
                                                                                                                                                                                     
gi|38373673|ref|NP_055073.2| MPIRPDLQQLEKCIDDALRKNDFKPLKTLLQIDICEDVKIKCSKQFFHKVDNLICRELNKEDIHNVSAILVSVGRCGKNISVLGQAGLLTMIKQGLIQKMVAWFEKSKDIIQSQGNSKDEAVLNMIEDLVDLLLVIHDVSDEGKKQVVES   150
gi|114682866|ref|XP_514753.2| MPIRPDLQQLEKCIDDALRKNDFKPLKTLLQIDICEDVKIKCSKQFFHKVDNLICRELNKEDIHNVSAILVSVGRCGKNISVLGQAGLLTMIKQGLIQKMVAWFEKSKDIIQSQGNSKDEAVLNMIEDLVDLLLVIHDVSDEGKKQVVES   150
gi|73992653|ref|XP_534470.2| MPIRPDLQQLEKCIDDALRKNDFEPLKTLLQIDICEDVKIKCSKQFLHKLDGLICRELNKKDIQIVSTILVSFGRCGKNITILGQAGLLTMIKQGLIQKMVAWFEKSKDIILRRGNSKDEAIINVIEDLFDLLMVIHDISDEGRRQVVES   150
gi|109689713|ref|NP_796165.2| MPVRPDLQQLEKCIDDALRKNDFKPLLALLQIDICEDVKIKCSKQFLRKLDDLICRELNKKDIQTVSSILISIGRCSKNIFILGQAGLQTMIKQGLVQKMVSWFENSKEIILNQQQSKDEAVMNMIEDLFDLLMVIYDISDEGKNQVLES   150
gi|18543333|ref|NP_570091.1| MPVRPDPQQLEKCIDDALRKNDFKPLVTLLQIDICEDVKIKCSKQFLRKLDDLICRELHKKDIQTISNILISIGRCSKNIFILGQTGLQTMIKQGLVQKMVSWFENSKEIILSQRQSKDEAVMNMIEDLFDLLMVVYDVNDEGKNQVLES   150
gi|118100648|ref|XP_417396.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189535810|ref|XP_685048.3| -MAPLQDHQVEKLVDEAFKDNNFQALEKFLQKESKEETILRCSRQFMAKLDKLFIR----------------------------------------------WFEKARKLWVEAGPSKNEGLIKLAEDLFDVLMVVHESCKEGAYEVTES   103
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gi|38373673|ref|NP_055073.2| FVPRICSLVIDSRVNICIQQEIIKKMNAMLDKMPQDAR---KILSNQEMLILMSSMGERILDAGDYDLQVGIVEALCRMTTEKQRQELAHQWFSMDFIAKAFKRIKDSEFETDCRIFLNLVNGMLGDKRR-VFTFPCLSAFLDKYELQIP   296
gi|114682866|ref|XP_514753.2| FVPRICSLVIDSRVNICIQQEIIKRMNAMLDKMPQDAR---KILSNQEMLILMSSMGERILDAGDYDLQVGIVEALCRMTTEKQRQELAHQWFSMDFIAKAFKRIKDSEFETDCRIFLNLVNGMLGDKRR-VFTFPCLSAFLDKYELQIP   296
gi|73992653|ref|XP_534470.2| FVPRICVLVTDSRVNICIQQETLKKMNAMLDKMPQDAR---KILSNQEMLILMSSMGERILDAGDYDLQVGIVEALCRMTTEKQRQELACHWFSMDFIANAFKGIKDSEFETDCRVFLNLVNGMLGDKRR-VFTFPCLSAFLDKYELQIP   296
gi|109689713|ref|NP_796165.2| FIPQICALVIDSRVNFCIQQEALKKMNLMLDRIPQDAN---KILSNQEMLTLMSNMGERILDVGDYELQVGIVEALCRMTTEKRRQELAYEWFSMDFIANAFKEIKDCEFETDCRIFLNLVNGILGDKRR-VYTFPCLSAFLGKYELQIP   296
gi|18543333|ref|NP_570091.1| FIPHICALVIDSRVNFCIQQEALKKMNLMLDRIPQDAN---KILCNQEILTLMSNMGERILDVGDYELQVGIVEALCRMTTEKRRQELAYEWFSMDFIANAFKKIKDCEFETDCRIFLNLVNGMLGDRRR-VFTFPCLSAFLGKYELQIP   296
gi|118100648|ref|XP_417396.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189535810|ref|XP_685048.3| LLSHIGKLASDAKINIIIQKEAARKLNAVLAEVPTELKKKKKILSSQEASSMMIGVACRILKGGDYDLQVSLMEALCRMVSPAQRNELADSWFTMTFVSSAFKKIKDSEFETDCRKFLNMVNGMQGDGRRSVYSYPCLEAFLEKHELLMP   253
                      .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                                                                                : ..  :*...:: *.  *.* :*:.*::*  * :    *  :* : * :   ..    *.*.  *  :  .*  :      . .
