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ID Entry	name organism full

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

0

Q5JSZ5 PRC2B_HUMAN Homo
sapiens

Protein
PRRC2B

35.130833 S556;S1793;S1796;S1801;S1982;S1
984;S1989;S1990

S166;S168;S222;S226;T228;S388;S
416;S480;S556;S613;T736;S740;S7
45;S765;S1132;S1231;S1470;S1507
;S1754;S1843;S776

38665916;23301498;33214551;303
79171;28657654;39531497;325740
38;39534244;35254053;28314751;3
1492838;22661428;40307207;3062
0550;32119511;28604694;3401994
8;29237092;35132862;37340703;29
485866;35289036;30059200;35138
101;29351928

MSDRLGQITKGKDGKSKYSTLSLFD
KYKGKSVDAIRSSVIPRHGLQSLGKV
AAARRMPPPANLPSLKSENKGNDP
NIVIVPKDGTGWANKQDQQDPKSSS
ATASQPPESLPQPGLQKSVSNLQKP
TQSISQENTNSVPGGPKSWAQLNGK
PVGHEGGLRGSSRLLSFSPEEFPTLK
AAGGQDKAGKEKGVLDLSYGPGPSL
RPQNVTSWREGGGRHIISATSLSTSP
TELGSRNSSTGDGAPSSACTSDSKD
PSLRPAQPVRKGASQFMGNVYHPPT
YHDMLPAFMCSPKSSENQGTVERG
SFPLPQLRLEPRVPFRQFQMNDQDG
KENRLGLSRPLRPLRQLVERAPRPTI
INAENLKGLDDLDADADDGWAGLH
EEVDYSEKLKFSDDEEEEEVVKDGR
PKWNSWDPRRQRQLSMSSADSADA
KRTREEGKDWAEAVGASRVVRKAPD
PQPPPRKLHGWAPGPDYQKSSMGS
MFRQQSIEDKEDKPPPRQKFIQSEM
SEAVERARKRREEEERRAREERLAA
CAAKLKQLDQKCKQARKAGEARKQ
AEKEVPWSPSAEKASPQENGPAVHK
GSPEFPAQETPTTFPEEAPTVSPAVA
QSNSSEEEAREAGSPAQEFKYQKSL
PPRFQRQQQQQQQEQLYKMQHWQ
PVYPPPSHPQRTFYPHHPQMLGFDP
RWMMMPSYMDPRITPTRTPVDFYP
SALHPSGLMKPMMPQESLNGTGCR
SEDQNCVPPLQERKVTPIDSPPVWS
PEGYMALQSKGYPLPHPKSSDTLAM
DMRVRNESSFSASLGRAGGVSAQR
DLFEERGEEYLSAFDKKAQADFDSC
ISSQRIGQELLFPPQENVQDAGAPGG
HTQNLRCSPLEPDFVPDEKKPECGS
WDVSHQPETADTAHGVERETPREG
TAFNISSWDKNGSPNKQPSSEPEWT
PEPRSSSSQHPEQTGRTRRSGPIKKP
VLKALKVEDKEKELEKIKQELGEEST
RLAKEKEQSPTAEKDEDEENDASLA
NSSTTTLEDKGPGHATFGREATKFE
EEEKPDKAWEARPPRESSDVPPMKR
NNWIFIDEEQAFGVRGQARGRGRGF
REFTFRGRPAGGNGSGLCGGGVLGA
RSIYCSSQRSGRGRGLREFARPEDCP
RAKPRRRVASETHSEGSEYEELPKR
RRQRGSENGNEGSLLEREESTLKKG
DCRDSWRSNKGCSEDHSGLDAKSR
GPRAFGRALPPRLSNCGYGRRTFVS
KESPHWQSKSPGSSWQEYGPSDTC
GSRRPTDRDYVPDSYRHPDAFGGRG
FEDSRAEDKRSFFQDEHVADSENAE
NRPFRRRRPPRQDKPPRFRRLRQER
ESLGLWGPEEEPHLLAGQWPGRPK
LCSGDKSGTVGRRSPELSYQNSSDH
ANEEWETASESSDFSERRERREGPG
SEPDSQVDGGLSGASLGEKKELAKR
SFSSQRPVVDRQSRKLEPGGFGEKP
VRPGGGDTSPRYESQQNGTPLKVKR
SPDEALPGGLSGCSSGSGHSPYALE
RAAHASADLPEASSKKAEKEAKLAA
PRAGEQGEAMKQFDLNYGSAIIENC
GSSPGEESEVGSMVGEGFIEVLTKK
QRRLLEEERRKKEQAVQVPVKGRGL
SSRIPPRFAKKQNNLCLEQGDVTVP
GSSLGTEIWESSSQALPVQAPANDS
WRKAVTAFSSTETGSAEQGFKSSQG
DSGVDLSAESRESSATSSQRSSPYGT
LKPEEMSGPGLAEPKADSHKEQAPK
PSEQKDSEQGSGQSKEHRPGPIGNE
RSLKNRKGSEGAERLQGAVVPPVNG
VEIHVDSVLPVPPIEFGVSPKDSDFS
LPPGSASGPTGSPVVKLQDALASNA
GLTQSIPILRRDHHIQRAIGLSPMSF
PTADLTLKMESARKAWENSPSLPEQ
SSPGGAGSGIQPPSSVGASSGVNYSS
FGGVSMPPMPVASVAPSASMPGSH
LPPLYLDGHVFASQPRLVPQTIPQQQ
SYQQAAAAQQIPISLHTSLQAQAQLG
LRGGLPVSQSQEIFSSLQPFRSQVY

False False 2.613 2.25 False



MHPSLSPPSTMILSGGTALKPPYSAF
PGMQPLEMVKPQSGSPYQPMSGNQ
ALVYEGQLSQAAGLGASQMLDSQLP
QLTMPLPRYGSGQQPLILPQSIQLPP
GQSLSVGAPRRIPPPGSQPPVLNTSR
EPSQMEMKGFHFADSKQNVPSGGP
VPSPQTYRPSSASPSGKPSGSAVNM
GSVQGHYVQQAKQRVDEKPSLGAV
KLQEAPSAASQMKRTGAIKPRAVKV
EESKA


