
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

0

Q86U86 PB1_HUMAN Homo
sapiens

Protein
polybromo-
1

16.935769 S681 S10;S39;S131;T134;S178;S316;S31
9;S353;S355;S371;S375;S498;S509;
S636;S648;S689;S948;S987;S1119;
T1289;S1405;S1453

40596516;34019948;30379171 MGSKRRRATSPSSSVSGDFDDGHH
SVSTPGPSRKRRRLSNLPTVDPIAVC
HELYNTIRDYKDEQGRLLCELFIRAP
KRRNQPDYYEVVSQPIDLMKIQQKL
KMEEYDDVNLLTADFQLLFNNAKSY
YKPDSPEYKAACKLWDLYLRTRNEF
VQKGEADDEDDDEDGQDNQGTVTE
GSSPAYLKEILEQLLEAIVVATNPSG
RLISELFQKLPSKVQYPDYYAIIKEPI
DLKTIAQRIQNGSYKSIHAMAKDIDL
LAKNAKTYNEPGSQVFKDANSIKKIF
YMKKAEIEHHEMAKSSLRMRTPSN
LAAARLTGPSHSKGSLGEERNPTSK
YYRNKRAVQGGRLSAITMALQYGSE
SEEDAALAAARYEEGESEAESITSFM
DVSNPFYQLYDTVRSCRNNQGQLIA
EPFYHLPSKKKYPDYYQQIKMPISLQ
QIRTKLKNQEYETLDHLECDLNLMF
ENAKRYNVPNSAIYKRVLKLQQVMQ
AKKKELARRDDIEDGDSMISSATSDT
GSAKRKSKKNIRKQRMKILFNVVLE
AREPGSGRRLCDLFMVKPSKKDYPD
YYKIILEPMDLKIIEHNIRNDKYAGEE
GMIEDMKLMFRNARHYNEEGSQVY
NDAHILEKLLKEKRKELGPLPDDDD
MASPKLKLSRKSGISPKKSKYMTPM
QQKLNEVYEAVKNYTDKRGRRLSAI
FLRLPSRSELPDYYLTIKKPMDMEKI
RSHMMANKYQDIDSMVEDFVMMF
NNACTYNEPESLIYKDALVLHKVLLE
TRRDLEGDEDSHVPNVTLLIQELIH
NLFVSVMSHQDDEGRCYSDSLAEIP
AVDPNFPNKPPLTFDIIRKNVENNRY
RRLDLFQEHMFEVLERARRMNRTD
SEIYEDAVELQQFFIKIRDELCKNGEI
LLSPALSYTTKHLHNDVEKERKEKL
PKEIEEDKLKREEEKREAEKSEDSSG
AAGLSGLHRTYSQDCSFKNSMYHV
GDYVYVEPAEANLQPHIVCIERLWE
DSAGEKWLYGCWFYRPNETFHLAT
RKFLEKEVFKSDYYNKVPVSKILGKC
VVMFVKEYFKLCPENFRDEDVFVCE
SRYSAKTKSFKKIKLWTMPISSVRFV
PRDVPLPVVRVASVFANADKGDDEK
NTDNSEDSRAEDNFNLEKEKEDVP
VEMSNGEPGCHYFEQLHYNDMWL
KVGDCVFIKSHGLVRPRVGRIEKVW
VRDGAAYFYGPIFIHPEETEHEPTKM
FYKKEVFLSNLEETCPMTCILGKCAV
LSFKDFLSCRPTEIPENDILLCESRY
NESDKQMKKFKGLKRFSLSAKVVD
DEIYYFRKPIVPQKEPSPLLEKKIQLL
EAKFAELEGGDDDIEEMGEEDSEVI
EPPSLPQLQTPLASELDLMPYTPPQS
TPKSAKGSAKKEGSKRKINMSGYILF
SSEMRAVIKAQHPDYSFGELSRLVG
TEWRNLETAKKAEYEERAAKVAEQQ
ERERAAQQQQPSASPRAGTPVGALM
GVVPPPTPMGMLNQQLTPVAGMMG
GYPPGLPPLQGPVDGLVSMGSMQPL
HPGGPPPHHLPPGVPGLPGIPPPGV
MNQGVAPMVGTPAPGGSPYGQQVG
VLGPPGQQAPPPYPGPHPAGPPVIQQ
PTTPMFVAPPPKTQRLLHSEAYLKYI
EGLSAESNSISKWDQTLAARRRDVH
LSKEQESRLPSHWLKSKGAHTTMA
DALWRLRDLMLRDTLNIRQAYNLE
NV

True False 1.594 5.0 False False False False