gi|38373673|ref|NP_055073.2| SDEKLEEFWIDFNLGSQTLSFYIAG--DNDDHQWEAVTVPEEKVQIYSIEVRESKKLLTIILKNTVKISKREGKELLLYFDASLEITNVTQKIFGATKHRESIRKQGISVAKTSLHILFD---ASGSQILVPESQISPVGEELVSLKEKS   441
gi|114682866|ref|XP_514753.2| SDEKLEEFWIDFNLGSQTLSFYIAG--DNDDHQWEAVTVPEEKVQIYSIEVRESKKLLTIILKNTVKISKREGKELLLYFDASLEITNVTQKIFGANKHRESIRKQGISVAKTSLHILFD---ASGSQILVPESQISPVGEELVSLKEKS   441
gi|73992653|ref|XP_534470.2| SDEKLEEFWIDFNLGSQTLSFYIAG--DNDDHHWEAVTVPEDKVQIYSIEVRESKKLLTIILKNIIKISKREGKELLLYFDASLEITNVTRKIFGASKYREFTRKQGISVAKTSVHILFD---ASGSQILVPESQTSPIEEELITLKEKP   441
gi|109689713|ref|NP_796165.2| SDEKLEEFWIDFNLGSHTLSFYIAG--DEEDHQWEAVTVPEEKVQMYNIEVRESKKLLTLTLKNIVKISKKEGKELLFYFDESLEITNVTKKVFGGNKYKEFTRKQGISVAKTSIHVLFD---ASGSQILVPESQPSPVKENLIHLKEKS   441
gi|18543333|ref|NP_570091.1| SDEKLEEFWIDFNLGSHTLSFYIAG--DDDDHQWEAVTVPEEKVDMYNIEVRESKKLLTLTLKNIVKISKKEGKELLLYFDAALEITNVTKKLFGGNKYKEFTRKQDISVAKTSIHVLFD---ASGSQILVPESQPSPVKENLIHLKEKS   441
gi|118100648|ref|XP_417396.2| -----------------------------------------------------------------MNVGNQDGEKFFLYFDSILKIEDVARKIYGLNKCKEFSKKQSMSVAKTTVHIVFD---ESGSQVLVPESQLSPCLEEKYEDDKFS    82
gi|189535810|ref|XP_685048.3| KDEKLEAFWIDFNLGSQSISFYFSLSKDAQDVQWNTMCIVENEVQSYTVEEESGRKILHLVLTEPVIFDCVEGSRVILKFSTSLDILQVTEKVYGQGKNKMVTPKMKVSESCTYITGSVGRQQGSSSSSCVLPAFSKPMMKPALQMMSST   403
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gi|38373673|ref|NP_055073.2| KSPKEFAK-PSKYIKNSDKGNRNNSQLEKTTPSKRKMSEASMIVSGADRYTMRSPVLFSNTSIPPRRRRIKPPLQMTSSAEKPSVSQTSENRVDNAASLKSRSSEGRHRRDNIDKHIKTAKCVENTENKNVEFPNQNFSELQDVIPDSQ-   589
gi|114682866|ref|XP_514753.2| KSPKEFAK-PSKYIKNSDKGNRNNSQLEKITPSKRKMSEASMIVSGADRYTMRSPVLFSNTSIPPRRRRIKPPLQMMSSAEKPSVSQTSENRVDNAASLKSRSSEERHRRDNTDKHIKTAKCVENTENKNVEFPNQNFSELQDVIPDSQ-   589
gi|73992653|ref|XP_534470.2| NSQKEDAK-PPKNIKSSSQVDGKNSQLEIITPGKRKMSEASMIVPGADRYTVRSPILLTNTSAP-RRGRTKPPLQMTSSAEKPVTPKMSEGQVGNAVSLISRPSEERNSGDNTDKHIETAKVVEKTKSKDTEFPNQSINDLQDIDPDSQ-   588
gi|109689713|ref|NP_796165.2| DIQKKLVN-PLELGNSSSQ-------DEITTPSRKKMSEASMIVPDTDRYTVRSPILLINTSTP---RRSREPLQAINSVEK-AVSKTSESGMDYAASPKSRQSDGRKRWNNRANHNKTTAVIQNKQYEDNESPDQNFNEIEDTLSNVSS   579
gi|18543333|ref|NP_570091.1| NLQKKLTN-PLEPDNSSSQRDRKNSQDEITTPSRKKMSEASMIVPDTDRYTVRSPILLINTSTP---RRSRAPLQAIHSAEK-AVSKTSESGVDYAVSLKSRQSDGRNRGNNRANHNKT-ATVQNKGHEHHESPDQTFNEIEETLSDAY-   584
