDFFSQAFTIFEESLSDSKTQLQALIYIAQSLQKTRSLYKEA-YYDSLIVRCTLHGSKLLKKQDQCRAVYLCSHLWWATEISNIGEEEGITDNFY   763
gi|19075760|ref|NP_588260.1| WAEKVRLLWEFVNTCINVLYK---NGDSLELCLALYLSAAEMADQENYPD---FAYEFFTQAFSIYEESVLDSELQYQQLLMIIGKLQKTRNFSVDD--YDTLITKCTLYASKLLKKPDQCCGIYLASHLWWQVAS-------GEDSRPF   661
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gi|45550489|ref|NP_611651.3| R--------LKGPACSHN----------------AHHVHF--------------------------------------------------------------------------------------------------------------   612
gi|158285212|ref|XP_308188.4| RDEKRTLECLKKAAKIASQCLDVGVQLQLYVELLNHYIFYFTRGNTQ---ITVSMLNQLIAKINEELP-NLEPTE---------------------------------------------------------------ETKQIEMHYQNT   785
gi|17999541|ref|NP_060676.2| HGGKRVMECLKKALKIANQCMDPSLQVQLFIEILNRYIYFYEKENDA---VTIQVLNQLIQKIREDLP-NLESSE---------------------------------------------------------------ETEQINKHFHNT   773
gi|73976907|ref|XP_532570.2| HGGKRVMECLKKALKIANQCMDPSLQVQLFIEILNRYIYFYEKENDA---VTIQVLNQLIQKIREDLP-NLESSE---------------------------------------------------------------ETEQINKHFHNT   706
gi|114662311|ref|XP_001161439.1| HGGKRVMECLKKALKIANQCMDPSLQVQLFIEILNRYIYFYEKENDA---VTIQVLNQLIQKIREDLP-NLESSE---------------------------------------------------------------ETEQINKHFHNT   773
gi|114053129|ref|NP_001039723.1| HGGKRVMECLKKALKIANQCMDPSLQVQLFIEILNRYIYFYEKENDA---VTIQVLNQLIQKIREDLP-NLESSE---------------------------------------------------------------ETEQINKHFHNT   773
gi|109507853|ref|XP_214646.3| HGGKRVMECLKKALKIANQCMDPSLQVQLFIEILNRYIYFYEKENDA---VTIQVLNQLIQKIREDLP-NLESSE---------------------------------------------------------------ETEQINKHFHNT   778
gi|13928670|ref|NP_075373.1| HGGKRVMECLKKALKIANQCMDPSLQVQLFIEILNRYIYFYEKENDA---VTIQVLNQLIQKIREDLP-NLESSE---------------------------------------------------------------ETEQINKHFHNT   773
gi|57524880|ref|NP_001005842.1| HGGKRVMECLKKALKIANQCMDPSLQVQLFIEILNRYIYFYEKENEA---VTIQVLNQLIQKIREDLP-NLESTE---------------------------------------------------------------ETEQINKHFHNT   773
gi|70887665|ref|NP_001020688.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   108
gi|115533921|ref|NP_495180.2| KNGKKVVDILRKAAKIARECLEPLVQQQLFIQLLSAYTYYYEDNCSE---VNVDHIEELIARTQDNAV-QLDVSA---------------------------------------------------------------EADSLEKQLGEA   791
gi|145337595|ref|NP_177713.3| LCLRRALRIANAAQQMASATRGSSGPVTLFVEILNKYIYFFEKGNPH---ITPSDIQSLIELINNEM--QSDNGN---------------------------------------------------------------TTIHSDPFFTST   767
gi|115455985|ref|NP_001051593.1| LCLKRALRIANAAQQMANVTRGSSGSVALFIEILNKYLYFFEKGIPE---ITNTVIQDLIELIRTEK--QSENTV---------------------------------------------------------------ADPSTEAFFAST   769
