USP25

Homo sapiens:

>Q9UHP3 [Homo sapiens]
MTVEQNVLQQSAAQKHOQTFLNQLREITGINDTQILQOALKDSNGNLELAVAFLTAKNAK
TPQQEETTYYQTALPGNDRYISVGSQADTNVIDLTGDDKDDLQRATIALSLAESNRAFRET
GITDEEQAISRVLEASIAENKACLKRTPTEVWRDSRNPYDRKRQDKAPVGLKNVGNTCWE
SAVIQSLFNLLEFRRLVLNYKPPSNAQDLPRNQKEHRNLPFMRELRYLFALLVGTKRKYV
DPSRAVEILKDAFKSNDSQQQDVSEFTHKLLDWLEDAFQMKAEEETDEEKPKNPMVELEY
GRFLAVGVLEGKKFENTEMFGQYPLQVNGFKDLHECLEAAMIEGEIESLHSENSGKSGQE
HWFTELPPVLTFELSRFEFNQALGRPEKIHNKLEFPQVLYLDRYMHRNREITRIKREEIK
RLKDYLTVLQORLERYLSYGSGPKRFPLVDVLQYALEFASSKPVCTSPVDDIDASSPPSG
SIPSQTLPSTTEQQGALSSELPSTSPSSVAAISSRSVIHKPFTQSRIPPDLPMHPAPRHT
TEEELSVLESCLHRWRTEIENDTRDLQESISRIHRTIELMYSDKSMIQVPYRLHAVLVHE
GQANAGHYWAY IFDHRESRWMKYNDIAVTKSSWEELVRDSFGGYRNASAYCLMY INDKAQ
FLIQEEFNKETGQPLVGIETLPPDLRDFVEEDNQRFEKELEEWDAQLAQKALQEKLLASQ
KLRESETSVTTAQAAGDPEYLEQPSRSDFSKHLKEETIQI ITKASHEHEDKSPETVLQSA
IKLEYARLVKLAQEDTPPETDYRLHHVVVYFIQNQAPKKITEKTLLEQFGDRNLSFDERC
HNIMKVAQAKLEMIKPEEVNLEEYEEWHODYRKFRETTMYLIIGLENFQRESYIDSLLFL
ICAYQNNKELLSKGLYRGHDEELISHYRRECLLKLNEQAAELFESGEDREVNNGLIIMNE
FIVPFLPLLLVDEMEEKDILAVEDMRNRWCSYLGQEMEPHLQEKLTDFLPKLLDCSMEIK
SFHEPPKLPSYSTHELCERFARIMLSLS|

Pongo abelii:

>XP_024095245.1 ubiquitin carboxyl-terminal hydrolase 25 isoform X3 [Pongo abelii]
MTVEQNVLQQSARQKHQQTFLNQLRETITGINDTQTLQQALKDSNGNLELAVAFLTAKNAKTPQQEETTYY
QTALPGNDRYISVGSQADTNVIDLTGDDKDDLQRAIALSLAESNRAFRETGITDEEQAISRVLEASTIAEN
KACLKRTPAEVWRDSRNPYDRKRQDKAPVGLKNVGNTCWFSAVIQSLFNLLEFRRLVLNYKPPSNAQDLP
RNQKEHRNLPFMRELRYLFALLVGTKRKYVDPSRAVEILKDAFKSNDSQQQODVSEFTHKLLDWLEDAFQM
KAEEETDEEKPKNPMVELFYGRFLAVGVLEGKKFENTEMFGQYPLQVNGFKDLHECLEAAMIEGEIESLH
SENSGKSGQEHWFTELPPVLTFELSRFEFNQALGRPEKIHNKLEFPQVLYLDRYMHRNREITRIKREEIK
RLKDYLTVLQQRLERYLSYGSGPKRFPLVDVLQYALEFASSKPVCTSPVDDIDASSPPSGSIPSQTLPST
TEQQGAPSSELPSTSPSSVAAISSRSVIHKPFTQSRIPPDLPMHPAPRHITEEELSVLESCLHRWRTEIE
NDTRDLQESISRIHRTIELMYSDKSMIQVPYRLHAVLVHEGOANAGHYWAYIFDHRESRWMKYNDIAVTK
SSWEELVRDSFGGYRNASAYCLMY INDKAQFLIQEEFNKETGQPLVGIETLPPDLRDFVEEDNQRFEKEL
EEWDAQLAQKALQEKLLASQKLRESETSVTT. GDPEYLEQPSRSDFSKHLKEETIRIITKASHEHED
KSPETVLQOSAIKLEYARLVKLAQEDTPPETDYRLHHVVVYFIQONQAPKKIIEKTLLEQFGDRNLSFDERC
HNIMKVAQSKLEMIKPEEVNLEEYEEWHQDYRKFRETTMYLIIGLENFQRESYIDSLLFLICAYQNNKGL
LSKGLYRGHDEELISHYRRECLLKLNEQAAELFESGEDREVNNGLIIMNEFIVPFLPLLLVDEMEEKDIL
AVEDMRNRWCSYLGQEMEPHLQEKLTDFLPKLLDCSMEIKSFHEPPKLPSYSTHELCERFARIMLSLS.

