
                                                                                                                                                           .                            
gi|145605417|ref|XP_364448.2| ---------------MSTPSGRR-TRSSQSATPSRNAARNAQAGPSNAAEDQEPASSVRGTPRGPRQSQLASSPMFYQ-SSPANGSRTQEPSSPLRQMTHSQSTARRSNATPSSPLRQQTDSQDDPERTPRASG-SGLIGESSPIRYESS   132
gi|32422589|ref|XP_331738.1| ---------------MSSPAKRRTTRSSQSATP--RTTRSSQAGPS------------SATPRQTRASQLASSPLFYEPSSPANG--AAPVSSPLRQMSNTQSTAHQGNA-PSSPLRQQTETQSDADRTPRANGRSQLIGDSSPIRYASS   118
gi|63054428|ref|NP_588004.2| ---------------MSSSQQSG--RANELRTP--------------------------GRANSSSREAVDSSPLFFPASSPGST-----------RLTTPRTTARTPLA--SSPLLFESSSPG--PNIPQSSR-SHLLSQRNDLFLDSS    91
gi|6325276|ref|NP_015344.1| ------------MSQQSSSPTKEDNNSSSPVVP----------------------------NPDSVPPQLSSPALFYS-SSSSQG--DIYGRNNSQNLSQGEGNIRAAIG--SSPLNFPSSSQRQNSDVFQSQGRQGRIRSSASASGRSR   105
gi|45187848|ref|NP_984071.1| ---------------MTSSPSR--------------------------------------------PQEASSPALFYNPSSSSQP--DTYER--------GQQNAGNMIG--SSPFHYPSSSQSQQN----TRSNRGGAFSSQGVP----    71
gi|50306041|ref|XP_452982.1| ---------------MSSPPAQ----------------------------------------------QPSSPNLFYDPSSSPAP--HGTQD--------SQASQDRGVG--SSPFHYPSSSSNATQETARAAPSSSGLRSN--------    69
gi|42569072|ref|NP_179236.3| ---------------MASDSSLG-------------------------------------------NTNDGPPSPGENVSSPIEN-----------TYSSPAALHRRRRGRSSTPTQFATPPPP-----------PSRLASSNS------    64
gi|17137242|ref|NP_477185.1| ------------------------------------------------------------------MSSPARSPS---VGGATPKQGARTPTRGIAS-QDVETPMRMGPGR-------AVRPSDNISLPPTSPGNISLPATSPARGLGAN    73
gi|58386786|ref|XP_315054.2| ------------------------------------------------------------------MSSPARSTRSRRGGDSSQENSQRTPMKQSTSNSETETPMRIGSSMPTNGASVAIESSDQVTVPTSPAVDQPVLQATSPYGRAAG    84
gi|33469919|ref|NP_005905.2| ------------------------------------------------------------------MSSPA-STPSRRGSRRGRATPAQTPRSEDARSSPSQRRRGEDSTS---TGELQPMPTSPGVDLQSPAAQDVLFSSPPQMHSSAI    80
gi|114620052|ref|XP_528129.2| ------------------------------------------------------------------MSSPA-STPSRRGSRRGRATPAQTPRSEDARSSPSQRRRGEDSTS---TGELQPMPTSPGVDLQSPAAQDVLFSSPPQMHSSAI    80
gi|31982197|ref|NP_032591.2| ------------------------------------------------------------------MSSPA-STPSRRSSRRGRVTPTQSLRSEESRSSPNRRRRGEDS-S---TGELLPMPTSPGADLQSPPAQNALFSSPPQMHSLAI    79