gi|145602221|ref|XP_359688.2| RDGKRVLECLQRALRVADSCMETATSIELFVEILDRYVYYFDQRNES---VTTKYLNGLIELIHSNFAGNQQDSA---------------------------------------------------------------SVEACRKHFQHT   854
gi|32411317|ref|XP_326139.1| RDGKRVLECLQRALRVADSCMETATSIELFVEILDRYVYYFDQKNES---VTTKYLNGLIELIHSNLAGNQQDSA---------------------------------------------------------------SVEASRKHFMQT   864
gi|50303835|ref|XP_451864.1| REGKRVLECLQRSLRVADSIMDNVQSCQLMVEILGSCCYYFIHGDESETHVGVKYIAGLVELIQANLKGLQLEE-----------------------SGEVQDFTAPS---QTIVIGCDGSYICKTLS--SSTCM---VSSKIPNVRIPD   848
gi|45190500|ref|NP_984754.1| REGKRVLECLQRSLRVADSIMDNVQSCQLMVEILNRCCYYFVHGDESATHVGPKYINGLIELIETNLKSLKIEE-----------------------SVEFAESKLPKPSYANFVVGVDGSYIQVPTSPTATVAA---VMSKPPNITISS   858
gi|6322307|ref|NP_012381.1| RDGKRVLECLQRSLRVADSIMDNEQSCELMVEILNRCLYYFIHGDESETHISIKYINGLIELIKTNLKSLKLEDNSASMITNSISDLHITGENNVKASSNADDGSVITDKESNVAIGSDGTYIQLNTLNGSSTLIRGVVATASGSKLLHQ   913
gi|19075760|ref|NP_588260.1| QDPKRVLECLQKSLKIADACMDQLTSLKLFINILERYFYYYDQHCES---IIAKHISGLIDLTEQNMRSILISSP----------------------------------------------------ADLIASDPRAYASSIWEVANVSV   756
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gi|45550489|ref|NP_611651.3| -------------------------------   612
gi|158285212|ref|XP_308188.4| LAHIRSRMESTDAGIEASFAGITLN------   810
gi|17999541|ref|NP_060676.2| LEHLRLRRESPES-EGPIYEGLIL-------   796
gi|73976907|ref|XP_532570.2| LEHLRLRRESPES-EGPIYEGLVL-------   729
gi|114662311|ref|XP_001161439.1| LEHLRLRRESPES-EGPIYEGLIL-------   796
gi|114053129|ref|NP_001039723.1| LEHLRLRRESPES-EGPIYEGLIL-------   796
gi|109507853|ref|XP_214646.3| LEHLRSRRESPES-EGPIYEGLIL-------   801
gi|13928670|ref|NP_075373.1| LEHLRSRRESPES-EGPIYEGLIL-------   796
gi|57524880|ref|NP_001005842.1| LEHLRLRRESPES-EGPIYEGLVL-------   796
gi|70887665|ref|NP_001020688.1| -------------------------------   108
gi|115533921|ref|NP_495180.2| IRRLQLAKLDVAAAQATTIRSEPELPQPPS-   821
gi|145337595|ref|NP_177713.3| LRYIKFIKQKGGL-MGEKYDPIKL-------   790
gi|115455985|ref|NP_001051593.1| LRYIEFQKQKGGS-IGEKYEQIKTT------   793
gi|145602221|ref|XP_359688.2| LDLIR----------SKEYEGIVLDPK----   871
gi|32411317|ref|XP_326139.1| LEIIR----------SKEYEGIVLTPK----   881
gi|50303835|ref|XP_451864.1| LIAVPVSYFERTLEYIENQKQVDYRFNAITT   879
gi|45190500|ref|NP_984754.1| LVPIVTGYLQRTLNYIEDQKVVDDRFRAIIV   889
gi|6322307|ref|NP_012381.1| LKYIPIHHFRRTCEYIESQREVDDRFKVIYV   944
gi|19075760|ref|NP_588260.1| IDSLKNHLERATAYAEKRSEDERWSSIFQ--   785
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