Mus musculus:

>NP_038946.2 ubiquitin carboxyl-terminal hydrolase 25 [Mus musculus]

MTVEQNVLQOSAAQKHQOTFLNQLREITGINDAQILQQALKDSNGNLELAVAFLTAKNAKTPPQEETGYY
QTALPGNDRYISVGSQADANVIDLTGDDKDDLQRAIALSLAESNRAFRETGITDEEQAISRVLEASTIAEN
KACLKRTPIEVWRDSRNPYDRKRQEKAPVGLKNVGNTCWFSAVIQSLFNLLEFRRLVLNYKPPSNAQDLP
RNQKEHRNLPFMRELRYLFALLVGTKRKYVDPSRAVEILKDAFKSNDSQQQDVSEFTHKLLDWLEDAFQM
KAEEETDEEKPKNPMVELFYGRFLAMGVLEGKKFENTEMFGQYPLQVNGFKDLHECLEAAMIEGEIESLH
SDNSGKSGQEHWFTELPPVLTFELSRFEFNQALGRPEKIHNKLEFPQVLYLDRYMHRNREITRIKREEIK
RLKDYLTVLQQRLERYLSYGSGPKRFPLVDVLQYALEFASSKPVCTSPVDDIDASSSASGPLPSQSLPST
TEQQGPCASDLPGSSSPASGAALPLRSVIHKPFTQSRIPPDLPMHPAPRHITEEELCVLESCLHRWRTET
ENDTRDLQESISRIHRTIELMYSDKSMIQVPYRLHAVLVHEGQANAGHYWAY IFDHRESRWMKYNDIAVT
KSSWEELVRDSFGGYRNASAYCLMY IDDKAQFLIQEEFNKETGQALVGMETLPPDLRDEVEEDNQRFEKE
LEEWDTQLAQRSLQEKLLAAPKLREAE. TTAQAGGADYLEQPSRSDLSKHWKEETLRVIAKASHDLED
KGPETVLQSAIKLEYSRLVKLAQEDTPPETDYRLHHVLVYFIQNQAPKKIIEKTLLEQFGDRNLSFDERC
HNIMKVAQAKLEMIKPEEVNLEEYEEWHADYKKFRETTMYLITGLENFQRESYIDSLLFLLCAYQNNKEL
LSKGPYRGHDGELISHYRRECLLKLNEQAAELFESGEDGDVNNGLIIMNEFIVPFLPLLLVDDMEEKDIL
AVEDMRNRWCSYLGQEMEANLQEKLTDFLPKLLDCSTEIKGFHEPPKLPSYSAHELCERFARIMLSLS.

