}Jl;l iprotKB Entry name organism [full name |oglcnacscore oplcnac phosphorylation sites PMIDS [sequence intracellular extracellular|cytosol nucleus mitochndrion en(!oplasmlc golgi ! extr.‘acellul‘
sites reticulum |apparatus membrane fregion
Q8VDR9 DOCK6_MOUSE Mus Dedicator |33.453389 T16 S178;5870;5878;5882;5S1341;T2064 |36084651 MAASERRAFAHKINRTVAAEVRKQV (None None None [None |None None None None None
musculus |of ;52065;S2069 SRERSGSPHSSRRSSSSLGVPLTEVI
cytokinesis EPLDFEDVLLSRPPEVEPGPLRDLIE
protein 6 FPVDDLELLKQPRECRTTESGVPED

GQLDAQVRAAVEMYSEDWVIVRRRY
QHLSTAYSPITTETQREWQKGLTCQ
VFEQDTPGDERTGPEDVDDPQHCS
GSPEDTPRSSGASGIFSLRNLAADSL
LPTLLEQAAPEDVDRRNEALRRQHR
APTLLTLYPAPDEDEAVERCSRPEPP
REHFGQRILVKCLSLKFEIEIEPIFGT
LALYDVREKKKISENFYFDLNSDSVK
GLLRAHGTHPAISTLARSAIFSVTYPS
PDIFLVVKLEKVLQQGDISECCEPYM
VMKEADTAKNKEKLEKLRLAAEQFC
TRLGRYRMPFAWTAVHLANIVSRPQ
DRDSDSEGERRPTWAERRRRGPQD
RGYSGDDACSFSSFRPATLTVINFF
KQEAERLSDEDLFKFLADMRRPSSL
LRRLRPVTAQLKLDISPAPENLHFCL
SPDLLHVKPYPDPRGRPTKEILEFPA
REVYAPHSCYRNLLFVYPHSLNFSS
RQGSVRNLAVRIQYMAGEDQSQALP
VIFGKSSCSEFTREAFTPVVYHNKSP
EFYEEFKLRLPACVTENHHLFFTFY
HVSCQPRPGTALETPVGFTWIPLLQ
HGRLRTGPFCLPVSVDQPPPSYSVLT
PDVALPGMRWVDGHKGVFSVELTA
'VSSVHPQDPHLDKFFTLVHVLEEGI
FPFRLKETVLSEGTMEQELRASLAA
LRLASPEPLVAFSHLVLDKLVRLVVR
PPIICGQMVNLGRGAFEAMAHVASL
VHRNLEAVQDSRGHCPLLASYVHYA
FRLPGGDLSLPGEAPPATVQAATLAR
GSGRPASLYLARSKSISSSNPDLAVV
PGSVDDEVSRILASKGVDRSHSWVN
SAYAPGGSKAVLRRVPPYCGADPRQ
LLHEELALQWVVSGSAVRELVLQHA
'WFFFQLMVKSMELHLLLGQRLDTP
RKLRFPGRFLDDIAALVASVGLEVIT
RVHKDMKLAERLNASLAFFLSDLLS
IADRGYIFSLVRAHYKQVATRLQSAP
NPTALLTLRMDFTRILCSHEHYVTL
NLPCCPLSPPASPSPSVSSTTSQSST
FSSQAPDPKVTSMFELSGPFRQQHF
LSGLLLTELALALDPEAEGASLLHKK
AISAVHSLLCSHDVDSRYAEATVKAK
VAELYLPLLSLARDTLPQLHGFAEGS
GQRSRLASMLDSDTEGEGDIGSTIN
PSVAMAIAGGPLAPGSRTSISQGPST
AARSGCPLSAESSRTLLVCVLWVLK
NAEPTLLQRWAADLALPQLGRLLDL
LYLCLAAFEYKGKKAFERINSLTFKK
SLDMKARLEEAILGTIGARQEMVRR
SRERSPFGNQENVRWRKSATHWRQ
TSDRVDKTKDEMEHEALVDGNLAT
EASLVVLDTLETIVQTVMLSEARESI
LSAVLKVVLYSLGSAQSALFLQHGLA
TQRALVSKFPELLFEEDTELCADLCL
RLLRHCGSRISTIRMHASASLYLLMR
QNFEIGHNFARVKMLVTMSLSSLVG
TTQNFSEEHLRKSLKTILTYAEEDIG
LRDSTFAEQVQDLMFNLHMILTDTV
KMKEHQEDPEMLMDLMYRIARGYQ
GSPDLRLTWLQNMAGKHAELGNHA
EAAQCMVHAAALVAEYLALLEDSRH
LPVGCVSFQNVSSNVLEESAISDDIL
SPDEEGFCSGKNFTELGLVGLLEQA
AGYFTMGGLYEAVNEVYKNLIPILEA
HRDYKKLAAVHGKLQEAFTKIMHQS
SGWERVFGTYFRVGFYGTRFGDLDE
QEFVYKEPSITKLAEISHRLEEFYTER
FGDDVVEIIKDSNPVDKSKLDPQKAY
IQITYVEPHFDTYELKDRVTYFDRNY
GLRAFLFCTPFTPDGRAHGELAEQH
KRKTLLSTEHAFPYIKTRIRVCHREE
TVLTPVEVAIEDMQKKTRELAFATEQ
DPPDAKMLQMVLQGSVGPTVNQGP
LEVAQVFLSEIPEDPKLFRHHNKLRL
CFKDFCKKCEDALRKNKALIGPDQK
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