gi|34870013|ref|XP_344049.1| ------------------------------------------------------------------MSSPA-STPSRRSSRRGRVTPTQSLRSEESRSSPSGRRRGEDS-S---TGELLPMPTSPGADLQSPAAQNALFSSPPQMHSSAI    79
gi|73999288|ref|XP_535063.2| MKRLADCRMCRRGRRCRWRETSSAYPVRESEPAGAFREPRGRVCGEGASRRYAAGTRPVLGGTPSAMSSPA-STPSRRGSRRGRTTPAQTPRSEDARSSPHQRRRGDDSTS---TGELQPMPTSPGADLHSPAAHDALFSSPAQIQPSTI   146
gi|115495629|ref|NP_001068626.1| ------------------------------------------------------------------MSSPA-STPSRRGSRR---------------AAPAQPR--QDPLS---SGEPQPLPSSPGAEPR----------TPSRAPPAAV    53
gi|118086936|ref|XP_424376.2| ------------------------------------------------------------------MSSPA-STPSRRRGKRGRGSNPPTP--QDARSPPSQRRRPDDSAS---TGELQPLPTSP-PAEQSPRAPDALFSSPPQFRHSAI    77
gi|38707991|ref|NP_944595.1| ------------------------------------------------------------------MSSPS-SQSRKR--------DPPTPASEDPLSPPSQRSRAHDT-----STELQPMPTSP--------AQDASLFSSPMAPRSVL    62
gi|17508417|ref|NP_490962.1| -------------------------------------------------------------------------------------------------MPRSNDPAEPQSES----ADLFAEPSSQ---------HSSMRSGSEQVAGNMS    40
gi|124513100|ref|XP_001349906.1| -------------------------------------------------------------------MGTPRRRLGQQNNNNNSP-------------FALSSSNIFGSNNEIFGSNFMHTPMSSRRTKNSKSFLNSMLNESRYLNQSNA    70
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gi|145605417|ref|XP_364448.2| S-PGRAFNPLSDTLRSESSGIFVGS-RSGSARNRRGDINPDALLR-SSRPRRVVLDPSGNVVTEV-GSDAPSFRTVNPDTSEANALGGDSGGLIWGTTVSIDDTFASFKDFARNFTRKYRLWSDGMTE--AETSQRDDAESRPYMEAMET   276
gi|32422589|ref|XP_331738.1| SSPGRQLTQQSD-LRSESSQLFVSSQRSVAGRSRRGDINGDPLRTPAQIPRRIILDDAGRVIRDAPGSDANSFVTNNPNTSEADALGGQSQGLVWGTTISLDDSFSAFKDFLRNFTRKYRMWADGADE--AETIGHPDADSKPYWEALEN   265
gi|63054428|ref|NP_588004.2| SQRTPRSTRRGD----------IHSSVQMSTPSRRREVDPQ--RPGVSTPSSLLFS----------GSDALTFSQAHP----SSEVADDTVRVIWGTNVSIQESIASFRGFLRGFKKKYRPEYR------NELMPPPDAEQLVYIEALRN   209
gi|6325276|ref|NP_015344.1| YHSDLRSDRALPTS-----SSSLGRNGQNRVHMRRNDIHTS----DLSSPRRIVDFD----------TRSGVNTLDTSSSSAPPSEASEPLRIIWGTNVSIQECTTNFRNFLMSFKYKFRKILD--ER--EEFINNTTDEELYYIKQLNE   232
gi|45187848|ref|NP_984071.1| -----RSERSYAG------SSLPGTARTRLQHYGRSDIHAS----DLSSPRRMVNFN----------SPS------TLSSSDPPSENDEPMRIIWGTNVSIQEVACTFKNFLMTFKYKYRKIKD--EQ--ELFINETTDEELYYVNQLHQ   186
gi|50306041|ref|XP_452982.1| ---NLRSDLLNYSS-----SLSSSAREGRHSRSRRGEINAS----DLSSPRRIVTFN----------NLSSSDNGFSSSSRPASEAADQPLKIIWGTNVSIQECGNSFREFLMSFKLKYRKELD--DQ--EIFINETTDQELYYVNQLNQ   193
