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

reticulum
golgi
apparatus

0

Q8N1I0 DOCK4_HUMAN Homo
sapiens

Dedicator
of
cytokinesis
protein	4

31.563443 S1787;T1797;S1921 T167;T193;S1599;S1607;S1614;S16
18;S1620;S1631;S1769

28657654;39531497;35254053 MWIPTEHEKYGVVIASFRGTVPYGLS
LEIGDTVQILEKCDGWYRGFALKNP
NIKGIFPSSYVHLKNACVKNKGQFE
MVIPTEDSVITEMTSTLRDWGTMW
KQLYVRNEGDLFHRLWHIMNEILDL
RRQVLVGHLTHDRMKDVKRHITARL
DWGNEQLGLDLVPRKEYAMVDPED
ISITELYRLMEHRHRKKDTPVQASS
HHLFVQMKSLMCSNLGEELEVIFSL
FDSKENRPISERFFLRLNRNGLPKA
PDKPERHCSLFVDLGSSELRKDIYIT
VHIIRIGRMGAGEKKNACSVQYRRP
FGCAVLSIADLLTGETKDDLILKVYM
CNTESEWYQIHENIIKKLNARYNLT
GSNAGLAVSLQLLHGDIEQIRREYSS
VFSHGVSITRKLGFSNIIMPGEMRN
DLYITIERGEFEKGGKSVARNVEVTM
FIVDSSGQTLKDFISFGSGEPPASEY
HSFVLYHNNSPRWSELLKLPIPVDK
FRGAHIRFEFRHCSTKEKGEKKLFG
FSFVPLMQEDGRTLPDGTHELIVHK
CEENTNLQDTTRYLKLPFSKGIFLG
NNNQAMKATKESFCITSFLCSTKLT
QNGDMLDLLKWRTHPDKITGCLSK
LKEIDGSEIVKFLQDTLDTLFGILDE
NSQKYGSKVFDSLVHIINLLQDSKF
HHFKPVMDTYIESHFAGALAYRDLI
KVLKWYVDRITEAERQEHIQEVLKA
QEYIFKYIVQSRRLFSLATGGQNEEE
FRCCIQELLMSVRFFLSQESKGSGA
LSQSQAVFLSSFPAVYSELLKLFDVR
EVANLVQDTLGSLPTILHVDDSLQAI
KLQCIGKTVESQLYTNPDSRYILLPV
VLHHLHIHLQEQKDLIMCARILSNV
FCLIKKNSSEKSVLEEIDVIVASLLDI
LLRTILEITSRPQPSSSAMRFQFQDV
TGEFVACLLSLLRQMTDRHYQQLLD
SFNTKEELRDFLLQIFTVFRILIRPEM
FPKDWTVMRLVANNVIITTVLYLSDA
LRKNFLNENFDYKIWDSYFYLAVIFI
NQLCLQLEMFTPSKKKKVLEKYGD
MRVTMGCEIFSMWQNLGEHKLHFI
PALIGPFLEVTLIPQPDLRNVMIPIFH
DMMDWEQRRSGNFKQVEAKLIDKL
DSLMSEGKGDETYRELFNSILLKKIE
RETWRESGVSLIATVTRLMERLLDY
RDCMKMGEVDGKKIGCTVSLLNFY
KTELNKEEMYIRYIHKLYDLHLKAQ
NFTEAAYTLLLYDELLEWSDRPLRE
FLTYPMQTEWQRKEHLHLTIIQNFD
RGKCWENGIILCRKIAEQYESYYDYR
NLSKMRMMEASLYDKIMDQQRLEP
EFFRVGFYGKKFPFFLRNKEFVCRG
HDYERLEAFQQRMLNEFPHAIAMQ
HANQPDETIFQAEAQYLQIYAVTPIP
ESQEVLQREGVPDNIKSFYKVNHIW
KFRYDRPFHKGTKDKENEFKSLWV
ERTSLYLVQSLPGISRWFEVEKREVV
EMSPLENAIEVLENKNQQLKTLISQ
CQTRQMQNINPLTMCLNGVIDAAV
NGGVSRYQEAFFVKEYILSHPEDGE
KIARLRELMLEQAQILEFGLAVHEKF
VPQDMRPLHKKLVDQFFVMKSSLGI
QEFSACMQASPVHFPNGSPRVCRN
SAPASVSPDGTRVIPRRSPLSYPAVN
RYSSSSLSSQASAEVSNITGQSESSD
EVFNMQPSPSTSSLSSTHSASPNVT
SSAPSSARASPLLSDKHKHSRENSC
LSPRERPCSAIYPTPVEPSQRMLFNH
IGDGALPRSDPNLSAPEKAVNPTPSS
WSLDSGKEAKNMSDSGKLISPPVPP
RPTQTASPARHTTSVSPSPAGRSPLK
GSVQSFTPSPVEYHSPGLISNSPVLS
GSYSSGISSLSRCSTSETSGFENQVN
EQSAPLPVPVPVPVPSYGGEEPVRKE
SKTPPPYSVYERTLRRPVPLPHSLSIP
VTSEPPALPPKPLAARSSHLENGARR
TDPGPRPRPLPRKVSQL

True False 4.58 4.416 1.94 1.346 4.187