Gallus gallus:

>XP_040518387.1 ubiquitin carboxyl-terminal hydrolase 25 isoform X5 [Gallus gallus]
MTVEQNVLQPGGAAKHQOTFLNQLREITGINDIQVLQQALKDSNGNLELAVAFLTAKNAKVPQQEEATYY
QTALPGNDRYISVGSQADTNVIDLTGDDKDDLQRAIALSLEESNRAFRETGITDEEQATISRVLEASTIAEN
KASLKRTHPEVWSDSPNPYDRKRQDNCPVGLKNVGNTCWFSAVIQSLFNLLEFRRLVLNFSPPANAQDLP
RNQKEHRNLPFMRELRYLFALLVGSKRKYVDPSRAVEILKDAFKSNDSQQQDVSEFTHKLLDWLEDAFQI
KAEEERDGEKPKNPMVELFYGRFLAVGVLEGKKFENTEMFGQYPLQVNGFKDLHECLEARMIEGEIESLH
SENSAKSGQEHWFTELPPVLTFELSRFEFNQALGRPEKIHNKLEFPPILYLDRYMHKNRELTRIKRDEIK
RLKEYLTVLQQRLERYLSYGSGPKRFPLVDVLQYALEFASSKPVCTSPVDDLGASAPSSGTLPAQTSPST
IEQQGPSSSDVPSTSPVQRSVIHKPFTQSRIPPDLPMHPAPRHITEEELSVLEGCLHRWRTEVENDTRDL
QESISRIHRTIELMYFDKTMIQVPYRLHAVLVHEGQANAGHYWAY IYDHHONRWMKYNDISVTKSTWEEL
ERDSFGGYRNASAYCLMYINDKEQYLIEEEFNKETGQILVGMDTLPSDLRDYVKEDNKRFEKELEEWDAE
LAQKAQQEKLLSQIPRAPAPSPAPVQAGEPEYLEQPSRTDLSKHLKEDSVQAINKALAEQEDRGPEAIMD
TAIKLEYTRLLKLAQEDPPPECDYRLRHAIVYFIQNQAPKKITIERTLLEQFGDHNLSFDERCRNIMKVAQ
AKLEMIKPDEVNMEEYERWHQDYRNFRETTMFLMVGLEFFQKKSYMEALLYLIYAYQNNKELLSKGPYRG
HDEELISHYRRECLLKLNEH LFESGDDQEVNNGLIIMNELIVPCLPLLLVDEMEEKDIVAVEDMRNR
WCSYLGQEMEPNLQEKLTDFLPKLLDCSTEIKGFNDPPKLPSYSTHELCERYARIMLSLS)

Xenopus laevis:

>0CT93923.1 hypothetical protein XELAEV_18011587mg [Xenopus laevis]
MTVEQNVLQONSQKHQQTFLNQLREITGINDLQVLOQALKDSNGNLELAVAFLTAKNAKLPQPEEATYYQ
TALPNNDRYISVGSQADTNVIDLTVDDKDDLQRAIALSLEESNRTFRETGITDEEQATISRVLEASTIAENK
ACLKRTHTEVWSDSPNPYDRKRQENCPVGLKNVGNTCWFSAVIQSLENLLEFRRLVLNYNPPSSAQDVPR
NQKEHRNLPFMRELRYLFSLMVSSKRKYVDPSRAVEILKDAFKSNDSQQQDVSEFTHKLLDWLEDAFQIK
AEEERDGEKPKNPMVELFYGRFLAVGVHEGKKFENTEMFGQYPLQVNGFKDLHECLEAAMIEGEIESLHS
ENSGKSGQEHWFTELPPVLTFELSRFEFNQALGRPEKIHNKLEFPPCLYMDRYMHKNREITRLKRDEIKR
LKDHLTVLQORLERYLSYGSGPKRFPLADVLQYALEFASSKPVCTSPVEDIDVSAPPSGCVATQTMQSTT
EHQGSSSASETQLPTQRSVIHKPFTQSRIPPDLPMHPAPRNITDEELSVLEGCLHRWRTEVETDTRDLQD
SIGRIHRTIELMYSDKQMNQVPYKLHAVLVHEGQANAGHYWAY IFDHHEQRWMKYNDISVTKSSWEELER
DSFGGYRNASAYCLMY INDEEKCLMQEEYDKETGQVLKGMDILPLDLREY IKEDNRRFEKELEAWDKEQL
RKAEQEKMILAQKALKQAPLVVAAPPNEPEYMEQPARADAPNETSEETTNVITQAATESEDKGPEAVLOM
AIKTEYARLVKLAQEDPLPEIDYRLQHAIIYFIQSQAPKKIIERTLLEQFADRNLSFDERCRNIMKVAQA
KLEMIKPDEVNMEEYRKWHKDYRMFRETTMY ILIGLELFQNKSYVEALLYLIYGYQYNKELLSKGLYRGH
DEQLISHYRRECFLKLNEQAAAMFESGDMDEVNNGLASMNELIVPCLPLLLVDDMEEKDIVAVEDMRNRW
CSYLGQEMEPNLQEKLTDFLPKLLDCSTEIKGLNDPPKLPNFSTHELCERFARIMLSLS]