gi|118100648|ref|XP_417396.2| KCKIQQLPGSQRSLNKNNQDKCKDGSPKITTSCKRKVSEASVLIPASARFSTRSPLVFLSTSTP-SKGRFKLPLKMMSSVERSSSNAENGTRTKNLYQQLTENGQGCTSDN---------------------------------------   192
gi|189535810|ref|XP_685048.3| ERKKEIELRDLMMSKTSCNVTSLSFHCENNQTTAHVISAQSTPAAHTEDQQKTKSIKAKEKKFH-KHIPVDKVVEMVQDDKGNEEETFDKGVVPDSQPVKKRSLISPGLWSLSSSIKRVSVSGSLLAGQKDASKKCAMSNGSSLPPPQRL   552
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                                                                  :   .:                                                                                                             
gi|38373673|ref|NP_055073.2| AAEKRDHTILPGVLDNICGNKIHSKWACWTPVTNIELCNNQRASTSSGDTLNQDIVINKKLTKQKSSSSISDHNSEGTGKVKYKKEQTDHIKIDKAEVEVCKKHNQQQ-NHPKYSGQKNTENAKQSDWPVESETTFKSVLLNKTIEESLI   738
gi|114682866|ref|XP_514753.2| PVEKRDHAILPGVLDNICGNKIHSKWACWTPVTNIELCNNQRASTSSGDTLNQDIVINKKLTKQKSSSSISDHNSEGTGKVKYKKEQTDHIKIDKAEVEVCKKHNQQQ-NHPKYSGQKNTENAKQSDWPVESETTFKSVLLNKTIEESLI   738
gi|73992653|ref|XP_534470.2| AVGKKKKPVLPGVLYNICGNKMPSKWSCWTPVTNINLCNSQRAGASSGDTFSQGIIHQKHMK-QKSPSSISEDNSEETEKVQYKK-KTQQNKIEKAEVGVCKRDTQQQLNNLKHSEQKNTENTKQRDWHIESETTFKSVLLNKTVEESLI   736
gi|109689713|ref|NP_796165.2| AVGKVDKPVLPGVLD-ISKNTTHSRWACWTPVTTIKLCNNQRSRALPGDTCTQDTGVNKKCTKQKSVS---DDDSEETQKGKYSKDVIKCNKSD--EAEFCERNIQEQ-NHPKYSQKKNTANAKKSDWHIESETTYKSVLLNKTTEESLI   722
gi|18543333|ref|NP_570091.1| AVEKVDKPVLPGVLD-ISKNKAHSRWACWTPVTTIKLCNNQRSCALPGDTFTQDTGVNKKCTKQKSVS---DDDSEETQRVKYSKDVIKCNKSE--EAEVCERNIQEQ-NHPKYSQKKNTANAKKNDWHIESETTYKSVLLNKTTEESLI   727
gi|118100648|ref|XP_417396.2| -----------------------------------EFCETEQNTR---------------------------------------------------------------------------------------------------------   202
gi|189535810|ref|XP_685048.3| SPAQCASRTLP-------QKQLHTQLTQRLEEVLKEQQVTDGHAVQRGSSLASKTAGQEKEDTEKSVKSLPAKSTQQRRKSSKVQGNTSDHDNITDAADSMVKMISRH---------------------------YKKGAKAASPTFNTA   668
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                                                                                  : :         .. :.   .  :       .   :                                 :   *      .:    .  ..*   :.  
