}J];l iprotkB Entry name |organism full oglcnacscore qglcnac p'h osphorylation PMIDS sequence intracellular [extracellular |cytosol nucleus mitochndrion en('ioplasmlc golgi plasma extl:acellular
name sites sites reticulum |apparatus|membrane region
Q96DN6 |MBD6 _HUMAN Homo Methyl- [18.894839 T465 NaN 34019948;35254053 MNGGNESSGADRAGGPVATSVPIG (True False 1.528 |5.0 0.644 0.541 1.083 0.797 0.572
sapiens CpG- IWQRCVREGAVLYISPSGTELSSLEQT

binding RSYLLSDGTCKCGLECPLNVPKVFN

domain FDPLAPVTPGGAGVGPASEEDMTKL

protein CNHRRKAVAMATLYRSMETTCSHS

6 SPGEGASPQMFHTVSPGPPSARPPC

RVPPTTPLNGGPGSLPPEPPSVSQAF
PTLAGPGGLFPPRLADPVPSGGSSSP
RFLPRGNAPSPAPPPPPAISLNAPSY
NWGAALRSSLVPSDLGSPPAPHASS
SPPSDPPLFHCSDALTPPPLPPSNNL
PAHPGPASQPPVSSATMHLPLVLGP
LGGAPTVEGPGAPPFLASSLLSAAAK
IAQHPPLPPPSTLQGRRPRAQAPSAS
HSSSLRPSQRRPRRPPTVFRLLEGR
GPQTPRRSRPRAPAPVPQPFSLPEPS
QPILPSVLSLLGLPTPGPSHSDGSFN
LLGSDAHLPPPPTLSSGSPPQPRHPI
QPSLPGTTSGSLSSVPGAPAPPAASK
IAPVVPSPVLQSPSEGLGMGAGPACP
LPPLAGGEAFPFPSPEQGLALSGAGF
PGMLGALPLPLSLGQPPPSPLLNHS
LFGVLTGGGGQPPPEPLLPPPGGPGP
PLAPGEPEGPSLLVASLLPPPPSDLL
PPPSAPPSNLLASFLPLLALGPTAGD
GEGSAEGAGGPSGEPFSGLGDLSPL
LFPPLSAPPTLIALNSALLAATLDPPS
GTPPQPCVLSAPQPGPPTSSVTTATT
DPGASSLGKAPSNSGRPPQLLSPLLG
IASLLGDLSSLTSSPGALPSLLQPPGP
LLSGQLGLQLLPGGGAPPPLSEASSP
LACLLQSLQIPPEQPEAPCLPPESPA
SALEPEPARPPLSALAPPHGSPDPPV
PELLTGRGSGKRGRRGGGGLRGING
EARPARGRKPGSRREPGRLALKWGT
RGGFNGQMERSPRRTHHWQHNGE
LAEGGAEPKDPPPPGPHSEDLKVPP
GVVRKSRRGRRRKYNPTRNSNSSRQ
DITLEPSPTARAAVPLPPRARPGRPA
KNKRRKLAP




