UniprotKB Entry name organism (full name |oglcnacscore o_glcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion enc}oplasmw golgi I
ID sites reticulum apparatus 1
Q9JM52 MINK1_MOUSE [Mus Misshapen- [45.57388 S554;5559(S324;S326;5644;S720;S729;S745;S |33300544;22645316;40885482 MGDPAPARSLDDIDLSALRDPAGIFE [False False 2.79 3.828 [1.313 1.223 2.666 1

musculus

like kinase
1

746;S750;T867;S702

LVEVVGNGTYGQVYKGRHVKTGQLA
AIKVMDVTEDEEEEIKQEINMLKKYS
HHRNIATYYGAFIKKSPPGNDDQLW
LVMEFCGAGSVTDLVKNTKGNALKE
DCIAYICREILRGLAHLHAHKVIHRDI
KGQNVLLTENAEVKLVDFGVSAQLD
RTVGRRNTFIGTPYWMAPEVIACDE
NPDATYDYRSDIWSLGITAIEMAEGA
PPLCDMHPMRALFLIPRNPPPRLKS
KKWSKKFTDFIDTCLIKTYLSRPPTE
QLLKFPFIRDQPTERQVRIQLKDHID
RSRKKRGEKEETEYEYSGSEEEDDS
HGEEGEPSSIMNVPGESTLRREFLR
LQQENKSNSEALKQQQQLQQQQQR
DPEAHIKHLLHQRQRRIEEQKEERR
RVEEQQRREREQRKLQEKEQQRRL
EDMQALRREEERRQAEREQEYKRK
QLEEQRQSERLQRQLQQEHAYLKSL
QQQQQQQQLAQKQQQQQQQILPGDR
KPLYHYGRGINPADKPAWAREVEER
ARMNKQQNSPLAKAKPSSAGPEPPI
SQASPSPPGPLSQTPPMQRPVEPQE
GPHKSLVAHRVPLKPYAAPVPRSQS
LQDQPTRNLAAFPASHDPDPAAVPT
PTATPSARGAVIRQNSDPTSEGPGPS
PNPPSWVRPDNEAPPKVPQRTSSIA
TALNTSGAGGSRPAQAVRASNPDLR
RSDPGWERSDSVLPASHGHLPQAG
SLERNRNRVGASTKLDSSPVLSPGN
KAKPEDHRSRPGRPASYKRAIGEDF
VLLKERTLDEAPKPPKKAMDYSSSS
EEVESSEEEEEEGDGEPSEGSRDTP
GGRSDGDTDSVSTMVVHDVEEISGT
QPSYGGGTMVVQRTPEEERSLLLAD
SNGYTNLPDVVQPSHSPTENSKGQS
PPTKDGGSDYQSRGLVKAPGKSSFT
MFVDLGIYQPGGSGDTIPITALVGGE
GGRLDQLQFDVRKGSVVNVNPTNT
RAHSETPEIRKYKKRFNSEILCAALW
GVNLLVGTENGLMLLDRSGQGKVY
GLIGRRRFQQMDVLEGLNLLITISGK
RNKLRVYYLSWLRNKILHNDPEVEK
KQGWTTVGDMEGCGHYRVVKYERI
KFLVIALKNSVEVYAWAPKPYHKFM
AFKSFADLPHRPLLVDLTVEEGQRL
KVIYGSSAGFHAVDVDSGNSYDIYIP
'VHIQSQITPHAIIFLPNTDGMEMLLC
YEDEGVYVNTYGRIIKDVVLQWGEM
PTSVAYICSNQIMGWGEKAIEIRSVE
TGHLDGVFMHKRAQRLKFLCERND
KVFFASVRSGGSSQVYFMTLNRNCI

MNW




