}J];l iprotKB Entry name organism full oglcnacscore oglcnac p'h osphorylation PMIDS |sequence intracellular extracellular cytosol nucleus mitochndrion en(!oplasmlc golgi plasma extl:acellular
name sites sites reticulum apparatus membrane [region
E9QMD3 |[E9QMD3 MOUSE Mus Zinc 38.223321 NaN NaN 40997131 |MEGCDSPVVSGKDNGCGIPQHRQW [NaN NaN NaN [NaN NaN NaN NaN NaN None
musculus [finger TELNSAHLPDKPSSMEQPTGESHGP
homeobox LDSLRAPFNERLADSSTSAGPPAEPA
protein 3 SKEVSCNECSASFSSLQTYMEHHCP

GTHPPPALREESASDTSEEGEEESD
VENLAGEIVYQPDGSAYIVESLSQLA
QSGAACGSSSGSGAVPSLFLNSLPG
VGGKQGDPSCAAPVYPQIINTFHIAS
SFGKWFEGSDPAFPNTSALAGLSPV
LHSFRVFDVRHKSNKDYLNSDGSAK
SSCVSKDVPNNVDLSKFDGFVLYGK
RKPILMCFLCKLSFGYVRSFVTHAV
HDHRMTLSEEERKLLSNKNISAIIQG
IGKDKEPLVSFLEPKNKNFQHPLVS
TANLIGPGHSFYGKFSGIRMEGEEA
LPAVAAAGPEQPQAGLLTPSTLLNLG
GLTSSVLKTPITSVPLGPLASSPTKSS
EGKDSGAAEGDKQESGGHQDCFSE
KVEPAEEEEAEEEEEEEEEAEEEEE
EEEEEEEEEEEGCKGLFPNDLEEEL
EDRPSEESGAPAGGSSKKDLALSNQ
SISNSPLMPNVLQTLSRGPASTTSNS
ASNFVVFDGANRRSRLSFNSEGVRA
NVAEGRRLDFADESANKDSATAPEP
NESTEGDDGGFVPHHQHAGSLCEL
GVGECPSGSGVECPKCDTVLGSSRS
LGGHMTMMHSRNSCKTLKCPKCN
WHYKYQQTLEAHMKEKHPEPGGSC
VYCKSGQPHPRLARGESYTCGYKPF
RCEVCNYSTTTKGNLSIHMQSDKHL
NNMQNLQNGGGEQVFSHSAGAAA
AAAAAAAAAANIGSSCGAPSPTKPKT
KPTWRCEVCDYETNVARNLRIHMTS
EKHMHNMMLLQQNMTQIQHNRH
LGLGSLPSPAEAELYQYYLAQNMNL
PNLKMDSTASDAQFMMSGFQLDPT
GPMAAMTPALVGGEIPLDMRLGGG
QLVSEELMNLGESFIQTNDPSLKLF
QCAVCNKFTTDNLDMLGLHMNVER
SLSEDEWKAVMGDSYQCKLCRYNT
QLKANFQLHCKTDKHVQKYQLVAHI
KEGGKANEWRLKCVAIGNPVHLKC
NACDYYTNSLEKLRLHTVNSRHEAS
LKLYKHLQQHESGVEGESCYYHCVL
CNYSTKAKLNLIQHVRSMKHQRSES
LRKLQRLQKGLPEEDEDLGQIFTIRR
CPSTDPEEAVEDAEGPSEASADPEE
LAKDQGSGSEEGQSKRAASSSQAEK
ELTDSPATTKRTSFPGSSETPLSSKR
PKASEEIKPEQMYQCPYCKYSNADV
NRLRVHAMTQHSVQPLLRCPLCQD
MLNNKIHLQLHLTHLHSVAPDCVE
KLIMTVTAPEMVMPSSMFLPAAAAD
RDGNSTLEEAGKQPEASEDPGKNIL
PPASMEHGGDLKPTSADPSCGREDS
GFLCWKKGCNQVFKTSATLQTHFN
EVHAKRPQLPVSDRHVYKYRCNQCS
LAFKTIEKLQLHSQYHVIRAATMCCL
CQRSFRTFQALKKHLETSHLELSEA
DIQQLYGGLLANGDLLAMGDPTLAE
DHTIIVEEDKEEESDLEDKQSPTGSD
SGSVQEDSGSEPKRALPFRKGPNFT
MEKFLDPSRPYKCTVCKESFTQKNI
LLVHYNSVSHLHKLKRALQESATGQ
PEPTSSPDNKPFKCNTCNVAYSQSS
TLEIHMRSVLHQTKARAAKLEAASG
NSNGTGNSGGVSLSSSTPSPVGSSG
ANNTFTATNPSSAAMAPSVNALSQV