gi|42569072|ref|NP_179236.3| ---TPPTSRPSAAR-------SKGRNGHGGGGGGGGGGDPG---TPMSTDEPLPSSD----------------------DGEEDGGDDTTPTFVWGTNISVQDVKSAIEMFVKHFREARENSDD-------------LFREGKYMVSIRK   166
gi|17137242|ref|NP_477185.1| MSEIDLSSPLNYGT-----PSSMGSIRTPRSGIRGTPLRARPDIRTDKRIRQVAIGGG--------SGLEPIPEKGSETTDPVSESSQAPQLVVWGTNVVVSQCKSKFKSFIMRFIDPSAEQDEISEN--------IDVNQPLYLQKLEE   202
gi|58386786|ref|XP_315054.2| MSQIDISSPLNYGT-----PSSMGSIRTPRSGVRGTPMRQRPDLRVDKLPRQVNVGSSD-------AHLDPIQEESQASAGDIP--SSGPRLVVWGTNVVVTECMSKFKQFILRYIDPNAAQDELTEG--------INLNEPLYMQKLEE   212
gi|33469919|ref|NP_005905.2| PLDFDVSSPLTYGT-----PSSR-VEGTPRSGVRGTPVRQRPDLGSAQKGLQVDLQSDG-------AAAEDIVASEQ---------SLGQKLVIWGTDVNVAACKENFQRFLQRFIDPLA-KEEENVG--------IDITEPLYMQRLGE   199
gi|114620052|ref|XP_528129.2| PLDFDVSSPLTYGT-----PSSR-VEGTPRSGVRGTPVRQRPDLGSAQKGLQVDLQSDG-------AAAEDIVASEQ---------SLGQKLVIWGTDVNVAACKENFQRFLQRFIDPLA-KEEENVG--------IDITEPLYMQRLGE   199
gi|31982197|ref|NP_032591.2| PLDFDVSSPLTYGT-----PSSR-VEGTPRSGVRGTPVRQRPDLGSARKGLQVDLQSDG-------AAAEDIVPSEQ---------SLGQKLVIWGTDVNVATCKENFQRFLQCFTDPLA-KEEENVG--------IDITQPLYMQQLGE   198
gi|34870013|ref|XP_344049.1| PLEFDVSSPLTYGT-----PSSR-VEGTPRSGVRGTPMRQRPDLGSARKGLQVDLQSDG-------AAAEDTVASEQ---------SLGQKLVIWGTDVNVATCKEHFQRFLQCFTDPLA-KEEENVG--------IDITQPLYMQRLGE   198
gi|73999288|ref|XP_535063.2| PLDFDVSSPLTYGT-----PSSR-VDGTPRSGVRGTPVRQRPDLGSARKGLQVDLQTEV-------PATEDIVASEQ---------ALGQKLVIWGTDVNVATCKENFQRFLQHFIDPLA-KEEETIG--------IDITEPLYMQRLGE   265
gi|115495629|ref|NP_001068626.1| PLDLDMSSPLTYGT-----PSSR-VEGTPRSGVRGTPVRQRPDLGSARKGLQVDLHSDG-------PAAEDTVASEQ---------SLGQKLVIWGTDVNVATCKENFQRFLQRFIDPLA-KEEENVG--------IDITEPLYMQRLEE   172
gi|118086936|ref|XP_424376.2| PLDFDISSPLTYGT-----PSSR-VEGTPRSGVRGTPIRQRPDLGSARKARQVDLHSDG--------PAEDLVTAEQ---------SLGQRLVIWGTDVNVASCKEKFQKFLQRFIDPLA-KEDEDIG--------LDLNQPRYMQRLEE   195
gi|38707991|ref|NP_944595.1| QSEIDASSPLMYGT-----PSSR-VEGTPRSGIRGTPARQRADLGSVRKAPQVDMHSEP-------ASGDAAVAGDQ---------GAGQRLVIWGTDVNVGTCKEKFQRFLQQFTDPDS-REEENAG--------LDLNEPLYMQKLDE   181
gi|17508417|ref|NP_490962.1| PRSTSSASALQYGS-----EMGSVSQMSSASTLRRG--GPRGDLGIAAVDHRTVQIRG----------MEDEMAGDD----------GQPRLYVWGTRICVADVQRSFRDFLTTFKISQLAEDENMMTGHDEALHEIDVNHPYYMERLLE   163
