}Jl;l iprotKB Entry name organism full oglcnacscore oglcnac phosphorylation sites PMIDS |sequence intracellular [extracellular [cytosol [nucleus |mitochndrion |, . | golgi [plasma |extracellula
name sites reticulum |apparatus membrane region
Q6ZU35 CRACD_HUMAN [Homo Capping (19.994096 NaN S7;S28;S132;S420;S556;T559;T971; (37217939 MGTRAFSHDSIFIPDGGAESEQTVQ |False False 3.416 |3.797 0.844 0.541 1.486 1.168 0.88
sapiens |protein- S975;S1017 IAMSQDNILGKVKTLQQQLGKNIKFG
inhibiting QRSPNAIPMNKANSGEASLEEDLFL
regulator 'TSPMEIVTQQDIVLSDAENKSSDTPS
of actin SLSPLNLPGAGSEMEEKVAPVKPSR
dynamics PKRHFSSAGTIESVNLDAIPLAIARLD

NSAAKHKLAVKPKKQRVSKKHRRLA
QDPQHEQGGLESRPCLDQNGHPGE
DKPTWHEEEPNPLDSEEERRRQED
'YWRELEAKCKRQKAEAAEKRRLEEQ
RLQALERRLWEENRRQELLEEEGE
GQEPPLEAERAPREEQQRSLEAPGW
EDAERREREERERLEAEEERRRLQA
QAQAEERRRLEEDARLEERRRQEEE
EGRCAEELKRQEEEEAEGWEELEQ
QEAEVQGPPEALEETGEGRRGAEEE
DLGEEEEEGQAHLEDWRGQLSELL
NDFEERLEDQERLKPEGQREHSEEP
GICEEQNPEAERRREQQGRSGDFQG
IADRPGPEEKREEGDTEPLLKQEGPV
EAAQPPVERKEAAALEQGRKVEELR
'WQEVDERQTMPRPYTFQVSSGGKQI
LFPKVNLSPVTPAKDTGLTAAPQEPK
IAPKASPVQHALPSSLSVPHTAILVTG
IAQLCGPAVNLSQIKDTACKSLLGLEE
KKHAEAPAGENPPRGPGDARAGSGK
IAKPRQESPSSASALAEWASIRSRILK
NAESDPRSSERDQLRPGDESTPRGR
CDSRGNQRKTPPVNAKFSIMPAWQ
KFSDGGTETSKQSTEAESIRKRPML
GPSEETAPQPPPAGVRELGKGPEKS
EMHREPADTTEGCKFAKDLPSFLVP
SLPYPPQKVVAHTEFTTSSDSETANG
IAKPDPVMPGGEEKASPFGIKLRRTN
'YSLRENCDQQAEQKKKKRHSSTGDS
IADAGPPAAGSARGEKEMEGVALKH
GPSLPQERKQAPSTRRDSAEPSSSRS
VPVAHPGPPPASSQTPAPEHDKAAN
KMPLAQKPALAPKPTSQTPPASPLSK
LSRPYLVELLSRRAGRPDPEPSEPSK
EDQESSDRRPPSPPGPEERKGQKRD
EEEEATERKPASPPLPATQQEKPSQT
PEAGRKEKPMLQSRHSLDGSKLTEK
VETAQPLWITLALQKQKGFREQQAT
REERKQAREAKQAEKLSKENVSVSV
QPGSSSVSRAGSLHKSTALPEEKRP
ETAVSRLERREQLKKANTLPTSVIVE
ISDSAPPAPLVKEVTKRFSTPDAAPV
STEPAWLALAKRKAKAWSDCPQIIK