PPESVVMPPLGNPISANIASPSEPKE
ANRKKLADMIASRQQQQQQQQQQQ
QQAQTLAQAQAQVQAHLQQELQQQ
AALIQSQLFNPTLLPHFPMTTETLLQ
LQQQQHLLFPFYIPSAEFQLNPEVSL
PVTSGALTLTGSGPGLLEDLKAQVQI
PQQSHQQILQQQQQQSQLSLSQSHS
ALLQPSQHPEKKNKVVIKEKDKESQ




REREGPEGAEGNTGPKESLPDASKA
KEKKDLAPGGGSEGTMLPPRIASDA
RGNATKALLENFGFELVIQYNENKQ
KAQKKNGKAEQGGESLEKLECDSC
GKLFSNILILKSHQEHVHQNYFPFK
QLERFAKQYREHYDKLYPLRPQTPE
PPPPPPPPPPPPLPTAPPQPASAPAIP
ASAPPITSPTIAPAQPSVPLTQLSMP
MELPIFSPLMMQTMPLQTLPAQLPP
QLGPVEPLPADLAQLYQHQLNPTLL
QQQNKRPRTRITDDQLRVLRQYFDI
NNSPSEEQIKEMADKSGLPQKVIKH
'WFRNTLFKERQRNKDSPYNFSNPPI
TSLEELKIDSRPPSPEPQKQEYWGSK
RSSRTRFTDYQLRVLQDFFDANAYP
KDDEFEQLSNLLNLPTRVIVVWFQN
ARQKARKNYENQGEGKDGERRELT
NDRYIRTSNLNYQCKKCSLVFQRIFD
LIKHQKKLCYKDEDEEGQDDSQNE
DSMDAMEILTPTSSSCSTPMPSQAY
STPAPSAAAANTAPSAFLQLTAETDE
LATFNSKAEASDEKPKQADPPSAQP
NQTQEKQGQPKPEMQQQLEQLEQK
TNAPQPKLPQPAAPSLPQPPPQAPPP
QCPLPQSSPSPSQLSHLPLKPLHTST
PQQLANLPPQLIPYQCDQCKLAFPSF
EHWQEHQQLHFLSAQNQFIHPQFL
DRSLDMPFMLFDPSNPLLASQLLSG
AIPQIPASSATSPSTPTSTMNTLKRKL
EEKASASPGENDSGTGGEEPQRDKR
LRTTITPEQLEILYQKYLLDSNPTRK
MLDHIAHEVGLKKRVVQVWFQNTR
ARERKGQFRAVGPAQAHRRCPFCRA
LFKAKTALEAHIRSRHWHEAKRAGY
NLTLSAMLLDCDGGLQMKGDIFDG
TSFSHLPPSSSDGQGVPLSPVSKTM
ELSPRTLLSPSSIKVEGIEDFESPSMS
SVNLNFDQTKLDNDDCSSVNTAITD
TTTGDEGNADNDSATGIATETKSSA
PNEGLTKAAMMAMSEYEDRLSSGL
VSPAPSFYSKEYDNEGTVDYSETSSL
ADPCSPSPGASGSAGKSGDGGDRPG
QKRFRTQMTNLQLKVLKSCFNDYRT
PTMLECEVLGNDIGLPKRVVQVWFQ
NARAKEKKSKLSMAKHFGINQTSYE
GPKTECTLCGIKYSARLSVRDHIFSQ
QHISKVKDTIGSQLDKEKEYFDPATV
RQLMAQQELDRIKKANEVLGLAAQQ
QGMFDNAPLQALNLPTTYPALQGIP
PVLLPGLNSPSLPGFTPANTALTSPK
PNLMGLPSTTVPSPGLPTSGLPNKPS
SASLSSPTPAQATMAMAPQPPPQPQ
QPQPPVQQPPPPPAAQQIPAPQLTPQ
QQRKDKDGEKGKEKEKAHKGKGEP
LPVPKKEKGEAPPAATATISAPLPAM
EYAVDPAQLQALQAALTSDPTALLTS
QFLPYFVPGFSPYYAPQIPGALQSGY
LQPMYGMEGLFPYSPALSQALMGLS
PGSLLQQYQQYQQSLQEAIQQQQQQ
QQQQQQQQQRAQLQQQQQQQQQKV
QQQQQQQQQPKASQTPVPQGPASP
DKDPAKESPKPEEQKNVPREVSPLL
PKPPEEPEAESKSASADSLCDPFIVP
KVQYKLVCRKCQAGFGDEEAARSHL
KSLCCFGQSVVNLQEMVLHVPTGS
GGSGGGGGGSGGGGGSYHCLACES
ALCGEEALSQHLESALHKHRTITRA
ARNAKEHPSLLPHSACFPDPSTAST
SQSAAHSNDSPPPPSAAPSSSASPH
ASRKSWPPVGSRASAAKPPSFPPLSS
SSTVTSSSCSTSGVQPSMPTDDYSEE
SDTDLSQKSDGPASPVEGPKDPSCP
KDSGLTSVGTDTFRL