gi|124513100|ref|XP_001349906.1| GSQFIKYGHTPLAIR--RIKCARADIGDVGREAFMEDVESGRLPHFIDSNLEQIKELFN-------QFFDEFNITNYSDVLDFTDEDRSISEYILLHRDNLKVYLAYYGWKMIKFIETGRQNECRLNN------TNYEDDDENNENSEGI   205
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gi|145605417|ref|XP_364448.2| MLLLGTSRLYVDLRDLKAYPRTIKLWHQIQAYPQELVPIMDQALTNMMEDLAQAEMVRQRSQSSAGARATPMAATPSSEPQYASSEFGG-PATPRPGAEPENDLEEQVAQTTYAIRPFGLEKTTNLRDLNPSDMDKLITVKGLVIRTTPV   425
gi|32422589|ref|XP_331738.1| MLLLGTNKLYLDLRDLKSYPRTLKLWHQAQHYPTEIIPVMDQCVHDCMMELAQKEMASQR--ASQNSRTAPGASQ-SSEPNFPSSERSEEPPTPRPAQTAAPTIEDQVSQMAYVVRPWGLDKITNLRDLNPSDMDKLVSIKGLVIRTTPV   412
gi|63054428|ref|NP_588004.2| MRIMGLEILNLDVQDLKHYPPTKKLYHQLYSYPQEIIPIMDQTIKDVMLDLLG--------------------------------------------TNPPEDVLNDIELKIYKIRPFNLEKCINMRDLNPGDIDKLISIKGLVLRCTPV   315
gi|6325276|ref|NP_015344.1| MRELGTSNLNLDARNLLAYKQTEDLYHQLLNYPQEVISIMDQTIKDCMVSLIVDNN--------------------------------------------LDYDLDEIETKFYKVRPYNVGSCKGMRELNPNDIDKLINLKGLVLRSTPV   338
gi|45187848|ref|NP_984071.1| MRQLGTCNLNLDVRNLISFPGTEKLYHQLLNYPQEVISIMDQAVKDCMVQLAVDIDG-----------------------------------------AEGNENLIEVESKIYKIRPYNLDSERGMRELNPNDIDKLVSIKGLVLRSTPV   295
gi|50306041|ref|XP_452982.1| MRQLGTSNLNLDIRNLLAYKHTEKLFHQILYYPQEIIAIMDQTVKDCMVSLALDNG--------------------------------------------LESYLNEIESKLFKVRPYNVETKKGMRELNPNDIDKLVSIKGLVLRSTPI   299
gi|42569072|ref|NP_179236.3| VIEIEGEWIDVDAFDVFDYDP--DLYNKMVRYPLEVLAIFDIVLMDIVS------------------------------------------------------TINRLFEKHVQVRIFNLRTSTSMRNLNPSDIEKMISLKGMIIRSSSI   260
gi|17137242|ref|NP_477185.1| IHTLEEPYLNLNCAHLKTFDQD--LYRQLICYPQEVIPGFDMAINEMFFER----------------------------------------------------YPAALLEHQIQVRPFNADKTRNMRSLNPEDMDQLISISGMVIRSSNV   298
gi|58386786|ref|XP_315054.2| IHTLEEPYLNFNCSHLKTFDET--LYRQLICYPQDVIPALDMAVNEMFFER----------------------------------------------------YPAAILEHQIQVRPFNADKTRNMRALNPEDIDQIITISGMVIRTSNI   308
gi|33469919|ref|NP_005905.2| INVIGEPFLNVNCEHIKSFDKN--LYRQLISYPQEVIPTFDMAVNEIFFDR----------------------------------------------------YPDSILEHQIQVRPFNALKTKNMRNLNPEDIDQLITISGMVIRTSQL   295
gi|114620052|ref|XP_528129.2| INVIGEPFLNVNCEHIKSFDKN--LYRQLVSYPQEVIPTFDMAVNEIFFDR----------------------------------------------------YPDSILEHQIQVRPFNALKTKNMRNLNPEDIDQLITISGMVIRTSQL   295
gi|31982197|ref|NP_032591.2| INITGEPFLNVNCEHIKSFSKN--LYRQLISYPQEVIPTFDMAVNEIFFDR----------------------------------------------------YPDSILEHQIQVRPFNALKTKSMRNLNPEDIDQLITISGMVIRTSQL   294
