
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnac

sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

0

Q5VT25 MRCKA_HUMAN Homo
sapiens

Serine/threonine-
protein	kinase
MRCK	alpha

23.677223 S1609;S1632 S222;S234;T240;S1127;S1545;S161
1;S1613;S1629;S1651;S1664;S1669
;S1693;S1719;S1721

38665916;40596516;28657654;382
53038

MSGEVRLRQLEQFILDGPAQTNGQC
FSVETLLDILICLYDECNNSPLRREK
NILEYLEWAKPFTSKVKQMRLHRED
FEILKVIGRGAFGEVAVVKLKNADKV
FAMKILNKWEMLKRAETACFREER
DVLVNGDNKWITTLHYAFQDDNNL
YLVMDYYVGGDLLTLLSKFEDRLPE
DMARFYLAEMVIAIDSVHQLHYVHR
DIKPDNILMDMNGHIRLADFGSCLK
LMEDGTVQSSVAVGTPDYISPEILQA
MEDGKGRYGPECDWWSLGVCMYE
MLYGETPFYAESLVETYGKIMNHKE
RFQFPAQVTDVSENAKDLIRRLICSR
EHRLGQNGIEDFKKHPFFSGIDWDN
IRNCEAPYIPEVSSPTDTSNFDVDDD
CLKNSETMPPPTHTAFSGHHLPFVG
FTYTSSCVLSDRSCLRVTAGPTSLDL
DVNVQRTLDNNLATEAYERRIKRLE
QEKLELSRKLQESTQTVQALQYSTV
DGPLTASKDLEIKNLKEEIEKLRKQV
TESSHLEQQLEEANAVRQELDDAFR
QIKAYEKQIKTLQQEREDLNKELVQA
SERLKNQSKELKDAHCQRKLAMQE
FMEINERLTELHTQKQKLARHVRDK
EEEVDLVMQKVESLRQELRRTERAK
KELEVHTEALAAEASKDRKLREQSE
HYSKQLENELEGLKQKQISYSPGVC
SIEHQQEITKLKTDLEKKSIFYEEELS
KREGIHANEIKNLKKELHDSEGQQL
ALNKEIMILKDKLEKTRRESQSEREE
FESEFKQQYEREKVLLTEENKKLTS
ELDKLTTLYENLSIHNQQLEEEVKD
LADKKESVAHWEAQITEIIQWVSDE
KDARGYLQALASKMTEELEALRNSS
LGTRATDMPWKMRRFAKLDMSARL
ELQSALDAEIRAKQAIQEELNKVKAS
NIITECKLKDSEKKNLELLSEIEQLIK
DTEELRSEKGIEHQDSQHSFLAFLN
TPTDALDQFERSPSCTPASKGRRTV
DSTPLSVHTPTLRKKGCPGSTGFPPK
RKTHQFFVKSFTTPTKCHQCTSLMV
GLIRQGCSCEVCGFSCHITCVNKAPT
TCPVPPEQTKGPLGIDPQKGIGTAYE
GHVRIPKPAGVKKGWQRALAIVCDF
KLFLYDIAEGKASQPSVVISQVIDMR
DEEFSVSSVLASDVIHASRKDIPCIFR
VTASQLSASNNKCSILMLADTENEK
NKWVGVLSELHKILKKNKFRDRSVY
VPKEAYDSTLPLIKTTQAAAIIDHERI
ALGNEEGLFVVHVTKDEIIRVGDNK
KIHQIELIPNDQLVAVISGRNRHVRL
FPMSALDGRETDFYKLSETKGCQTV
TSGKVRHGALTCLCVAMKRQVLCYE
LFQSKTRHRKFKEIQVPYNVQWMAI
FSEQLCVGFQSGFLRYPLNGEGNPY
SMLHSNDHTLSFIAHQPMDAICAVE
ISSKEYLLCFNSIGIYTDCQGRRSRQ
QELMWPANPSSCCYNAPYLSVYSEN
AVDIFDVNSMEWIQTLPLKKVRPLN
NEGSLNLLGLETIRLIYFKNKMAEG
DELVVPETSDNSRKQMVRNINNKR
RYSFRVPEEERMQQRREMLRDPEM
RNKLISNPTNFNHIAHMGPGDGIQI
LKDLPMNPRPQESRTVFSGSVSIPSI
TKSRPEPGRSMSASSGLSARSSAQN
GSALKREFSGGSYSAKRQPMPSPSE
GSLSSGGMDQGSDAPARDFDGEDS
DSPRHSTASNSSNLSSPPSPASPRKT
KSLSLESTDRGSWDP

True False 4.586 2.572 False False


