
UniprotKB
ID Entry	name organism full

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

golgi
apparatus

0

A7KAX9 RHG32_HUMAN Homo
sapiens

Rho
GTPase-
activating
protein
32

39.553492 S1021;S1025;T2018 S706;S709;S732;S738;S852;S856;S
892;S952;S1203;S1585

35132862;39531497;41350704 METESESSTLGDDSVFWLESEVIIQV
TDCEEEEREEKFRKMKSSVHSEED
DFVPELHRNVHPRERPDWEETLSA
MARGADVPEIPGDLTLKTCGSTASM
KVKHVKKLPFTKGHFPKMAECAHF
HYENVEFGSIQLSLSEEQNEVMKNG
CESKELVYLVQIACQGKSWIVKRSYE
DFRVLDKHLHLCIYDRRFSQLSELPR
SDTLKDSPESVTQMLMAYLSRLSAIA
GNKINCGPALTWMEIDNKGNHLLV
HEESSINTPAVGAAHVIKRYTARAPD
ELTLEVGDIVSVIDMPPKVLSTWWR
GKHGFQVGLFPGHCVELINQKVPQS
VTNSVPKPVSKKHGKLITFLRTFMKS
RPTKQKLKQRGILKERVFGCDLGEH
LLNSGFEVPQVLQSCTAFIERYGIVD
GIYRLSGVASNIQRLRHEFDSEHVPD
LTKEPYVQDIHSVGSLCKLYFRELPN
PLLTYQLYEKFSDAVSAATDEERLIKI
HDVIQQLPPPHYRTLEFLMRHLSLL
ADYCSITNMHAKNLAIVWAPNLLRS
KQIESACFSGTAAFMEVRIQSVVVEF
ILNHVDVLFSGRISMAMQEGAASLS
RPKSLLVSSPSTKLLTLEEAQARTQA
QVNSPIVTENKYIEVGEGPAALQGKF
HTIIEFPLERKRPQNKMKKSPVGSW
RSFFNLGKSSSVSKRKLQRNESEPS
EMKAMALKGGRAEGTLRSAKSEESL
TSLHAVDGDSKLFRPRRPRSSSDAL
SASFNGEMLGNRCNSYDNLPHDNE
SEEEGGLLHIPALMSPHSAEDVDLS
PPDIGVASLDFDPMSFQCSPPKAESE
CLESGASFLDSPGYSKDKPSANKKD
AETGSSQCQTPGSTASSEPVSPLQEK
LSPFFTLDLSPTEDKSSKPSSFTEKV
VYAFSPKIGRKLSKSPSMSISEPISVT
LPPRVSEVIGTVSNTTAQNASSSTW
DKCVEERDATNRSPTQIVKMKTNET
VAQEAYESEVQPLDQVAAEEVELPG
KEDQSVSSSQSKAVASGQTQTGAVT
HDPPQDSVPVSSVSLIPPPPPPKNVA
RMLALALAESAQQASTQSLKRPGTS
QAGYTNYGDIAVATTEDNLSSSYSAV
ALDKAYFQTDRPAEQFHLQNNAPG
NCDHPLPETTATGDPTHSNTTESGE
QHHQVDLTGNQPHQAYLSGDPEKA
RITSVPLDSEKSDDHVSFPEDQSGK
NSMPTVSFLDQDQSPPRFYSGDQPP
SYLGASVDKLHHPLEFADKSPTPPN
LPSDKIYPPSGSPEENTSTATMTYMT
TTPATAQMSTKEASWDVAEQPTTAD
FAAATLQRTHRTNRPLPPPPSQRSA
EQPPVVGQVQAATNIGLNNSHKVQG
VVPVPERPPEPRAMDDPASAFISDSG
AAAAQCPMATAVQPGLPEKVRDGAR
VPLLHLRAESVPAHPCGFPAPLPPTR
MMESKMIAAIHSSSADATSSSNYHS
FVTASSTSVDDALPLPLPVPQPKHAS
QKTVYSSFARPDVTTEPFGPDNCLH
FNMTPNCQYRPQSVPPHHNKLEQH
QVYGARSEPPASMGLRYNTYVAPGR
NASGHHSKPCSRVEYVSSLSSSVRN
TCYPEDIPPYPTIRRVQSLHAPPSSMI
RSVPISRTEVPPDDEPAYCPRPLYQY
KPYQSSQARSDYHVTQLQPYFENGR
VHYRYSPYSSSSSSYYSPDGALCDVD
AYGTVQLRPLHRLPNRDFAFYNPRL
QGKSLYSYAGLAPRPRANVTGYFSP
NDHNVVSMPPAADVKHTYTSWDLE
DMEKYRMQSIRRESRARQKVKGPV
MSQYDNMTPAVQDDLGGIYVIHLRS
KSDPGKTGLLSVAEGKESRHAAKAIS
PEGEDRFYRRHPEAEMDRAHHHGG
HGSTQPEKPSLPQKQSSLRSRKLPD
MGCSLPEHRAHQEASHRQFCESKN
GPPYPQGAGQLDYGSKGIPDTSEPVS
YHNSGVKYAASGQESLRLNHKEVRL
SKEMERPWVRQPSAPEKHSRDCYK
EEEHLTQSIVPPPKPERSHSLKLHHT
QNVERDPSVLYQYQPHGKRQSSVTV

True False 4.59 4.546 0.967 3.466 4.192



VSQYDNLEDYHSLPQHQRGVFGGG
GMGTYVPPGFPHPQSRTYATALGQG
AFLPAELSLQHPETQIHAE


