
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

Q3UU96 MRCKA_MOUSE Mus
musculus

Serine/threonine-
protein	kinase
MRCK	alpha

46.058797 T1593;S1596 S222;S234;T240;S1532;S1598;S160
0;S1616;S1638;S1651;S1656;S1680
;S1706;S1708

22645316;40885482 MSGEVRLRQLEQFILDGPAQTNGQC
FSVETLLDILICLYDECNNSPLRREK
NILEYLEWAKPFTSKVKQMRLHRED
FEILKVIGRGAFGEVAVVKLKNADKV
FAMKILNKWEMLKRAETACFREER
DVLVNGDSKWITTLHYAFQDDNNLY
LVMDYYVGGDLLTLLSKFEDRLPEE
MARFYLAEMVIAIDSVHQLHYVHRD
IKPDNILMDMNGHIRLADFGSCLKL
MEDGTVQSSVAVGTPDYISPEILQA
MEDGKGRYGPECDWWSLGVCMYE
MLYGETPFYAESLVETYGKIMNHKE
RFQFPAQVTDVSENAKDLIRRLICSR
EHRLGQNGIEDFKKHPFFSGIDWDN
IRNCEAPYIPEVSSPTDTSNFDVDDD
CLKNSETMPPPTHTAFSGHHLPFVG
FTYTSSCVLSDRSCLRVTAGPTSLDL
DVSVQRTLDNNLATEAYERRIKRLE
QEKLELTRKLQESTQTVQALQYSTV
DGPLTASKDLEIKSLKEEIEKLRKQV
AEVNHLEQQLEEANSVRRELDDAFR
QIKASEKQIKTLQQEREELNKELVQA
SERLKNQSKELKDAHCQRKLAMQE
FMEINERLTELHTQKQKLARHVRDK
EEEVDLVMQKAESLRQELRRAERAK
KELEVHTEALIAEASKDKKLREQSE
HYSKQLENELEGLKQKQISYSPGICS
IEHQQEITKLKTDLEKKSIFYEEEISK
REGIHASEIKNLKKELHDSEGQQLA
LNKEILVLKDKLEKTRRESQSEREEF
ENEFKQQYEREKVLLTEENKKLTSE
LDKLTSLYESLSLRNQHLEEEVKDL
ADKKESVAHWEAQITEIIQWVSDEK
DARGYLQALASKMTEELEALRNSSL
GTRATDMPWKMRRFAKLDMSARLE
LQSALDAEIRAKQAIQEELNKVKASN
ILTECKLKDSEKKNLELLSEIEQLIKD
TEELRSEKGIEHQDSQHSFLAFLNT
PTDALDQFEIADCAPLPAHTPTLRKK
GCPASTGFPPKRKTHQFFVKSFTAPT
KCHQCTSLMVGLIRQGCSCEVCGFS
CHITCVNKAPTVCPVPPEQTKGPLGI
DPQKGVGTAYEGHVRIPKPAGVKKG
WQRALAVVCDFKLFLYDIAEGKASQ
PTSVISQVIDMRDEEFSVSSVLASDV
IHASRKDIPCIFRVTASQLSAPSNKC
SILMLADSENERSKWVGVLSELHKI
LKKNKFRDRSVYVPKEAYDSTLPLIK
TTQAAAIIDHERIALGNEEGLFVVHV
TKDEIVRVGDNKKIHQIELIPSDQLV
AVISGRNRHVRLFPMSALDGRETDF
YKLAETKGCQTIAAGKVRHGALSCL
CVAMKRQVLCYELFQSKTRHRKFKE
IQVPCNVQWMAIFSEHLCVGFQSGF
LRYPLNGEGGPCNMLHSNDHTLSFI
SHQPMDALCAVEISNKEYLLCFNSI
GIYTDCQGRRSRQQELMWPANPSS
CCYNAPYLSVYSENAVDIFDVNSME
WIQTLPLKKVRPLNTEGSLNLLGLET
IRLIYFKNKMAEGDELVVPETSDNSR
KQMVRNINNKRRYSFRVPEEERMQ
QRREMLRDPEMRNKLISNPTNFNH
IAHMGPGDGIQILKDLPMNPRPQES
RTVFSGSVSIPSITKSRPEPGRSMSA
SSGLSARSSAQNGSALKREFSGGSY
NTKRQPMPSPSEGSLSSGGMDQGS
DAPARDYDGEDSDSPRHSTASNSSN
LSSPPSPISPQKTKSLSLESTDRGSW
DP

False False 3.239 2.33 0.629 0.746 False 0.871