gi|38373673|ref|NP_055073.2| YRKKYILSKDVNTATCDKNPSASKNVQSHRKAEKELTSELNSWDSKQKKMREKSKGKEFTNVAESLISQINKRYKTKDDIKSTRKLKESLINSGFSNKPVVQLSKEKVQKKSYRKLKTTFVNVTSECPVNDVYNFNLNGADDPIIKLGIQ   888
gi|114682866|ref|XP_514753.2| YKKKYILSKDVNTATCDKNPSASKNVQSHRKAEKELTSELDSWDLKQKKMREKSKGKEFTDVAESLISQINKRYKTKDDIKSTRKLKESLINSDFSNKPVVQLSKEKVQKKSYRKLKTTFVNVTSECPVNDVYNFNLNGADDPIIKLGIQ   888
gi|73992653|ref|XP_534470.2| YRKKYILSKDVNTAICDKNPSPRKNVKSHRKSGKKITSELNSWDLRQKKMREKSKEKGFTDAAESLINQINKRYKTKDNIQSTRKFKESLIDSGFSSKCDLQLSKEKVQKKSYRQLKTTFVNVTSECQLNDVYNFNLNGADEPIIKLGIQ   886
gi|109689713|ref|NP_796165.2| YKKTCVLSKDVNTTICDKSPS-RKSKRNHTKSRKELMSELTSCELEEIPVRENSKGKRFTGASESLINQISRRYNPSDSMMSTRKLKEPQDGSGFSKKPDLQFN--KVQRKSYRKLKATVVNVTSECPLDDVYNFSLNGADEPVIKLGIQ   869
gi|18543333|ref|NP_570091.1| YKKTCVLSKDVNTTICDKSPS-RKSMRSHTKSRKELMSEVTSCELDEIPVRENSKGKRFTGTAESLINLINKRYNSSDDMISTRKLKEPRDGSGFSKKPELQFN--KVQRKSYRKLK-TVVNVTSECPLNDVYNFSLNGADEPVIKLGIQ   873
gi|118100648|ref|XP_417396.2| ----------------------------------------------KSKIREEAELPEKGVCSEGVLKLLPEAENGATEKQTSDRVQ---------------------------------INPVSVSVRYDVYNFNVSVFNEPTIKVGAR   273
gi|189535810|ref|XP_685048.3| STNRNLFNKSCGSSSTEKNAAKRSSLPKTDNKSKKPLQNIEDIYAFTEDTPKISVKSDVFRNESSELSISLNRTNSAKRPALPKGTKANAKKYLFSDTDTDNMTDISWLKSANRKPK-PKVADYSRQPVKATFPPADSTFKSPYSPVASP   817
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                                                                         .   ::.*  *   .**::. :  .:.   .*  ::     ::  . :                                   :     .    *:  .     . : 
gi|38373673|ref|NP_055073.2| EFQATAKEACADRSIRLVGPRNHDELKSSVKTKDKKIITNHQKKNLFSDTETEYRCDDSKTDISWLREP--KSKPQLIDYSRNKNVKNHKSGKS--------------------------RSSLEKGQPSSKMTPSKNITKKMDKTIPEG  1010
gi|114682866|ref|XP_514753.2| EFQATAKEACADRSIRLVGPRNHDELKSSVKTKDKKIITNHQKKNLFSDTETEYRCDDSKTDISWLREP--KSKPQLIDYSRNKNVRNHKSGKS--------------------------RSSLEKGQPSSKMTPSKNIMKKTDKTIPEG  1010
gi|73992653|ref|XP_534470.2| EFQATATEARVDNSIKLIGLRNHDELETSLKTKDKKTVTDPKNKNLFSDTDTEYVCDDSKTDVSWLKEP--KSKPQLIDYSRNKNVKKHKSGKPSKKSLFREILQLILPFKLHEMLCWLIRPSLERGQPKSKMTPNKNITKKVEERVPDG  1034
