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ID Entry	name organism full

name oglcnacscore oglcnac	sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion

0

Q7Z6E9 RBBP6_HUMAN Homo
sapiens

E3
ubiquitin-
protein
ligase
RBBP6

7.426989 T374;S375;T487;T488;T631;S1442;
S1444;S1446;S1703

S244;S245;S246;S247;S360;S516;S
768;S770;S772;S780;S815;S861;S8
73;S957;T984;S1179;S1221;T1271;
S1277;S1328;S1341;S1347;T1468;S
1646;S1648;S1651

38665916;34019948;28657654;332
14551;30379171;23301498;395314
97;32119511;35138101;40596516;2
9351928;37217939;38253038;3953
4244;35254053

MSCVHYKFSSKLNYDTVTFDGLHIS
LCDLKKQIMGREKLKAADCDLQITN
AQTKEEYTDDNALIPKNSSVIVRRIPI
GGVKSTSKTYVISRTEPAMATTKAID
DSSASISLAQLTKTANLAEANASEED
KIKAMMSQSGHEYDPINYMKKPLGP
PPPSYTCFRCGKPGHYIKNCPTNGD
KNFESGPRIKKSTGIPRSFMMEVKD
PNMKGAMLTNTGKYAIPTIDAEAYAI
GKKEKPPFLPEEPSSSSEEDDPIPDE
LLCLICKDIMTDAVVIPCCGNSYCDE
CIRTALLESDEHTCPTCHQNDVSPD
ALIANKFLRQAVNNFKNETGYTKRL
RKQLPPPPPPIPPPRPLIQRNLQPLM
RSPISRQQDPLMIPVTSSSTHPAPSIS
SLTSNQSSLAPPVSGNPSSAPAPVPD
ITATVSISVHSEKSDGPFRDSDNKILP
AAALASEHSKGTSSIAITALMEEKGY
QVPVLGTPSLLGQSLLHGQLIPTTGP
VRINTARPGGGRPGWEHSNKLGYLV
SPPQQIRRGERSCYRSINRGRHHSE
RSQRTQGPSLPATPVFVPVPPPPLYP
PPPHTLPLPPGVPPPQFSPQFPPGQP
PPAGYSVPPPGFPPAPANLSTPWVSS
GVQTAHSNTIPTTQAPPLSREEFYRE
QRRLKEEEKKKSKLDEFTNDFAKEL
MEYKKIQKERRRSFSRSKSPYSGSSY
SRSSYTYSKSRSGSTRSRSYSRSFSR
SHSRSYSRSPPYPRRGRGKSRNYRS
RSRSHGYHRSRSRSPPYRRYHSRSR
SPQAFRGQSPNKRNVPQGETEREYF
NRYREVPPPYDMKAYYGRSVDFRDP
FEKERYREWERKYREWYEKYYKGYA
AGAQPRPSANRENFSPERFLPLNIR
NSPFTRGRREDYVGGQSHRSRNIGS
NYPEKLSARDGHNQKDNTKSKEKE
SENAPGDGKGNKHKKHRKRRKGEE
SEGFLNPELLETSRKSREPTGVEEN
KTDSLFVLPSRDDATPVRDEPMDAE
SITFKSVSEKDKRERDKPKAKGDKTK
RKNDGSAVSKKENIVKPAKGPQEKV
DGERERSPRSEPPIKKAKEETPKTDN
TKSSSSSQKDEKITGTPRKAHSKSAK
EHQETKPVKEEKVKKDYSKDVKSEK
LTTKEEKAKKPNEKNKPLDNKGEKR
KRKTEEKGVDKDFESSSMKISKLEV
TEIVKPSPKRKMEPDTEKMDRTPEK
DKISLSAPAKKIKLNRETGKKIGSTE
NISNTKEPSEKLESTSSKVKQEKVKG
KVRRKVTGTEGSSSTLVDYTSTSSTG
GSPVRKSEEKTDTKRTVIKTMEEYN
NDNTAPAEDVIIMIQVPQSKWDKDD
FESEEEDVKSTQPISSVGKPASVIKN
VSTKPSNIVKYPEKESEPSEKIQKFT
KDVSHEIIQHEVKSSKNSASSEKGKT
KDRDYSVLEKENPEKRKNSTQPEKE
SNLDRLNEQGNFKSLSQSSKEARTS
DKHDSTRASSNKDFTPNRDKKTDYD
TREYSSSKRRDEKNELTRRKDSPSR
NKDSASGQKNKPREERDLPKKGTG
DSKKSNSSPSRDRKPHDHKATYDTK
RPNEETKSVDKNPCKDREKHVLEAR
NNKESSGNKLLYILNPPETQVEKEQI
TGQIDKSTVKPKPQLSHSSRLSSDLT
RETDEAAFEPDYNESDSESNVSVKE
EESSGNISKDLKDKIVEKAKESLDTA
AVVQVGISRNQSHSSPSVSPSRSHSP
SGSQTRSHSSSASSAESQDSKKKKK
KKEKKKHKKHKKHKKHKKHAGTEV
ELEKSQKHKHKKKKSKKNKDKEKE
KEKDDQKVKSVTV

True False 4.3 5.0 False