gi|34870013|ref|XP_344049.1| INITGEPFLNVNCEHIKSFGKN--LYRQLISYPQEVIPTFDMAVNEIFFDR----------------------------------------------------YPDSILEHQIQVRPFNALKTKSMRNLNPEDIDQLITISGMVIRTSQL   294
gi|73999288|ref|XP_535063.2| INVIGEPFLNVNCEHIQSFDKN--LYRQLICYPQEVIPTFDMAVNEIFFDR----------------------------------------------------YPDSILEHQIQVRPFNALKTKNMRNLNPDDIDQLIAISGMVIRTSQL   361
gi|115495629|ref|NP_001068626.1| INVTGEPFLNVNCEHIKSFDTN--LYRQLICYPQEVIPTFDMAVNEIFFDR----------------------------------------------------YPDSILEHQIQVRPFNALKTKNMRNLNPEDIDQLIAISGMVIRTSQL   268
gi|118086936|ref|XP_424376.2| INMVGEPFLNVNCDHLRAFDEN--LYRQLICYPQEVIPTFDMAANEIFFDR----------------------------------------------------YPDSILEHQIQVRPYNALKTRNMRSLNPEDIDQLITISGMVIRSSQL   291
gi|38707991|ref|NP_944595.1| ISVVGEPVLNVNCTHIQTFDAD--LYRQLICYPQEVIPTFDMSVNELFFDR----------------------------------------------------FPDSVLEHQIQVRPYSAIKTRNMRNLNPEDIDQLITISGMVIRTSQL   277
gi|17508417|ref|NP_490962.1| CNDAEVTHINLNLKHLNAFSEA--LYRKVIAYPADVIPYLDIVVNEVFAER----------------------------------------------------FNR-TLAQSIELRPFNAQKTRNMRGLNPNDVDQLITISGMVTRTSSL   258
gi|124513100|ref|XP_001349906.1| RNLEHIKSFEIDLTHIFFFNKK--LYKLIIEYPSDCISEIDKIISTKYNSLLALVLEG-----------------------------------DTRSSSSDKYPLSSTKQDYCRVRFFNKKHKDTPRKLGPNQIETLVCVKGVIIRCSNI   318
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gi|145605417|ref|XP_364448.2| IPDMRDAHFKCS-----------VCN-HSVTVTIDRGRIKEPTECPRQMCSAKNSMQIVHNRCAFADKQVIKLQETPDEVPAGQTPHSVSVCAYNELVDFCKAGDRVQLTGIFRVMPVRVNPRQRSVKSVHKTYVDVLHIQKVDNKRMGV   563
gi|32422589|ref|XP_331738.1| IPDMKDAFFKCS-----------VCG-HSITVQLDRGKIREPTECPRARCASKNSMQIIHNRCAFEDKQVIKLQETPDNVPAGQTPHSVSVCVYNELVDFCKAGDRVELTGIFKVTPVRVNPRMRTVKSVHKTYVDVVHVQKVDRKRMGS   550
gi|63054428|ref|NP_588004.2| IPDMKQAFFRCS-----------VCG-HCVTVEIDRGRIAEPIKCPREVCGATNAMQLIHNRSEFADKQVIKLQETPDVVPDGQTPHSVSLCVYDELVDSARAGDRIEVTGIFRCVPVRLNPRMRTVKSLFKTYVDVVHIKKQDKRRLGT   453
gi|6325276|ref|NP_015344.1| IPDMKVAFFKCN-----------VCD-HTMAVEIDRGVIQEPARCERIDCNEPNSMSLIHNRCSFADKQVIKLQETPDFVPDGQTPHSISLCVYDELVDSCRAGDRIEVTGTFRSIPIRANSRQRVLKSLYKTYVDVVHVKKVSDKRLDV   476
gi|45187848|ref|NP_984071.1| IPDMKLAFFKCS-----------VCD-HTTAVEIDRGIIQEPLRCPRVACNQRNSMSLIHNRCSFADKQVIKLQETPDLVPDGQTPHSVSLCIYDELVDSCRAGDRIEVTGIFRSIPIRANQRQRALKSLYKTYLDVVHVRKVSARRLDI   433
gi|50306041|ref|XP_452982.1| IPDMSVAFFKCN-----------VCN-HTVEVEIDRGIIQEPVRCPRVVCNSPNSMVLVHNRCTFQDRQVIKLQETPDLVPDGQTPHSVSLCVYDELVDSCRAGDRIEVSGIFRSIPIRSNPKQRALKSLYKTYIDVVHIQKVAKDRVGV   437
