
UniprotKB
ID Entry	name organism full

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

golgi
apparatus

plasma
membrane

0

Q96PE2 ARHGH_HUMAN Homo
sapiens

Rho
guanine
nucleotide
exchange
factor	17

16.250926 S1961;T1963;T1970 S142;S152;S310;S326;S332;S383;S
387;S395;S410;S420;S461;S546;S6
19;S696;T699;T702;S735;S914;S96
1;S1002;S1331

38253038;38665916 MADGAPRPQLYRSVSFKLLERWSGG
PGLREEDTDTPGLRRRASCRPTTAA
RGQPSRRVSKLASGPLAAPAQPRPL
RSLSPSVRQLSRRFDAPRLDDGSAG
TRDGGVLPAAAEEAAEGPARGAWPS
VTEMRKLFGGPGSRRPSADSESPGT
PSPDGAAWEPPARESRQPPTPPPRT
CFPLAGLRSARPLTGPETEGRLRRPQ
QQQERAQRPADGLHSWHIFSQPQA
GARASCSSSSIAASYPVSRSRAASSS
EEEEEGPPQLPGAQSPAYHGGHSSG
SDDDRDGEGGHRWGGRPGLRPGSS
LLDQDCRPDSDGLNLSSMNSAGVS
GSPEPPTSPRAPREEGLREWGSGSP
PCVPGPQEGLRPMSDSVGGAFRVAK
VSFPSYLASPAGSRGSSRYSSTETLK
DDDLWSSRGSGGWGVYRSPSFGAG
EGLLRSQARTRAKGPGGTSRALRDG
GFEPEKSRQRKSLSNPDIASETLTLL
SFLRSDLSELRVRKPGGSSGDRGSN
PLDGRDSPSAGGPVGQLEPIPIPAPA
SPGTRPTLKDLTATLRRAKSFTCSEK
PMARRLPRTSALKSSSSELLLTGPGA
EEDPLPLIVQDQYVQEARQVFEKIQR
MGAQQDDGSDAPPGSPDWAGDVTR
GQRSQEELSGPESSLTDEGIGADPEP
PVAAFCGLGTTGMWRPLSSSSAQTN
HHGPGTEDSLGGWALVSPETPPTPG
ALRRRRKVPPSGSGGSELSNGEAGE
AYRSLSDPIPQRHRAATSEEPTGFSV
DSNLLGSLSPKTGLPATSAMDEGLT
SGHSDWSVGSEESKGYQEVIQSIVQ
GPGTLGRVVDDRIAGKAPKKKSLSD
PSRRGELAGPGFEGPGGEPIREVEP
MLPPSSSEPILVEQRAEPEEPGATRS
RAQSERALPEALPPPATAHRNFHLD
PKLADILSPRLIRRGSKKRPARSSHQ
ELRRDEGSQDQTGSLSRARPSSRHV
RHASVPATFMPIVVPEPPTSVGPPVA
VPEPIGFPTRAHPTLQAPSLEDVTKQ
YMLNLHSGEVPAPVPVDMPCLPLAA
PPSAEAKPPEAARPADEPTPASKCCS
KPQVDMRKHVAMTLLDTEQSYVES
LRTLMQGYMQPLKQPENSVLCDPSL
VDEIFDQIPELLEHHEQFLEQVRHC
MQTWHAQQKVGALLVQSFSKDVLV
NIYSAYIDNFLNAKDAVRVAKEARPA
FLKFLEQSMRENKEKQALSDLMIKP
VQRIPRYELLVKDLLKHTPEDHPDH
PLLLEAQRNIKQVAERINKGVRSAEE
AERHARVLQEIEAHIEGMEDLQAPL
RRFLRQEMVIEVKAIGGKKDRSLFLF
TDLIVCTTLKRKSGSLRRSSMSLYTA
ASVIDTASKYKMLWKLPLEDADIIKG
ASQATNRENIQKAISRLDEDLTTLGQ
MSKLSESLGFPHQSLDDALRDLSAA
MHRDLSEKQALCYALSFPPTKLELC
ATRPEGTDSYIFEFPHPDARLGFEQA
FDEAKRKLASSKSCLDPEFLKAIPIM
KTRSGMQFSCAAPTLNSCPEPSPEV
WVCNSDGYVGQVCLLSLRAEPDVEA
CIAVCSARILCIGAVPGLQPRCHREP
PPSLRSPPETAPEPAGPELDVEAAAD
EEAATLAEPGPQPCLHISIAGSGLEM
TPGLGEGDPRPELVPFDSDSDDESS
PSPSGTLQSQASRSTISSSFGNEETP
SSKEATAETTSSEEEQEPGFLPLSGS
FGPGGPCGTSPMDGRALRRSSHGSF
TRGSLEDLLSVDPEAYQSSVWLGTE
DGCVHVYQSSDSIRDRRNSMKLQH
AASVTCILYLNNQVFVSLANGELVVY
QREAGHFWDPQNFKSVTLGTQGSPI
TKMVSVGGRLWCGCQNRVLVLSPD
TLQLEHMFYVGQDSSRCVACMVDS
SLGVWVTLKGSAHVCLYHPDTFEQL
AEVDVTPPVHRMLAGSDAIIRQHKA
ACLRITALLVCEELLWVGTSAGVVLT
MPTSPGTVSCPRAPLSPTGLGQGHT
GHVRFLAAVQLPDGFNLLCPTPPPP
PDTGPEKLPSLEHRDSPWHRGPAPA

None None None None None None None None



RPKMLVISGGDGYEDFRLSSGGGSS
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