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D Entry name |organism [full name oglcnacscore joglcnac sites phosphorylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochn
Q69ZK6 JHD2C_MOUSE Mus Probable 51.530096 S504;S719;T728;T731;5896;S900;S [S135;S138;S191;5S194;5294;S320;T [22517741;21606357;40885482;368 MQGPYSLNGYRVRVYRQDSATQWF [True False 1.398 (4.351 [1.322
musculus |[JmjC domain- 904;T908;S911;S1109;T1124;S1186 (324;S420;S436;S457;5458;5460;S4 [52467;35822049;40997131 TGIITHHDLFTRTMIVMNDQVLEPQ
containing ;S1193;T1204;S1247;51250;S1308; |71;5762;5S1800 NVDPSMVQMTFLDDVVHSLLKGEN
histone T1322;S1855;S1863;T1882 IGITSRRRSRASQNISTVHGHYTRAQ
demethylation IANSPRPAMNSQAAVPKQNTHQQQQ
protein 2C QRSIRPNKRKGSDSSIPDEEKMKED

KYDCVSRGENPKGKNKHVVTKRRK
PEEAEKRLSMKRLRTDNASDASESS
DAESSSKRVTETSSSEPMPEYEPKN
KVTSKVNGEEGQSQAAEEAGEETLI
DTRPPWDQMQEDKNHNEGEKPKST
DSHLQDKMTLRSSEQATVADHNSN
DSVLQECNVENQRTVELLPKDRLVS
RTPTPKCVTDIKNDTHSERAAQENL
NTFGLQTPENMDPNVSDSKHSNAK
'YLETAKQDCDQSWVSDVVKVDLTQS
SVTNAPSGSDKRDTEKERNHYVSYM
SSLSAVSVTEDQLHKRSPPPETIKAK
LTTSVDTQKAKSSSSPEVVKPKITHS
PDSVKSKAAYGNSQAVGERRLANKI
EHELSRGSFHPVPTRGSALETTKSPL
[IDKNEHFTVYRDPALIGSETGANHI
SPFLSQHPFSLHSSSHRTCLNPGTH
HPALTPGPHLLAGSTSQTPLPTINTH
PLTSGPHHPVHHPHLLPTVLPGVPT
IASLLGGHPRLESAHASSLSHLALAH
QQQQQLLQHQSPHLLGQAHPSASY
NQLGLYPITWQYPNGTHAYSGLGLPS
SKWVHPENAVNAEASLRRNSPSPW
LHQPTPVTSADGIGLLSHIPVRPSSA
EPHRPHKITVHSSPPLTKTLADHHK
EELERKAFMEPLRSNASTSVKGDLD
LNRSQAGKDCHLHRHFVGPRPPQE
TGERLNKYKEEHRRILQESIDVAPFT
TKIKGHEVERENYSRVVPSSSSPKSH
IATKQDKDVDRSVSEIYKMKHSVPQS
LPQSNYFTTLSNSVVNEPPRSYPSKE
VSNIYTEKQNNNLSATANPQTHSFIS
SLSKPPPLIKHQPESESLVGKIPDHL
PHQSASHSVTTFRSDCRSPTHLTVS
STNALRSMPALHRAPVFHPPIHHSL
ERKESSYSSLSPPTLTPVMPVNAGG
KVQESQKPPTLIPEPKDSQSNFKNSS
DQSLTEMWRSNNNLNREKAEWPV
EKSSGKSQAAVASVIVRPPSSTKVDS
VPSVPLASKDRVCERSSSGANKTDY
LKPEAGETGRIILPNVNLESAHVKSE
KNFEAVSQGNVPVSVMSAVNVVSTT
KADVFTSAATTTSVSSLSSAETSYSL
SNTISASTPFECTSSKSVVSQAVAQA
KDCTVSTAVPGTLACSKTGSAVQPG
SGFSGTTDFIHLKKHKAALAAAQFK
NSSVSEAELNTVRNQTVAASLPLDS
TMTCTASNKAISVGNGPAAQSSQPN
'YHTKLKKAWLTRHSEEDKNTNKME
NSGNSVSEIIKPCSVNLIASTSNDIE
NRADGRVAVDKYGRDEKVSRRKAK
RTYESGSESGDSDESESKSEQRTKR
QPKPTYKKKQNDLQKRKGEVEEDSK
PNGVLSRSAKDKSKLKLQNSNSAGV
PRSVLKDWRKVKKLKQTGESFLQDD
SCCEIGPNLQKCRECRLIRSKKGEES
THSPVFCRFYYFRRLSFSKNGVVRID
GFSSPDQYDDEAMSLWTHENYEDD
EVDVETSKYILDIIGDKFCQLVTSEKT
IALSWVKKDAKIAWKRAVRGVREMC
DACEATLFNVHWVCRKCGFVACLD
CYKAKERKSSRDKELYAWMKCVKG
QPHDHKHLMLTQIIPGSVLTDLLDA
MHILREKYGIKSHCHCTNRQNLQG
GNVPTMNGVSQVLQNVLHHSNKTS
VSLPESQQQNSPQKSQTNGNSSPGS
IASTDSRLTPPESQSPLHWLADLAEQ
KSREEKQENKEFTLEREIKEDGDQD
IASDSPNGSTSPPASQSNEQGSTLRD
LLTTTAGKLRVGSTDAGIAFAPVYSM
GTSSGKGGRTMPNILDDIIASVVENK
IPPNKTSKINIKSEPNEEPKESSLPAT
DESNKSYRDIPHSWICDQHILWLKD
'YKNSNNWKLFKECWKQGQPAVVSG




IVHKKMNISLWKAESISLDFGDHQAD
LLNCKDSIVSNANVKEFWDGFEEVS
KRQKNKGGETVVLKLKDCPSGEDFK
IAMMPTRYEDFLRCLPLPEYCNPEGK
FNLASHLPGFFVRPDLGPRLCSAYG
IVAAAKDHDIGTTNLHIEASDVVNVL
IVYVGIAKGNGVLSKAGILKKFEEEEL
DDVLRKRLKDSSEIPGALWHIYAGK
DVDKIREFLQKISKEQGLEVLPEHDP
IRDQSWYVNRKLRQRLLEEYGVRAC
TLIQFLGDAIVLPAGTLHQVQNFHSC
IVQVTEDFVSPEHLVQSFHLTQELRL
LKEEINYDDKLQVKNILYHAVKEMV
RALKMHEDEVEDMEDT




