
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnac	sites phosphorylation

sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

0

O43151 TET3_HUMAN Homo
sapiens

Methylcytosine
dioxygenase
TET3

34.78971 S381;T431;T439;T441;T445;S1379 NaN 35289036;30379171;24394411;403
07207;24304661;30620550;351328
62;38253038;35254053;37340703

MSQFQVPLAVQPDLPGLYDFPQRQV
MVGSFPGSGLSMAGSESQLRGGGD
GRKKRKRCGTCEPCRRLENCGACTS
CTNRRTHQICKLRKCEVLKKKVGLL
KEVEIKAGEGAGPWGQGAAVKTGSE
LSPVDGPVPGQMDSGPVYHGDSRQ
LSASGVPVNGAREPAGPSLLGTGGP
WRVDQKPDWEAAPGPAHTARLEDA
HDLVAFSAVAEAVSSYGALSTRLYET
FNREMSREAGNNSRGPRPGPEGCS
AGSEDLDTLQTALALARHGMKPPNC
NCDGPECPDYLEWLEGKIKSVVMEG
GEERPRLPGPLPPGEAGLPAPSTRPL
LSSEVPQISPQEGLPLSQSALSIAKEK
NISLQTAIAIEALTQLSSALPQPSHST
PQASCPLPEALSPPAPFRSPQSYLRA
PSWPVVPPEEHSSFAPDSSAFPPATP
RTEFPEAWGTDTPPATPRSSWPMPR
PSPDPMAELEQLLGSASDYIQSVFKR
PEALPTKPKVKVEAPSSSPAPAPSPV
LQREAPTPSSEPDTHQKAQTALQQH
LHHKRSLFLEQVHDTSFPAPSEPSA
PGWWPPPSSPVPRLPDRPPKEKKKK
LPTPAGGPVGTEKAAPGIKPSVRKPI
QIKKSRPREAQPLFPPVRQIVLEGLR
SPASQEVQAHPPAPLPASQGSAVPLP
PEPSLALFAPSPSRDSLLPPTQEMRS
PSPMTALQPGSTGPLPPADDKLEELI
RQFEAEFGDSFGLPGPPSVPIQDPE
NQQTCLPAPESPFATRSPKQIKIESS
GAVTVLSTTCFHSEEGGQEATPTKA
ENPLTPTLSGFLESPLKYLDTPTKSL
LDTPAKRAQAEFPTCDCVEQIVEKD
EGPYYTHLGSGPTVASIRELMEERYG
EKGKAIRIEKVIYTGKEGKSSRGCPIA
KWVIRRHTLEEKLLCLVRHRAGHHC
QNAVIVILILAWEGIPRSLGDTLYQEL
TDTLRKYGNPTSRRCGLNDDRTCAC
QGKDPNTCGASFSFGCSWSMYFNG
CKYARSKTPRKFRLAGDNPKEEEVL
RKSFQDLATEVAPLYKRLAPQAYQN
QVTNEEIAIDCRLGLKEGRPFAGVTA
CMDFCAHAHKDQHNLYNGCTVVCT
LTKEDNRCVGKIPEDEQLHVLPLYK
MANTDEFGSEENQNAKVGSGAIQV
LTAFPREVRRLPEPAKSCRQRQLEA
RKAAAEKKKIQKEKLSTPEKIKQEAL
ELAGITSDPGLSLKGGLSQQGLKPSL
KVEPQNHFSSFKYSGNAVVESYSVL
GNCRPSDPYSMNSVYSYHSYYAQPS
LTSVNGFHSKYALPSFSYYGFPSSNP
VFPSQFLGPGAWGHSGSSGSFEKKP
DLHALHNSLSPAYGGAEFAELPSQA
VPTDAHHPTPHHQQPAYPGPKEYLL
PKAPLLHSVSRDPSPFAQSSNCYNR
SIKQEPVDPLTQAEPVPRDAGKMGK
TPLSEVSQNGGPSHLWGQYSGGPS
MSPKRTNGVGGSWGVFSSGESPAIV
PDKLSSFGASCLAPSHFTDGQWGLF
PGEGQQAASHSGGRLRGKPWSPCK
FGNSTSALAGPSLTEKPWALGAGDF
NSALKGSPGFQDKLWNPMKGEEGR
IPAAGASQLDRAWQSFGLPLGSSEK
LFGALKSEEKLWDPFSLEEGPAEEP
PSKGAVKEEKGGGGAEEEEEELWS
DSEHNFLDENIGGVAVAPAHGSILIE
CARRELHATTPLKKPNRCHPTRISLV
FYQHKNLNQPNHGLALWEAKMKQ
LAERARARQEEAARLGLGQQEAKLY
GKKRKWGGTVVAEPQQKEKKGVVP
TRQALAVPTDSAVTVSSYAYTKVTGP
YSRWI

True False 1.594 4.487 False False