Salmo salar:

>XP_013993323.1 PREDICTED: ubiquitin carboxyl-terminal hydrolase 25-like isoform X9 [Salmo salar]
MTVEQNVLQQHSQKHQQTLLNQLREVTGTTDVQLLOQALQVSNGDLAEAVAFLTEKNAKVPQODEAAYYQ
TTQVGNDRYISVGSQADTNVIDLTGDDKDDLQRATIALSLEESSRAFRETGITDEEQAISRVLEASIAENK
ASLKRTHTEVWSDSPNPHDRKRMENCPVGLKNVGNTCWESAVIQSLENLLEFOQRLVLHYSPPARVQDLPR
NQKEHRNLPFMQELRNLFSLMVGSKRKYVDPSRAVEILKDAFKSSESQQQDVSEFTHKLLDWLEDAFQMK
AEEDREGEKPKNPMVELFYGRFQAVGVLEGKKFENTEMFGQY PLOVNGFKDLHECLEAAMIEGEIESLHS
SAENSAKSGOEHWFTELPPVLTFELSRFEFNQALGRPEKIHNKLEFPSMLYMDRYMDRNREITRIKREEI
RRLKEQLTLLQQRLERYLSYGSGPKRFPLADVLQYAMEFASSKPVCTSPLEDIDTSAPPGGTTGQLLPAL
STAEQGPSCTLPEGLAAAPTQAPSTQORVPIHKPFTHSRLPPDLPMHPAPRHITEEELRVLEGCLHRWRS
EVENDTHDLQGSISRIHRTIELMYSDKSMMQVPFRLHAVLVHEGQANAGHYWAY IYDPHQQRWMKYNDIS
VTKSSWEELVRDSFGGYRNASAYCLMY INDKKPFLIEEEFDKETGQMLSGLDKLPSDLKAYVKEDNGLED
KEMEEWDKLQARKAQQEKLALAAAAAATAETTTSHQPMSTEPSPPDSWGPQODPEYMEQPSPTDDSKHLQ
EDTERAISK. EQQEERSPEGLLTAAIKVEYTRLLRFAQEDTAPENDYRLOHVIVYFIHNQAPKKILER
TLLMQFADRNLSFDERCKSIMKVARAKLDLVKPEEVNMEEYEMWHQDYRNFRETTIFLMIGLELFQKKCF
VEALMYLIYSYQYNRELLVKGLYRGHNDELIGHYRRECLLKLNENAARMFESGEEPEVCNGLSIMNELVV
PCIPLLLVHDTEKDLLAVEDMRNRWCSYLGQEMEPNLQEKLTDFLPKLLDCSTEIKSFHDPPKLPTYSTL
ELVERYGRVMASLC|

Petromyzon marinus:

>XP_032826770.1 ubiquitin carboxyl-terminal hydrolase 25-like isoform X3 [Petromyzon marinus
MADRSQWTVMTVEHRETAGI PSRNNQI I LNQLREITGNSDVIALOQALQAAQGDVSQAVALLTETPNONA
GCALSSSQSHRSLPNQSQNSTGVIDLTGDDKDDLORAIALSLOETSERAVRADLTTEEQDI SRVLEESLA
EASGPGGVKRKRDS PCACSCPREGDGASGGGAAEGEVAVSAVRAPGAPVGLKNVGNTCWFSAVVQSLFHL
PGFRRLILGFTLPDSRLONPQSENERVGLCFMRELRVLFALMVGSVRGFVDPSPAVHILKGAFRGADTQQ
DVSEFTHKLLDWLEDAFRISAEESRDDSLKTVNPMVDLEYGRARSIGTNQGKRFAVLEGFGPLPVRVSGF
HDLHECLEHATMAGDIEQQQQQPPACASSGQELWFSELPPVLTLELSRFRFNTEVGRPEKIHSRLEFPDT
IYMDRYMESNKEVTRIKRDEIRRLSEQQSHLQOTLARYQSYGSGPQRY PLVDILSCALQFASTPPATVLL
PPTSLVNHKGPSSAAKPPCTLSTNHVTTSPTVSSSQVVSTNNIALFPIVESTPIPSTNHVVSSSAASPIP
VLTTNHSDLSSTVPPTPMQSTNRVVLSPTSLPIPVPLTNHVAPSCATTSTPTTS INHTAPSPAVLPTHIA
STNHVAPPTVVKSPADRALLVDDTGPVLINGVAELGVALPPSDESSKQPKAEALDINGDLSESESTAAPG
CVVADGEVHOLRQOPQPPSARAAVACSAPEPHHTQERHGARARQEVPAQQKSGEONRTGDPPPPGTEQRT
ADSQQASVLQOGSLOQEAMQVDTLOENVQQGEEEGSQQKDI TOQQQELAQGESNQOTETQQRFDLOSEAN
QVSLLQDMQQOQHRGNVQQEHVQQGNPQOGNFQQENSEQCKEQQEGS TQQCDVQRVQAVEARQEGGRLEW
HGCPAPQAVTALELELVRAVLSRWNSQVORELQDLODSICRIKRTIDLMYTDKTFRQLPYRLHAVLVHDG
OAMAGHYWAYVREHARLPAAAAASSSSSSSGNSASSNSNSVGASDESSGSDSCWRKFNDVRVSRASWAEL
VRDSYGGGARSASAYCLVYVNARAHDFTSELAGEAVGDLSSLSPALRDLVAKDNHRFLSEMAMRGNGPER
PAEPDADAREPGORAEPREHEQEERRHEHGGEQAPARAAPP, REGE REQERADKHSQ
TNSLEQEAEPTRERVDGRARAGEREETRVHEGRAPDVASTSETQRQGSEADGSASLPGREGTSAPSPSPS
GTEEYMKVGPDTPTEKPRVERVVEVSTPDVGTIVVOAEEHGYNDEVMLTPAMOGVLMAVARARLVREAQG
PEATLIEAFRVEYARLRTLAQESYPDASSPASPPLAPAGASGAAATAWRGREERLEHVVIYLFQNEAPNR
VVERALLEQFADRNLSYDEQLIKIMKVAQAKLQOEISPEDMDPAEYQKWHOEYELFRQVCVYLVMGIEKYQ
EGRYTEALPCLMHAHAVNEELLARGORRGVRRDVLARYRRVCVRRVNEACALTFGTGDVAQATRSLAVMT
ELVLPAMALLAPLGSSCEGGDAGDEAAVARESDLCAVELMRDRWCSYLGRDDMASELQELLTDFLPRLLD
YQPEPAPPTQLTPPPLQGPPPPPPPPSEPRKCESSGENWRGLRAPPRLKAYSPHTLAEKMAEVLRVNRPR
EA

Branchiostoma belcheri:

>XP_019624636.1 PREDICTED: ubiquitin carboxyl-terminal hydrolase 25-like [Branchiostoma belcheri]
MSEPLDHAYQAGKGDLAEVVSILTNQNVSLVTNRNDEVVQVQVQVRNAQRPSGQAGRPDGRANTQEPAGV
IDLTADTEDKDQEDLQRAIALSLQEAQTANTANRPQGECRPKRRKSSVSWDNVQETPREPGWPVGLKNVG
NTCWFSAVIQSLFHLPVFRDLVLGFRFFPKDWPANSRESLVLHFMQELRCLFARMQGSNRKY IDPTCVVK
SLRELIPFRAGETQQODVSEFTHKLLDLLEEAFIIVORRQSTQPGSSASANTSENGGDKKSNPMLDLFYGR
IQAEGMHAGKMFTNQQTVGQYTLQVNGFKDLHESLEGATAQGEIETGHEEGATKSGLEHWFTHLPPVLTF
ELSRFEFNQKLGKAEKIHHKLEFPKFLYMDRYLVKNKELTRLKREEMKSMKEEMDTLQAKLDSFLNYGSG
YKRLPLPDILKYTLEFAEKSTVQVTDGQVQRSNGSGSSKAANGNGHNGSEKKTTDEEDGSSDDFEVISAV
HSADSLACLSKKTLDAVATKKAAPVPTSEEMAIPSKVHIPCPHHVTKEELAVLQTCLRRWRHEAEKEVKG
LODRILYLQAKIENLYEDNSLKQVPYQLHAVLVHEGQASAGHYWAYVRDHTONRWLKFNDVTVTGMSWGE
LLRESEGGYHHASAYCLMYIDITRKDLVEVKLQWSQYDELKLMVLAENERFIAQQRDLESKQRRTMVVRE
EDPPANHGRGQGTTSESSSGEVADQPIQGQEHRVDVQRKQPPQVKPKPVTTETQQGVRLGRTSQQSTPLD
HSGHVLQATMKTILEVSNIQEQQGPEKALIKAVNIEYHRLRSLVEKGISRQYDPRLEHCVVYLILNGAAR
VIVERTLVEQFADRGLSGDSKSIEIMKVAQSKLKIMQLSEENLKAYEKWHADYGLFQKTVMFLLRGIEFF
HQERFPEALTYLVHAWTYNQQOLLGEGKNYIMAADSSLITHYRTQCLKSLSEQACSLFESGDTESVDEGLQ
LMVELVVPCMALLQELGGTDSDQATIAEEIRSNWCDYLGQDLPDWCQEKLQDFLPQLLDCSGDLQQLRTPP
AVWPSQHLAEWFSTVMQAVVLAEPDTVD

Drosophila melanogaster:

No homolog found.

Hydra wvulgaris:

No homolog found.

Nematostella vectensis:

>XP_032229076.1 ubiquitin carboxyl-terminal hydrolase 25 [Nematostella vectensis]
MTVEYPSSMKKVTQENEATHQVCEITGVSIEEAQNAFAAGNYNVDEAISILTQSNLKSSTTHHVVKKTPV
EQEEVIDLTKDKDDRDDDLEKAIALSLQESQAGQPQGITAEEQDISRVLEASLIENKPGQKRKRGDPWMM
FVDPVNPYDRKRVEGTPVGFKNVGNTCWFSAVIQALFHLPVFRKLVLGYQPPAANEQKDAHQLLFMLELR
KLFALLVASKRKYVDPIKAIEILKEALQYNGSDSNPGNQQDVSEFTHKLLEWLEDTFNTESKEEEKSQAN
SSSSNPVVELFFGQSKVDGVYEGNRFSNIETFGACPLQVQGY SNLHDSLEGGMAAREIEPANHGDTONSG
QEHWFTRLPLVLTFMLSRFLFNQSIGRAEKIHEKFLFDKCIYMDRYMERNKELSRRRREEVKTLKERHQL
LKSSLDRYTNYGSGAKRSPIQDILDSALNFVRSTPPSDSTDVEMHTPIPGSPVTEGTTSAGPSTLSDTRT
PSLHPAPRYVTESELETIATSLRRWRTEVEQDVLDISTSLKEVEEAISVMYNDEEMKTIPYRLYAVLVHE
GQANGGHYWAY INDPLDRRWRKENDITVSEVTWEEVERESLGGYRNVSAYCLLYCDARREEVIRAGNTPE
VLSAELQOMVNEDNASFEQELRDWDEKQAKAAKEAKSQALVVARPDLVLDAEASCAVSPRAHSPAAARSE
SVLTANLGVLPSLVDSSGKKLTIDEAITQWCNNEKTRLDKLAREYPPEYPGDVRLEHLGIYLMRCSAPDF
TVECAILESVIDEVKAKDQSLMPYRKRVQEFLEREKGTDRAADYKRWKEMYMTFKLINSCFLTGLEHFHS
QKYKESLPYLVHAYELNRKLSDPTNNARSMDQRLLAHCRRVCFLKLNELAISLFESDDYKTLCEGLDLVS
EQVVPCIPQLVTSPYAEDREAVEHMRNNWFTYLGGTVDEKRQEKLQDFLPKLLDGSTDGNFEEMRPPPVM
RPTNSKDLCERFTRAMEIVHANMPFAAKA