gi|109689713|ref|NP_796165.2| EFQATTREASMDNSLKLV--KNHDEHDPFLKTKDKRMLS-YEKKTLLSDTETECGCDDSKTDISWLKEP--KTK-RLMDYSRNKNTTKYKSRKS--------------------------RSSMEKGQPRPTMVLNKNSMKNDYEVVVDG   987
gi|18543333|ref|NP_570091.1| EFQATTREASMDNSIKLVDVRNRDERDLSLKTKDERILS-HERKTLFSDTETECGWDDSKTDISWLRKP--KSK-RLMDYSRNKNTKKCKSIKS--------------------------RSSTEKGQPRSTVVLSKNIAKNDYEVIVDG   993
gi|118100648|ref|XP_417396.2| YNQN--------------------------------------KKHLFSDTDTEYRGDDSKTDISWLQKSKAPSKPQIIDYSRNKNLGKSNRKGKNEFS----------------DPPCQMDAPKGKRAKKKKPTECKKQSSVIDEIMEQS   369
gi|189535810|ref|XP_685048.3| KPVKEQTKPKRKRQKK----IAEHEDKWQSSINNKKTTGRPQRAAALTKTYREPSDSDSQSSQTESENAPPPKKKAVVRPVTPQEIVSAHTTAQ--------------------------EKRRQKPSVDTTKQHEKNGRKTTETAFAEI   937
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gi|38373673|ref|NP_055073.2| RIRLPRKATKTKKNYKDLSNS--ESECEQEFSHSFKENIPVKEENIHSRMKTVKLPKKQQKVFCAETEKELSKQWKNSSLLKDAIRDNCLDLSPRSLSGSPSSIEVTRCIEKITEKDFTQDYDCITKSISPYPKTSS-LESLNSNSGVGG  1157
gi|114682866|ref|XP_514753.2| RIRLPRKATKTKKNYKDLSNS--ESECEQEFSHSFKENIPVKEENIHSRMKTVKLPKKQQKVFCAETEKELSKQCKNSSLLKDAIRDNCLDLSPRSLSGSPSSIEVTRCIEKITEKDFTQDYDCITKSISPYPKTSS-LESLNSNSGVGG  1157
gi|73992653|ref|XP_534470.2| RIRLPRRATKTKKNYKDLSNS--ESENEQEFSLSFKEKLLVKEENIHSRSKTMKLPKKQQNTFSAEKQKDIP-----SSLPKDAVRDNSLGLSPISLSGSPSSIEVMRCTEKIRERDFTQDFDGVTKSLSPSLKTS--PESSNSKYGVGG  1175
gi|109689713|ref|NP_796165.2| RTRLPRRATKTKKNYKDLSTSESESESEKECSYLFKDKLPTKEETIHSRAQTKKLPEKQQKVFNSEALKGQPSEEQKNSSRLREGREDSLCLSSASVSRSSSSVEVMRCTEKITERDFTQDYDYITKSLSPYPKAPS-PEFLNGNNSVVG  1136
gi|18543333|ref|NP_570091.1| RTRLPRRATKTKKNYKDLSTSGSESESEKEISYLFKDKLPTKEETVHSSAQTKKLPKKQQKVFNTEALKGQPSEEQKNSSTLRNGREDSLYLSSASVSGSSSSVEVMRCTEKITERDFTQDYDYITKSLSPYPKAAS-PEFLNRSNRVVG  1142
gi|118100648|ref|XP_417396.2| TRPKRPQRAVQPKNYKDPSSSESESEYS---ACTYKREKSKVQKCVNEKNKDGNHQKDLQNLVEPKTVATCVNKAFIKSKNSTEQKE-----IEMSSPESPESLETMRCAERISEECVTQDHTSSEGSPGLQKSTPEKNETSNFEKGISP   511
gi|189535810|ref|XP_685048.3| QQIQRNDKGKKVSSPERLKVNKTSWDRQKETWATRLSSTFASPPSIEKMRSIEKLATNLRSNTTPLRSLSISPIEADSPPLEPLIPLKAIQTSSLCKTPRSKSAVIPSPLSITPVSKTSRGSKKSLPAVQVELSPVHSVLSQSQPLSIKE  1087