gi|42569072|ref|NP_179236.3| IPEIREAVFRCL-----------VCGYFSDPIIVDRGKISEPPTCLKQECMTKNSMTLVHNRCRFADKQIVRLQETPDEIPEGGTPHTVSLLLHDKLVDNGKPGDRIEVTGIYRAMTVRVGPAHRTVKSVFKTYIDCLHIKKASKLRMSA   399
gi|17137242|ref|NP_477185.1| IPEMREAFFSCN-----------ICS-FSTTVEVDRGRINQPTLCT--NCNTNHCFRLIHNRSEFTDKQLVKLQESPDDMAAGQTPHNVLLYAHNDLVDKVQPGDRVTVTGIYRATPLKTGGLSSSVKSVYKTHVDVVHFRKVDNKRLY-   433
gi|58386786|ref|XP_315054.2| VPEMRCAFFKCS-----------ICS-FSVVVELERGRIAEPTLCS--HCNTNHCFQLIHNRSQFADRQLIKLQESPDDMAAGQTPHNVLLMAHEDLVDKVQPGDRVTVTGIYKAMPIQENPRQSAMKSVYRTHIDVLHFRKVDEKRLY-   443
gi|33469919|ref|NP_005905.2| IPEMQEAFFQCQ-----------VCA-HTTRVEMDRGRIAEPSVCG--RCHTTHSMALIHNRSLFSDKQMIKLQESPEDMPAGQTPHTVILFAHNDLVDKVQPGDRVNVTGIYRAVPIRVNPRVSNVKSVYKTHIDVIHYRKTDAKRLHG   431
gi|114620052|ref|XP_528129.2| IPEMQEAFFQCQ-----------VCA-HTTRVEMDRGRIAEPSVCG--RCHTTHSMALIHNRSLFSDKQMIKLQESPEDMPAGQTPHTVILFAHNDLVDKVQPGDRVNVTGIYRAVPIRVNPRVSNVKSVYKTHIDVIHYRKTDAKRLHG   431
gi|31982197|ref|NP_032591.2| IPEMQEAFFQCQ-----------VSA-HTTRVEIDRGRIAEPCSCV--HCHTTHSMALIHNRSFFSDKQMIKLQESPEDMPAGQTPHTIVLFAHNDLVDKVQPGDRVNVTGIYRAVPIRVNPRVSNVKSVYKTHIDVIHYRKTDAKRLHG   430
gi|34870013|ref|XP_344049.1| IPEMQEAFFQCQ-----------VCA-HTTRVEMDRGRIAEPCTCV--HCHTTHSMALIHNRSLFSDKQMIKLQESPEDMPAGQTPHTVVLFAHNDLVDKVQPGDRVNVTGIYRAVPIRVNPRVSNVKSVYKTHIDVIHYRKTDAKRLHG   430
gi|73999288|ref|XP_535063.2| IPEMQEAFFQCQ-----------VCA-HTARVEIDRGRIAEPSVCE--HCHTTHSMALIHNRSVFSDKQMIKLQESPEDMPAGQTPHTVILFAHNDLVDKVQPGDRVNITGIYRAVPIRVSSRVSNVKSVYKTHIDVIHYRKTDAKRLHG   497
gi|115495629|ref|NP_001068626.1| IPEMQEAFFQCQ-----------VCA-HTARVEIDRGRIAEPCVCE--RCHTSHSMALIHNRSVFSDKQMIKLQESPEDMPAGQTPHTVVLFAHNDLVDKVQPGDRVHVTGIYRAVPIRINPRVSNVKSVYKTHIDVIHYRKTDSKRLHG   404
gi|118086936|ref|XP_424376.2| IPEMQEAFFKCQ-----------VCA-FTTRVEIDRGRIAEPSVCK--NCNTTHSMALIHNRSMFSDKQLIKLQESPEDMPAGQTPHTVALFAHNDLVDKVQPGDRINVTGIYRAVPIRINPRVSVVKSVYKTHIDVIHYRKTDSKRLHG   427
gi|38707991|ref|NP_944595.1| IPEMQEAFFRCQ-----------VCA-FNTRVEVDRGRIAEPAVCR--NCNTTHSMALVHNRSVFSDKQMIKLQESPEDMPAGQTPHTTVVYAHNDLVDKVQPGDRVNITGIYRAAPMRLNPRQSQVKSVYKTHIDAIHFRKTDEKRLHG   413
gi|17508417|ref|NP_490962.1| IPEMRSGYFQCA-----------VCA-FGIESEVDKGRIEEPVVCT--NCSNTHCFQLVHNRSVFLDKQVVKLQESPDDMPSGETPHTVSVYAHGSLVESVQPGDRITVTGIFRATGMKVNPKQRALASVYRTSIDALHFRKMDTSRLHQ   394
gi|124513100|ref|XP_001349906.1| IPEMTMAAFKCTSKKRIGVNNYEKCN-EEVYEHVIQGEVQEPVTCS--NCNNKNTFELWHNNCCFSSKQLIKLSEVTEHLKQGETPQSISIYAYDDLIDYTKPGDTVELTGILKASPVRLNPRSRCYNSVHRTYINVIHIKKENKQKMKL   465
