
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

Q8IZD9 DOCK3_HUMAN Homo
sapiens

Dedicator
of
cytokinesis
protein	3

17.679242 NaN S1658 28411811;30379171;37217939 MWTPTEEEKYGVVICSFRGSVPQGL
VLEIGETVQILEKCEGWYRGVSTKKP
NVKGIFPANYIHLKKAIVSNRGQYET
VVPLEDSIVTEVTATLQEWASLWKQ
LYVKHKVDLFYKLRHVMNELIDLRR
QLLSGHLTQDQVREVKRHITVRLDW
GNEHLGLDLVPRKDFEVVDSDQISV
SDLYKMHLSSRQSVQQSTSQVDTM
RPRHGETCRMPVPHHFFLSLKSFTY
NTIGEDTDVFFSLYDMREGKQISER
FLVRLNKNGGPRNPEKIERMCALFT
DLSSKDMKRDLYIVAHVIRIGRMLL
NDSKKGPPHLHYRRPYGCAVLSILD
VLQSLTEVKEEKDFVLKVYTCNNES
EWSQIHENIIRKSSAKYSAPSASHGL
IISLQLLRGDMEQIRRENPMIFNRGL
AITRKLGFPDVIMPGDIRNDLYLTLE
KGDFERGGKSVQKNIEVTMYVLYAD
GEILKDCISLGSGEPNRSSYHSFVLY
HSNSPRWGEIIKLPIPIDRFRGSHLR
FEFRHCSTKDKGEKKLFGFAFSTLM
RDDGTTLSDDIHELYVYKCDENSTF
NNHALYLGLPCCKEDYNGCPNIPSS
LIFQRSTKESFFISTQLSSTKLTQNV
DLLALLKWKAFPDRIMDVLGRLRHV
SGEEIVKFLQDILDTLFVILDDNTEKY
GLLVFQSLVFIINLLRDIKYFHFRPV
MDTYIQKHFAGALAYKELIRCLKWY
MDCSAELIRQDHIQEAMRALEYLFK
FIVQSRILYSRATCGMEEEQFRSSIQ
ELFQSIRFVLSLDSRNSETLLFTQAA
LLNSFPTIFDELLQMFTVQEVAEFVR
GTLGSMPSTVHIGQSMDVVKLQSIA
RTVDSRLFSFSESRRILLPVVLHHIH
LHLRQQKELLICSGILGSIFSIVKTSS
LEADVMEEVEMMVESLLDVLLQTLL
TIMSKSHAQEAVRGQRCPQCTAEIT
GEYVSCLLSLLRQMCDTHFQHLLD
NFQSKDELKEFLLKIFCVFRNLMKM
SVFPRDWMVMRLLTSNIIVTTVQYL
SSALHKNFTETDFDFKVWNSYFSLA
VLFINQPSLQLEIITSAKRKKILDKYG
DMRVMMAYELFSMWQNLGEHKIH
FIPGMIGPFLGVTLVPQPEVRNIMIPI
FHDMMDWEQRKNGNFKQVEAELI
DKLDSMVSEGKGDESYRELFSLLTQ
LFGPYPSLLEKVEQETWRETGISFVT
SVTRLMERLLDYRDCMKGEETENK
KIGCTVNLMNFYKSEINKEEMYIRYI
HKLCDMHLQAENYTEAAFTLLLYCE
LLQWEDRPLREFLHYPSQTEWQRK
EGLCRKIIHYFNKGKSWEFGIPLCRE
LACQYESLYDYQSLSWIRKMEASYY
DNIMEQQRLEPEFFRVGFYGRKFPF
FLRNKEYVCRGHDYERLEAFQQRM
LSEFPQAVAMQHPNHPDDAILQCDA
QYLQIYAVTPIPDYVDVLQMDRVPDR
VKSFYRVNNVRKFRYDRPFHKGPKD
KENEFKSLWIERTTLTLTHSLPGISR
WFEVERRELVEVSPLENAIQVVENK
NQELRSLISQYQHKQVHGNINLLSM
CLNGVIDAAVNGGIARYQEAFFDKD
YINKHPGDAEKITQLKELMQEQVHV
LGVGLAVHEKFVHPEMRPLHKKLID
QFQMMRASLYHEFPGLDKLSPACS
GTSTPRGNVLASHSPMSPESIKMTH
RHSPMNLMGTGRHSSSSLSSHASS
EAGNMVMLGDGSMGDAPEDLYHH
MQLAYPNPRYQGSVTNVSVLSSSQA
SPSSSSLSSTHSAPSQMITSAPSSAR
GSPSLPDKYRHAREMMLLLPTYRDR
PSSAMYPAAILENGQPPNFQRALFQ
QVVGACKPCSDPNLSVAEKGHYSLH
FDAFHHPLGDTPPALPARTLRKSPL
HPIPASPTSPQSGLDGSNSTLSGSAS
SGVSSLSESNFGHSSEAPPRTDTMD
SMPSQAWNADEDLEPPYLPVHYSLS
ESAVLDSIKAQPCRSHSAPGCVIPQD
PMDPPALPPKPYHPRLPALEHDEGV
LLREETERPRGLHRKAPLPPGSAKE

True False 4.81 1.562 1.04 1.204 0.986 4.324 1.478
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