Amphimedon queenslandica:

>XP_019852971.1 PREDICTED: ubiquitin carboxyl-terminal hydrolase 25-like isoform X2 [Amphimedon queenslandical]
MTSTKAEVMSDKAKQDIMOLQEIFGITSTEAENSYQYYKNSLSDAVVGLSSLOENGRVSLEEATAKSPHS
SESTSGDTSQGLVATCANNPMAAPAGGGGGMADSDQPTGSTNTNPIDLTQESQDDDLQKALALSLODMQH
QGGGISLEDQELSKALEASTIADTHTEYGPVSRFVDPLNPHERKKIEGFPLGLKNIGNTCWFSAVIQSLEN
IPAFRDSILHFNFKTSDQTEEDLPHCVLEVLELQKLFALLLESHQRY IDPKQATIDLLNASFQTLGGNHMQ
QDVSEFKHKLLEWIEDAFNYQDKTKNNPIIELFTGECVTEGKINETSFVNRSQFGAFPVQIEGHAHLHDS



LEAATVNTEMEQETWFTHLPPVLVLELSRFKYNQLTGQAEKIHDSLSFDKTLYLDRYLHSNASQTRLLRK
EMGLLRQKMRKIEETLKSSRLEGVLGAEGASPNVQEEGRPSPRSGSKEEVEFVRKWLEQWRSEMDTEISE
LKSSLSATRESLDAVYSDPSMNRTSYHLHSVLVHQGQASRGHYWAYVRKKKTKKRKATREMGIQASYLDD
EQTEEEGVDKSSSEEKREEGEGHEDMEVTTTGGDTDVETFSSPLSSCEPSSGPASVAPPEVKREEGSKED
EEEIWLKYNDVSVTTVDWEEVKRESFGGRGGESACNSNGPGTNTSAYCLLYVNSEAAKTWREEVHLLSLG
LORYIAYHNLAFERELKAYDLKVQLQOLKTSSEGKELIKPAKAVRFEYPKGEEDPGASTNGGHDMMALAS
DAKRARAGSPSNLEDMQIDLDNLPPVDPALLNQLSMRLSDKLOMFIQDVPGTIIESRLLTDFHYAHACQT
SEKVRQAILYEHVIQDLKRENDLNMSLIARKYFVEICKDPQIYQELQDVRLLYSRFCSCCYHFIQSVNEA
KRNSWCLSLAHIINCFYLNSSISAQAGDKYSLDOQLLGRFRCKALLMVSEIGTVAFTSGEVSSSIVIGND
YIVPGLKAFSLHPFPGDDSILEKVREEWCQCLDQSSLTEDDSDKLADLLMKIVEDYSKAPNIKIPQAPSN
FDTQRLAAQYTTAYKTLTSEILL
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