
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

Q5SSW2 PSME4_MOUSE Mus
musculus

Proteasome
activator
complex
subunit	4

37.816643 NaN S1121;S1614;S1746 22645316;39627609 MEAPERAGGGEPPEPGGRPVLGPRA
FVPQKEIVYNKLLPYAERLDAESDLQ
LAQIKSNLGRAVQLQELWPGGLFWT
RKLSTYIRLYGRKFSKEDHVLFIKLLY
ELVSIPKLEISMMQGFARLLINLLKK
KELLSRDDLELPWRPLYDLVERILYS
KTEHLRLNSFPNSIENVLKTLVKSCR
PYFPADSTAEMLEEWRPLMCPFDVT
MQKAISYFEIFLPTSLPPELHHKGFK
LWFDELIGLWVSVQNLPQWEGQLV
NLFARLATDNIGYIDWDPYVPKIFTRI
LRSLNLPVGSSQVLVPRFLTNAYDIG
HAVIWITAMMGGPSKLVQKHLAGLF
NSITSFYHPSNNGRWLNKLMKLLQ
RLPNSVVRRLHRERFKKPSWLTPVP
ESHKLTDEDVTDFVQCIIQPVLLAMF
SKTGSLEAAQALQNLALMRPELVIPP
VLERTYPALETLTEPHQLTATLNCVI
GVARSLVSGSKWFPEGPTHMLPLL
MRALPGVDPNDFSKCMITFQFIGTF
STLVPLVDCSSVLQERNDLTEIEKEL
CSATAEFEDFVLQFMDRCFGLIESS
TLEQTREETETEKMTHLESLVELGL
SSTFSTILTQCSKDIFMVALQKVFNF
SVSHIFETRVAGRMVADMCRAAVKC
CPEESLKLFVPHCYGVITQLTMNDD
VLNEEELDKELLWNLQLLSEITRVD
GKKLLLYREQLVKILQRTLHLTCKQG
YTLSCNLLHHLLRSTTLIYPTEYCSV
PGGFNKPPSEYFPVKDWGKPGDLW
NLGIQWHVPSSEEVSFAFYLLDSFL
QPELIKLQCCGDGELEMSRDDILQS
LTIVHSCLIGSGNLLPPLKGEAVTNL
VPSMVSLEETKLYTGLEHDLSRENY
REVIASVIRKLLSHILDNSEDDTKSLF
LIIKIIGDLLHFQGSHKHEFDSRWKS
FNLVKKSMENRLHGKKQHIRALLID
RVMLQHELRTLTVEGCEYKKIHQD
MIRDLLRLSTSSYSQVRNKAQQTFF
AALGAYNFCCRDIIPLVLEFLRPDRK
DVTQQQFKGALYCLLGNHSGVCLA
NLHDWDCIVQTWPALVSSGLSQAM
SLEKPSIVRLFDDLAEKIHRQYETIGL
DFTIPKSCAAIAELLQQSKNPSISQTL
LSPEKIKEGQKRQQDKNADALRNYE
CLVNTLLDGVEQRNLPWKFEHIGIG
LLSLLLRDDRVLPLRAIRFFVENLNH
DAIVVRKMAISAVAGILKQLKRTHKK
LTINPYEISGCPKPTKILAGDRPDNH
WLHYDSKNIPRTKKEWESSCFVEKT
HWGYYNWPKNMVVYAGVEEQPKLG
RSREDMIEAEQIIYDRFSDPKFVEQL
ITFLSLEDRKGRDKFSPRRFCLFKGI
FRNFDDAFLPVLKPHLERLVADSHE
STQRCVAEIIAGLIRGSKHWTFEKVE
KLWELLCPLLRTALSNMTVETYND
WGTCIATSCESRDPRKLHWLFELLL
ESPLSGEGGSFVDACRLYVLQGGLA
QQEWRVPELLHRLLKYLEPKLTQVY
KNVRERIGSVLTYIFMIDVSLPNTAP
TTSPCIPEFTARVLEKLKPLTDVDEEI
QNHVMEENGIGEEDERTQGIKLLKT
ILKWLMASAGRSFSTAVKEQLQLLP
LFFKIAPVENDNSYDELKRDAKLCLS
LMSQGLLYPQQVPLILQVLSQTARSS
SWHARYTVLTYLQTMVFYNLFIFLN
NEDAVKDIRWLIICLLEDEQLEVRE
MAATTLSGLLQCNFLTMDSAMQIH
FEQLCKTKLPKKRKRDPGSVGDTIPS
AELVKRHAGVLGLGACVLSSPYDVP
TWMPQLLMNLSAHLNDPQPIEMTV
KKTLSNFRRTHHDNWQEHKQQFTD
DQLLVLTDLLVSPCYYA

True False 5.0 5.0 1.261 1.021 False 0.675 0.849


