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

reticulum
golgi
apparatus

plasma
membrane

0

Q8NF50 DOCK8_HUMAN Homo
sapiens

Dedicator
of
cytokinesis
protein	8

41.375919 S940;S956 S20;S139;S451;S904;S936;S1145;S
1243;S2087

27655845;40914422;29351928 MATLPSAERRAFALKINRYSSAEIRK
QFTLPPNLGQYHRQSISTSGFPSLQL
PQFYDPVEPVDFEGLLMTHLNSLDV
QLAQELGDFTDDDLDVVFTPKECRT
LQPSLPEEGVELDPHVRDCVQTYIRE
WLIVNRKNQGSPEICGFKKTGSRKD
FHKTLPKQTFESETLECSEPAAQAG
PRHLNVLCDVSGKGPVTACDFDLRS
LQPDKRLENLLQQVSAEDFEKQNEE
ARRTNRQAELFALYPSVDEEDAVEIR
PVPECPKEHLGNRILVKLLTLKFEIEI
EPLFASIALYDVKERKKISENFHCDL
NSDQFKGFLRAHTPSVAASSQARSA
VFSVTYPSSDIYLVVKIEKVLQQGEIG
DCAEPYTVIKESDGGKSKEKIEKLKL
QAESFCQRLGKYRMPFAWAPISLSS
FFNVSTLEREVTDVDSVVGRSSVGE
RRTLAQSRRLSERALSLEENGVGSN
FKTSTLSVSSFFKQEGDRLSDEDLFK
FLADYKRSSSLQRRVKSIPGLLRLEIS
TAPEIINCCLTPEMLPVKPFPENRTR
PHKEILEFPTREVYVPHTVYRNLLYV
YPQRLNFVNKLASARNITIKIQFMCG
EDASNAMPVIFGKSSGPEFLQEVYT
AVTYHNKSPDFYEEVKIKLPAKLTVN
HHLLFTFYHISCQQKQGASVETLLG
YSWLPILLNERLQTGSYCLPVALEKL
PPNYSMHSAEKVPLQNPPIKWAEGH
KGVFNIEVQAVSSVHTQDNHLEKFF
TLCHSLESQVTFPIRVLDQKISEMAL
EHELKLSIICLNSSRLEPLVLFLHLVL
DKLFQLSVQPMVIAGQTANFSQFAF
ESVVAIANSLHNSKDLSKDQHGRNC
LLASYVHYVFRLPEVQRDVPKSGAPT
ALLDPRSYHTYGRTSAAAVSSKLLQA
RVMSSSNPDLAGTHSAADEEVKNI
MSSKIADRNCSRMSYYCSGSSDAPS
SPAAPRPASKKHFHEELALQMVVST
GMVRETVFKYAWFFFELLVKSMAQ
HVHNMDKRDSFRRTRFSDRFMDDI
TTIVNVVTSEIAALLVKPQKENEQAE
KMNISLAFFLYDLLSLMDRGFVFNLI
RHYCSQLSAKLSNLPTLISMRLEFLR
ILCSHEHYLNLNLFFMNADTAPTSP
CPSISSQNSSSCSSFQDQKIASMFDL
TSEYRQQHFLTGLLFTELAAALDAE
GEGISKVQRKAVSAIHSLLSSHDLDP
RCVKPEVKVKIAALYLPLVGIILDALP
QLCDFTVADTRRYRTSGSDEEQEGA
GAINQNVALAIAGNNFNLKTSGIVLS
SLPYKQYNMLNADTTRNLMICFLWI
MKNADQSLIRKWIADLPSTQLNRIL
DLLFICVLCFEYKGKQSSDKVSTQVL
QKSRDVKARLEEALLRGEGARGEM
MRRRAPGNDRFPGLNENLRWKKEQ
THWRQANEKLDKTKAELDQEALISG
NLATEAHLIILDMQENIIQASSALDC
KDSLLGGVLRVLVNSLNCDQSTTYL
THCFATLRALIAKFGDLLFEEEVEQC
FDLCHQVLHHCSSSMDVTRSQACA
TLYLLMRFSFGATSNFARVKMQVT
MSLASLVGRAPDFNEEHLRRSLRTI
LAYSEEDTAMQMTPFPTQVEELLCN
LNSILYDTVKMREFQEDPEMLMDL
MYRIAKSYQASPDLRLTWLQNMAEK
HTKKKCYTEAAMCLVHAAALVAEYL
SMLEDHSYLPVGSVSFQNISSNVLE
ESVVSEDTLSPDEDGVCAGQYFTES
GLVGLLEQAAELFSTGGLYETVNEV
YKLVIPILEAHREFRKLTLTHSKLQR
AFDSIVNKDHKRMFGTYFRVGFFGS
KFGDLDEQEFVYKEPAITKLPEISHR
LEAFYGQCFGAEFVEVIKDSTPVDKT
KLDPNKAYIQITFVEPYFDEYEMKDR
VTYFEKNFNLRRFMYTTPFTLEGRP
RGELHEQYRRNTVLTTMHAFPYIKT
RISVIQKEEFVLTPIEVAIEDMKKKTL
QLAVAINQEPPDAKMLQMVLQGSV
GATVNQGPLEVAQVFLAEIPADPKLY
RHHNKLRLCFKEFIMRCGEAVEKN

True True 4.673 1.977 1.26 1.315 0.962 5.0



KRLITADQREYQQELKKNYNKLKEN
LRPMIERKIPELYKPIFRVESQKRDS
FHRSSFRKCETQLSQGS


