}Jl;l iprotKB Entry name |organism f:;lllne oglcnacscore joglcnac sites phosphorylation sites PMIDS sequence intracellular [extracellular|cytosol [nucleus mitochndriox
QIY6R4 M3K4_HUMAN [Homo Mitogen- |33.485465 $169;S201;T300;T1359;S1362;T136 |S84;S431;T447;S456;5457;T458;S4 |23301498;28657654;40307207;293 |MREAAAALVPPPAFAVTPAAAMEEP |False False 3.49 1.395 |False
sapiens |activated 5 61;5S481;S499;S1252;S1274 51928;38253038 PPPPPPPPPPPEPETESEPECCLAAR
protein QEGTLGDSACKSPESDLEDFSDETN
kinase TENLYGTSPPSTPRQMKRMSTKHQ
kinase RNNVGRPASRSNLKEKMNAPNQPP
kinase 4 HKDTGKTVENVEEYSYKQEKKIRAA

LRTTERDRKKNVQCSFMLDSVGGSL
PKKSIPDVDLNKPYLSLGCSNAKLPV
SVPMPIARPARQTSRTDCPADRLKFF
ETLRLLLKLTSVSKKKDREQRGQEN
TSGFWLNRSNELIWLELQAWHAGR
TINDQDFFLYTARQAIPDIINEILTFK
'VDYGSFAFVRDRAGFNGTSVEGQCK
ATPGTKIVGYSTHHEHLQRQRVSFE
QVKRIMELLEYIEALYPSLQALQKDY
EKYAAKDFQDRVQALCLWLNITKDL
NQKLRIMGTVLGIKNLSDIGWPVFEI
PSPRPSKGNEPEYEGDDTEGELKEL
ESSTDESEEEQISDPRVPEIRQPIDN
SFDIQSRDCISKKLERLESEDDSLGW
GAPDWSTEAGFSRHCLTSIYRPFVD
KALKQMGLRKLILRLHKLMDGSLQR
IARIALVKNDRPVEFSEFPDPMWGSD
'YVQLSRTPPSSEEKCSAVSWEELKA
MDLPSFEPAFLVLCRVLLNVIHECLK
LRLEQRPAGEPSLLSIKQLVRECKEV
LKGGLLMKQYYQFMLQEVLEDLEKP
DCNIDAFEEDLHKMLMVYFDYMRS
WIQMLQQLPQASHSLKNLLEEEWN
FTKEITHYIRGGEAQAGKLFCDIAGM
LLKSTGSFLEFGLQESCAEFWTSAD
DSSASDEIRRSVIEISRALKELFHEAR
ERASKALGFAKMLRKDLEIAAEFRLS
APVRDLLDVLKSKQYVKVQIPGLENL
QMFVPDTLAEEKSIILQLLNAAAGKD
CSKDSDDVLIDAYLLLTKHGDRARD
SEDSWGTWEAQPVKVVPQVETVDTL
RSMQVDNLLLVVMQSAHLTIQRKAF
QQSIEGLMTLCQEQTSSQPVIAKALQ
QLKNDALELCNRISNAIDRVDHMFT
SEFDAEVDESESVTLQQYYREAMIQ
GYNFGFEYHKEVVRLMSGEFRQKIG
DKYISFARKWMNYVLTKCESGRGTR
PRWATQGFDFLQAIEPAFISALPEDD
FLSLQALMNECIGHVIGKPHSPVTG
LYLATHRNSPRPMKVPRCHSDPPNP
HLIIPTPEGFSTRSMPSDARSHGSPA
IAAAAAAAAAVAASRPSPSGGDSVLPK
SISSAHDTRGSSVPENDRLASIAAEL
QFRSLSRHSSPTEERDEPAYPRGDS
SGSTRRSWELRTLISQSKDTASKLGP
IEAIQKSVRLFEEKRYREMRRKNIIG
QVCDTPKSYDNVMHVGLRKVTFKW
QRGNKIGEGQYGKVYTCISVDTGEL
MAMKEIRFQPNDHKTIKETADELKI
FEGIKHPNLVRYFGVELHREEMYIF
MEYCDEGTLEEVSRLGLQEHVIRLY
SKQITIAINVLHEHGIVHRDIKGANIF
LTSSGLIKLGDFGCSVKLKNNAQTM
PGEVNSTLGTAAYMAPEVITRAKGE
GHGRAADIWSLGCVVIEMVTGKRP
WHEYEHNFQIMYKVGMGHKPPIPE
RLSPEGKDFLSHCLESDPKMRWTAS
QLLDHSFVKVCTDEE