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gi|38373673|ref|NP_055073.2| TIKSPKNNEKNFLCASESCSPIPRPLFLPRHTPTKSNTIVNRKKISSLVLTQETQNSNSYSDVSSYSSEERFMEIESPHINENYIQSK---------REESHLASSLSKSSEGREKTWFDMPCDATHVSGPTQHLSRKRIYIEDN-LSNS  1297
gi|114682866|ref|XP_514753.2| TIKSPKNNEKNFLCASESCSPIPRPLFLPRHTPTKSNTIVNRKKKSSLVLTQETQNCNSYSDVSSYSSEERFMEIESPHINENYIQSK---------REESHLASSLSKSSEGREKTWFDMPCDATHVSGPTQHLSRKRIYIEDN-LSNS  1297
gi|73992653|ref|XP_534470.2| PIKSPTNSDK-KLCARESCSLIPQSFLLGNRS-----------------------------------------------------------------------TSPLSMSSEGREQIWCDMPCDSTHVSDSIQHISCKRMYVEDN-LSSA  1252
gi|109689713|ref|NP_796165.2| RGQSPRISETSAMCVRKSYSPASGPPFSPRHTPTKNNSVVNMKKANSVINNQRTQHCNSYSDVSSNSSEKLYMEPESPESCDNHMQNK---------REGNHAASPLSLSSEKIEKMWFDMPSENTHVSGPSQRGSKRRMYLEDDELSNS  1277
gi|18543333|ref|NP_570091.1| HGKSPRISETSAVCVRKSCSPASGLPFSPRHT-TKNNSVMNIKNTNSVINNQRTQHCNSYSDVSSNSSEKLYMEPESPDSCENHVQSK---------REENHAASPFSLSSEKIEKIWFDMPNDNTHVSGPSQRGSKRRMYLEEDELSNP  1282
gi|118100648|ref|XP_417396.2| SNLCLQKKNTQNMYLNQSPEMSVKKLTFGNKSFSPVLTASYLLNLSSVTPHETYCEKNTEGSVSETHDADENLSFRHGFSDKISTEGKQQDITKPVIRNKGEELSPVSLSSESEVQSWNQEPCGPTHESGPTSHVFLKRKYQCDT-ESHS   660
gi|189535810|ref|XP_685048.3| TLNSPDLQEEQRAVKNKTSPASFERRSVNSLTISQTSHKSLSNMATALTELEKTPECQKGSKDERAEFKSGPSVIHTHIIPCHTDDDE---------DSEEDKENKAPSPSQLALKMKPRKLFVPTNKYWTPSKGRNSKPLMKDQSSSEE  1228
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gi|38373673|ref|NP_055073.2| NEVEMEEKGER----RANLLPKKLCKIEDADHHIHKMSESVSSLSTNDFSIPWETWQNEFAGIEMTYETYERLNSEFKRRNNIRHKMLSYFTTQSWKTAQQHLRTMNHQSQDSRIKKLDKFQFIIIEELENFEKDSQSLKDLEKEFVDFW  1443
gi|114682866|ref|XP_514753.2| NEVEMEEKGER----RANLLPKKLCKIEDADHHIHKMSESVSSLSTNDFSIPWETWRNEFAGIEMTYETYERLNSEFKRRNNIRHKMLSYFTTQSWKTAQQHLRTINHQSQDSRIKKLDKFQFIIIEELENFEKDSQSLKDLEKEFVDFW  1443
gi|73992653|ref|XP_534470.2| DEVELEKEEEG----RVCLIPKKRSKNEDSVHHTYEVSGSISPLSTNDFSIHGESWENELS-----EVMCESLNAEFRRKFHVRQKIMDYFTKQSWKTAQQHLNTMNQQIQEYRINKLEKFQFIIIEELENYEKDSQSLKDLEKEFVDFW  1393
