
UniprotKB
ID Entry	name organism full

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

golgi
apparatus

0

Q7TSC1 PRC2A_MOUSE Mus
musculus

Protein
PRRC2A

41.723551 S1575;S1787;S1795 S18;S19;S30;S146;S166;S204;S342;
S350;S363;S378;S381;S454;T609;S
759;S761;S764;T807;S808;S931;T9
95;S1002;T1081;S1083;S1087;S109
0;T1092;S1104;S1108;S1118;S1145
;S1217;S1302;S1306;T1319;S1321;
S1324;T1343;T1349;S1380;S1382;T
1401;S1521;S1757;S2037;T2077;S2
114

34678516;40885482;29187734;368
52467

MSDRSGPTAKGKDGKKYSSLNLFDT
YKGKSLEIQKPAVAPRHGLQSLGKVA
IARRMPPPANLPSLKAENKGNDPNV
SLVPKDGTGWASKQEQSDPKSSDAS
TAQPPESQPLPASQTPASNQPKRPPT
APENTPSVPSGVKSWAQASVTHGAH
GDGGRASNLLSRFSREEFPTLQAAG
DQDKAAKERESAEQSSGPGPSLRPQ
NSTTWRDGGGRGPDDLEGPDSKLH
HGHDPRGGLQPSGPPQFPPYRGMM
PPFMYPPYLPFPPPYGPQGPYRYPTP
DGPSRFPRVAGPRGSGPPMRLVEPV
GRPSILKEDNLKEFDQLDQENDDG
WAGAHEEVDYTEKLKFSDEEDGRD
SDEEGAEGHKDSQSAAAEEPETDGK
KGTSPGSELPPPKTAWTENARPSET
EPAPPTPKPPPPPPHRGPVGNWGPP
GDYPDRGGPPCKPPAPEDEDEAWR
QRRKQSSSEISLAVERARRRREEEER
RMQEERRAACAEKLKRLDEKFGAP
DKRLKAEPAAPPVTPAAPALPPVVPK
EIPAAPALPPTPTPTPEKEPEEPAQAP
PVQAAPSPGVAPVPTLVSGGGCTAN
SNSSGSFEASPVEPQLPSKEGPEPPE
EVPPPTTPPAPKMEPKGDGVGSTRQ
PPSQGLGYPKYQKSLPPRFQRQQQE
QLLKQQQQQQQWQQQQQGTAPPAP
VPPSPPQPVTLGAVPAPQAPPPPPKA
LYPGALGRPPPMPPMNFDPRWMMI
PPYVDPRLLQGRPPLDFYPPGVHPSG
LVPRERSDSGGSSSEPFERHAPPLLR
ERGTPPVDPKLAWVGDVFTTTPTDP
RPLTSPLRQAADEEEKSMRSETPPV
PPPPPYLANYPGFPENGTPGPPISRF
PLEESAPPGPRPLPWPPGNDEAAKM
QAPPPKKEPSKEEPPQLSGPEAGRK
PARGGQGPPPPRRENRTETRWGPRP
GSCRRGIPPEEPGVPPRRAGPIKKPP
PPVKVEELPPKSLEQGDETPKVPKPD
ALKTAKGKVGPKETPPGGNLSPAPR
LRRDYSYERVGPTSCRGRGRGEYFA
RGRGFRGTYGGRGRGARSREFRSYR
EFRGDDGRGGGSGGTNHPSAPRGR
TASETRSEGSEYEEIPKRRRQRGSET
GSETHESDLAPSDKEAPPPKEGVLG
QVPLAPPQPGAPPSPAPARFSTARGG
RVFTPRGVPSRRGRGGGRPPPVCSG
WSPPAKSLVPKKPPTGPLPPSKEPLK
EKLISGPLSPMSRAGNMGVGMEDG
ERPRRRRHGRAQQQDKPPRFRRLK
QERENAARGADGKPPSLTLAASTPG
PEETLTAATVPPPPRRTAAKSPDLSN
QNSDQANEEWETASESSDFASERR
GDKETPPAALMTSKAVGTPGANAGG
AGPGISAMSRGDLSQRAKDLSKRSF
SSQRPGMDRQNRRPGTGGKTGSGG
GSSGGGGAGPGGRTGPGRGDKRSW
PSPKNRSRPPEERPPGLPLPPPPPSS
SAVFRLDQVIHSNPAGIQQALAQLSS
RQGNVTAPGGHPRPKPGPPQAPQGS
SPRPPTRYDPPRASSAISSDPHFEEP
GPMVRGVGGTPRDSAGVNPFPPKRR
ERPPRKPELLQEETVPASHSSGFLGS
KPEVPGPQEESRDSGTEALTPHIWN
RLHTATSRKSYQPGSIEPWMEPLSP
FEDVAGTEMSQSDSGVDLSGDSQVS
SGPCSQRSSPDGGLKGSAEGPPKRP
GGPSPLNAVPGESASGSEPSEPPRR
RPPASHEGERKELPREQPLPPGPIGT
ERSQRTDRGPEPGPLRPAHRPGSQV
EFGTTNKDSDLCLVVGDTLKGEKEL
VASATEAVPISRDWELLPSASTSAEP
QPKSLGSGQCVPEPSPSGQRPYPEV
FYGSPGPPNSQQVSGGAPIDSQLHP
NSGGFRPGTPSLHQYRSQPLYLPPG
PAPPSALLSGVALKGQFLDFSALQAT
ELGKLPAGGVLYPPPSFLYSAAFCPS
PLPDPPLLQVRQDLPSPSDFYSTPLQ
PGGQSGFLPSGAPAQQMLLPVVDSQ
LPVVNFGSLPPAPPPAPPPLSLLPVG

True False 3.586 4.059 1.336 0.832 0.391



PALQPPNLAVRPPPAPAARVLPSPAR
PFAPSLGRAELHPVELKPFQDYRKLS
SNLGGPGSSRTPPSGRPFSGLNSRL
KAPPSTYSGVFRTQRIDLYQQASPPD
ALRWMPKPWERAGPPSREGPPRRA
EEPGSRGEKEPGLPPPR