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gi|145605417|ref|XP_364448.2| DPSTLDLAAEDDE-----VEAGEGDANMQETRKISPEEEEKIRETAQRDDIYELLARSLAPSIYEMDDVKKGILLQLFGGTNKSFQKGGSPKYRGDINVLLCGDPSTSKSQILQYVHKIAPRGIYTSGKGSSAVGLTAYVTRDPETRQLV   708
gi|32422589|ref|XP_331738.1| DPSTLDLAEEE--------EAHANGQSMDEVRKVSPDEEERIKETAARPDIYDLLSRSLAPSIYEMDDVKKGILLQLFGGTNKTFEKGGSPKYRGDINVLLCGDPSTSKSQLLSYVHRIAPRGVYTSGKGSSAVGLTAYVTRDPESRQLV   692
gi|63054428|ref|NP_588004.2| DPSTLESDIAE-----------DAALQIDEVRKISDEEVEKIQQVSKRDDIYDILSRSLAPSIYEMDDVKKGLLLQLFGGTNKSFHKGASPRYRGDINILMCGDPSTSKSQILKYVHKIAPRGVYTSGKGSSAVGLTAYITRDQDTKQLV   592
gi|6325276|ref|NP_015344.1| DTSTIEQELMQN---------KVDHNEVEEVRQITDQDLAKIREVAAREDLYSLLARSIAPSIYELEDVKKGILLQLFGGTNKTFTKGG--RYRGDINILLCGDPSTSKSQILQYVHKITPRGVYTSGKGSSAVGLTAYITRDVDTKQLV   615
gi|45187848|ref|NP_984071.1| DTSTVEQQILQN---------QMDN--VEELRKVTDEDIAKINAVAARPDVYEVLARSIAPSIYELDDIKKGILLQLFGGTNKTFTKGG--RYRGDINILLCGDPSTSKSQILQYVHKIAPRGVYTSGKGSSAVGLTAYITRDADTKQSV   570
gi|50306041|ref|XP_452982.1| DTSTVEQQLLQN---------QIDN--VEEIRTLSSEDIRRIKETARRSDVYDVLSRSIAPSIYELDDVKKGILLQLFGGANKTFKKGG--RYRGDINILLCGDPSTSKSQILQYVHKIAPRGVYTSGKGSSAVGLTAYVTRDVDTKQLV   574
gi|42569072|ref|NP_179236.3| EDPMDVDNSLRR---------------VDEDVELDEEKLRKFQELSKQPDIYERLSRSLAPNIWELDDVKKGLLCQLFGGNALNLASGAN--FRGDINILLVGDPGTSKSQLLQYIHKLSPRGIYTSGRGSSAVGLTAYVAKDPETGETV   532
gi|17137242|ref|NP_477185.1| EDEEGKD------------------------HIFPPERVELLQLLAKKPDIYDRLARAIAPSIYENDDIKKGILLQLFGGTKKKHATLGRQNFRSEIHLLLCGDPGTSKSQMLQYVFNLVPRSQYTSGRGSSAVGLTAYVTKDPETRQLV   559
gi|58386786|ref|XP_315054.2| EEEEGKD------------------------HMFPPERIELLKKIAEKPDVYDRLVRCIAPSIYENTDIKKGILLQMFGGSKKKQATSGRQKFRAEIHILMCGDPGTSKSQLLQYVYNLVPRTQYTSGRGSSAVGLTAYVTKDAETRQLV   569
gi|33469919|ref|NP_005905.2| LDEEAEQ------------------------KLFSEKRVELLKELSRKPDIYERLASALAPSIYEHEDIKKGILLQLFGGTRKDFSHTGRGKFRAEINILLCGDPGTSKSQLLQYVYNLVPRGQYTSGKGSSAVGLTAYVMKDPETRQLV   557
gi|114620052|ref|XP_528129.2| LDEEAEQ------------------------KLFSEKRVELLKELSRKPDIYERLASALAPSIYEHEDIKKGILLQLFGGTRKDFSHTGRGKFRAEINILLCGDPGTSKSQLLQYVYNLVPRGQYTSGKGSSAVGLTAYVMKDPETRQLV   557
gi|31982197|ref|NP_032591.2| LDEEAEQ------------------------KLFSEKRVKLLKELSRKPDIYERLASALAPSIYEHEDIKKGILLQLFGGTRKDFSHTGRGKFRAEINILLCGDPGTSKSQLLQYVYNLVPRGQYTSGKGSSAVGLTAYVMKDPETRQLV   556
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