gi|109689713|ref|NP_796165.2| NEAEVEEAEE-----REHLLSKKRCQWENSDQHTFKTS-----LSTPDFSVP-KDWQQELQG---AGMFYDNISSDYKRKTDSQHKIMDDFTTKTLKLTQQHLMAMTSQAQGRRDENVEKFQVTLLDELEKVEKDSQTLRDLEKELVDIE  1413
gi|18543333|ref|NP_570091.1| SEAEVQEAEE-----REHLVSKKLCQREHFDQHTSETS-----LSTPEFSVP-KDWQQELQG---AGMFYDNINSDYKRKTDTQHKIMDDFTTKTLKLTQQHLLAMACQARGHRDENIDKFQVTLLDELEKVEKDSQTLRDLEKEFVDIE  1418
gi|118100648|ref|XP_417396.2| DEVETSKEEEKKRSRRTKLQPRKLFKTDEAVTYRGYEN-----LSTVSVSDPAALDVDIWEPSCSTIDICQKLQKEYTKKIESRSRKMEHFAKQSLRAANQHLTTMNRQLLECRVKQLDRFHFVILQEIENFEKDSQSLNNMEKELLQ--   803
gi|189535810|ref|XP_685048.3| EEEDIVAENKR---RKKSYHRSLTNRTKEPTISTEEVETLSSCTRSSCRHVSVEADLDLTQPAQEMRFICHQFSSDLKSKIKNRGRMMDLYTSQSLKTLQQHMSSVHVKVHQYSSQRLEKVKQVLLSEIQNLEQDDVVLRGMEEELMAYW  1375
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gi|38373673|ref|NP_055073.2| EKIFQKFSAYQKSEQQRLHLLKTSLAKSVFCNTDS-----EETVFTSEMC-------------------LMKEDMKVLQDRLLK------DMLEEELLNVRR-----------------ELMSVFMSHERNANV--  1530
gi|114682866|ref|XP_514753.2| EKIFQMFSAYQKILLLRLHLLKTSLAKSVFCNTDN-----EETVFTSEMC-------------------LMKEDMKVLQDRLLK------DMLEEELLNVRR-----------------ELMSVFMSHERNANV--  1530
gi|73992653|ref|XP_534470.2| EKTFQKFSAYQKSEQQRPLLLSEGCVSGQSSSERSPVYLDSKTPFTFQMSSRPAAAILGKSTAGGDVNAIKSGDHRRLADPLSSGCVVFIQHFEDSTGNWQCPVTNSDGANLSAGCEAPSCWSQLFSHLSPPPVNN  1529
gi|109689713|ref|NP_796165.2| EKLVQKMRAYHRCERERFRVLKTSLDKSFLVYNSVY----EESVFTSEMC-------------------LMKANMKMLQDKLLK------EMHEEEVLNIRR-----------------GLQSLFKAHEGNDA---  1500
gi|18543333|ref|NP_570091.1| EKIVHKMRAFHQSERERFRALKTSLDKSLLVYNSVY----EENVLTSEMC-------------------LMKANMKMLQDKLLK------EMHEEELLNIRR-----------------GLESLFKDHEGNNA---  1505
gi|118100648|ref|XP_417396.2| ---------------------------------------------------------------------------------------------EEELINVRR-----------------GLQTLFLAEDGKF----   825
gi|189535810|ref|XP_685048.3| EKQTSAFHTYQEKRTRRLQKFKSTIQNDVCDSLKY-----EEQIFSLEMS-------------------SMKKNMKSVQERFFK------EMQDEDLTSVRR-----------------GLQAMFFPDASRF----  1460
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