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D Entry name organism hame oglcnacscore (oglcnac sites phosphorylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrio:
P48634 PRC2A_HUMAN [Homo Protein [16.999525 $1282;S1619;S1778;T1786;S1788;T |S18;5S19;S30;5146;5166;5204;S342; |38665916;34019948;28657654;332 |MSDRSGPTAKGKDGKKYSSLNLFDT (True False 4.383 [4.512  |False
sapiens |[PRRC2A 1790;S1796;T2093;S2095;T2096 S350;S363;S380;S383;S456;T610;S |14551;30379171;23301498;395314 |YKGKSLEIQKPAVAPRHGLQSLGKVA

759;S761;S764;T807;S808;S908;S9

32;T997;51004;T1083;5S1085;5S1089
;51092;T1094;S1106;5S1110;S1120;

S1147;S1219;S1306;S1310;T1323;S
1325;S1328;T1347;T1353;S1384;S1
386;51525;S1778;52036;T2076;S20
82;S2113

97;40307207;30620550;20305658;3
2119511;40596516;40136647;3525
4053;39894887

IARRMPPPANLPSLKAENKGNDPNV
SLVPKDGTGWASKQEQSDPKSSDAS
TAQPPESQPLPASQTPASNQPKRPPA
APENTPLVPSGVKSWAQASVTHGAH
GDGGRASSLLSRFSREEFPTLQAAG
DQDKAAKERESAEQSSGPGPSLRPQ
NSTTWRDGGGRGPDELEGPDSKLH
HGHDPRGGLQPSGPPQFPPYRGMM
PPFMYPPYLPFPPPYGPQGPYRYPTP
DGPSRFPRVAGPRGSGPPMRLVEPV
GRPSILKEDNLKEFDQLDQENDDG
WAGAHEEVDYTEKLKFSDEEDGRD
SDEEGAEGHRDSQSASGEERPPEAD
GKKGNSPNSEPPTPKTAWAETSRPP
ETEPGPPAPKPPLPPPHRGPAGNWG
PPGDYPDRGGPPCKPPAPEDEDEAW
RQRRKQSSSEISLAVERARRRREEEE
RRMQEERRAACAEKLKRLDEKFGAP
DKRLKAEPAAPPAAPSTPAPPPAVPK
ELPAPPAPPPASAPTPETEPEEPAQA
PPAQSTPTPGVAAAPTLVSGGGSTSS
TSSGSFEASPVEPQLPSKEGPEPPEE
VPPPTTPPVPKVEPKGDGIGPTRQPP
SQGLGYPKYQKSLPPRFQRQQQEQL
LKQQQQHQWQQHQQGSAPPTPVPP
SPPQPVTLGAVPAPQAPPPPPKALYP
GALGRPPPMPPMNFDPRWMMIPPY
'VDPRLLQGRPPLDFYPPGVHPSGLV
PRERSDSGGSSSEPFDRHAPAMLRE
RGTPPVDPKLAWVGDVFTATPAEPR
PLTSPLRQAADEDDKGMRSETPPVP
PPPPYLASYPGFPENGAPGPPISRFPL
EEPGPRPLPWPPGSDEVAKIQTPPPK
KEPPKEETAQLTGPEAGRKPARGVG
SGGQGPPPPRRESRTETRWGPRPGS
SRRGIPPEEPGAPPRRAGPIKKPPPPT
KVEELPPKPLEQGDETPKPPKPDPLK
ITKGKLGGPKETPPNGNLSPAPRLRR
DYSYERVGPTSCRGRGRGEYFARGR
GFRGTYGGRGRGARSREFRSYREFR
GDDGRGGGTGGPNHPPAPRGRTAS
ETRSEGSEYEEIPKRRRQRGSETGSE
THESDLAPSDKEAPTPKEGTLTQVPL
APPPPGAPPSPAPARFTARGGRVFTP
RGVPSRRGRGGGRPPPQVCPGWSPP
AKSLAPKKPPTGPLPPSKEPLKEKLIP
GPLSPVARGGSNGGSNVGMEDGER
PRRRRHGRAQQQDKPPRFRRLKQE
RENAARGSEGKPSLTLPASAPGPEE
ALTTVTVAPAPRRAAAKSPDLSNQN
SDQANEEWETASESSDFTSERRGDK
EAPPPVLLTPKAVGTPGGGGGGAVP
GISAMSRGDLSQRAKDLSKRSFSSQ
RPGMERQNRRPGPGGKAGSSGSSS
GGGGGGPGGRTGPGRGDKRSWPSP
KNRSRPPEERPPGLPLPPPPPSSSAV
FRLDQVIHSNPAGIQQALAQLSSRQ
GSVTAPGGHPRHKPGLPQAPQGPSP
RPPTRYEPQRVNSGLSSDPHFEEPG
PMVRGVGGTPRDSAGVSPFPPKRRE
RPPRKPELLQEESLPPPHSSGFLGSK
PEGPGPQAESRDTGTEALTPHIWNR
LHTATSRKSYRPSSMEPWMEPLSPF
EDVAGTEMSQSDSGVDLSGDSQVSS
GPCSQRSSPDGGLKGAAEGPPKRPG
GSSPLNAVPCEGPPGSEPPRRPPPAP
HDGDRKELPREQPLPPGPIGTERSQ
RTDRGTEPGPIRPSHRPGPPVQFGTS
DKDSDLRLVVGDSLKAEKELTASVT
EAIPVSRDWELLPSAAASAEPQSKNL
DSGHCVPEPSSSGQRLYPEVFYGSA
GPSSSQISGGAMDSQLHPNSGGFRP
GTPSLHPYRSQPLYLPPGPAPPSALL
SGLALKGQFLDFSTMQATELGKLPA
GGVLYPPPSFLYSPAFCPSPLPDTSLL
QVRQDLPSPSDFYSTPLQPGGQSGF
LPSGAPAQQMLLPMVDSQLPVVNF
GSLPPAPPPAPPPLSLLPVGPALQPP




SLAVRPPPAPATRVLPSPARPFPASL
GRAELHPVELKPFQDYQKLSSNLGG
PGSSRTPPTGRSFSGLNSRLKATPST
'YSGVFRTQRVDLYQQASPPDALRWI
PKPWERTGPPPREGPSRRAEEPGSR
GDKEPGLPPPR




