UniprotKB Entry name |organism [full name oglcnacscore |oglcnac sites phosphorylation |,y sequence intracellular [extracellular [cytosol nucleus mitochndrion |, .
ID sites reticulum
Q3URK3 TET1_MOUSE Mus Methylcytosine [44.864767 T253;S270;S273;T277;T327;S533;T (S854 40155743;23729667;36852467;401 [MSRSRPAKPSKSVKTKLQKKKDIQM (True False 0.36 5.0 False False

musculus

dioxygenase
TET1

550;5724;T731;T740;S790;T792;T7
93;5794;S953;T956;5S1055;S1136;T
1327;S1328;S1342;S1721;T1728;S1
729;51966;5S1981;T1982;T1984;S19
95;T1997

28797;25568311

KTKTSKQAVRHGASAKAVNPGKPKQ
LIKRRDGKKETEDKTPTPAPSFLTRA
GAARMNRDRNQVLFQNPDSLTCNG
FTMALRRTSLSWRLSQRPVVTPKPK
KVPPSKKQCTHNIQDEPGVKHSEND
SVPSQHATVSPGTENGEQNRCLVEG
ESQEITQSCPVFEERIEDTQSCISASG
NLEAEISWPLEGTHCEELLSHQTSD
NECTSPQECAPLPQRSTSEVTSQKN
TSNQLADLSSQVESIKLSDPSPNPTG
SDHNGFPDSSFRIVPELDLKTCMPL
DESVYPTALIRFILAGSQPDVFDTKP
QEKTLITTPEQVGSHPNQVLDATSVL
GQAFSTLPLQWGFSGANLVQVEALG
KGSDSPEDLGAITMLNQQETVAMD
MDRNATPDLPIFLPKPPNTVATYSSP
LLGPEPHSSTSCGLEVQGATPILTLD
SGHTPQLPPNPESSSVPLVIAANGTR
AEKQFGTSLFPAVPQGFTVAAENEV
QHAPLDLTQGSQAAPSKLEGEISRVS
ITGSADVKATAMSMPVTQASTSSPP
CNSTPPMVERRKRKACGVCEPCQQ
KANCGECTYCKNRKNSHQICKKRK
CEVLKKKPEATSQAQVTKENKRPQR
EKKPKVLKTDFNNKPVNGPKSESM
DCSRRGHGEEEQRLDLITHPLENVR
KNAGGMTGIEVEKWAPNKKSHLAE
GQVKGSCDANLTGVENPQPSEDDK
QQTNPSPTFAQTIRNGMKNVHCLPT
DTHLPLNKLNHEEFSKALGNNSSKL
LTDPSNCKDAMSVTTSGGECDHLK
GPRNTLLFQKPGLNCRSGAEPTIFN
NHPNTHSAGSRPHPPEKVPNKEPK
DGSPVQPSLLSLMKDRRLTLEQVVAI
EALTQLSEAPSESSSPSKPEKDEEAH
QKTASLLNSCKAILHSVRKDLQDPN
VQGKGLHHDTVVFNGQNRTFKSPD
SFATNQALIKSQGYPSSPTAEKKGAA
GGRAPFDGFENSHPLPIESHNLENC
SQVLSCDQNLSSHDPSCQDAPYSQI
EEDVAAQLTQLASTINHINAEVRNA
ESTPESLVAKNTKQKHSQEKRMVH
QKPPSSTQTKPSVPSAKPKKAQKKA
RATPHANKRKKKPPARSSQENDQK
KQEQLAIEYSKMHDIWMSSKFQRFG
QSSPRSFPVLLRNIPVFNQILKPVTQ
SKTPSQHNELFPPINQIKFTRNPELA
KEKVKVEPSDSLPTCQFKTESGGQT
FAEPADNSQGQPMVSVNQEAHPLP
QSPPSNQCANIMAGAAQTQFHLGA
QENLVHQIPPPTLPGTSPDTLLPDPA
SILRKGKVLHFDGITVVTEKREAQTS
SNGPLGPTTDSAQSEFKESIMDLLS
KPAKNLIAGLKEQEAAPCDCDGGTQ
KEKGPYYTHLGAGPSVAAVRELMET
RFGQKGKAIRIEKIVFTGKEGKSSQG
CPVAKWVIRRSGPEEKLICLVRERVD
HHCSTAVIVVLILLWEGIPRLMADRL
'YKELTENLRSYSGHPTDRRCTLNKK
RTCTCQGIDPKTCGASFSFGCSWSM
'YFNGCKFGRSENPRKFRLAPNYPLH
NYYKRITGMSSEGSDVKTGWIIPDRK
TLISREEKQLEKNLQELATVLAPLYK
QMAPVAYQNQVEYEEVAGDCRLGN
EEGRPFSGVTCCMDFCAHSHKDIH
NMHNGSTVVCTLIRADGRDTNCPE
DEQLHVLPLYRLADTDEFGSVEGMK
AKIKSGAIQVNGPTRKRRLRFTEPVP
RCGKRAKMKQNHNKSGSHNTKSFS
SASSTSHLVKDESTDFCPLQASSAET
STCTYSKTASGGFAETSSILHCTMPS
GAHSGANAAAGECTGTVQPAEVAA
HPHQSLPTADSPVHAEPLTSPSEQL
TSNQSNQQLPLLSNSQKLASCQVED
ERHPEADEPQHPEDDNLPQLDEFW
SDSEEIYADPSFGGVAIAPIHGSVLIE
CARKELHATTSLRSPKRGVPFRVSLV
FYQHKSLNKPNHGFDINKIKCKCKK
'VTKKKPADRECPDVSPEANLSHQIPS




RVASTLTRDNVVTVSPYSLTHVAGPY
NRWV




