
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

A0A0C4DFX4 A0A0C4DFX4_HUMAN Homo
sapiens

Helicase
SRCAP

29.431777 T2229;S2239 NaN 30620550;31492838;35254053 VSDGMTGSNPVSPASSSSPASSGAG
GISPQHIAQDSSLDGPPGPPDGATVP
LEGFSLSQAADLANKGPKWEKSHAE
IAEQAKHEAEIETRIAELRKEGFWSL
KRLPKVPEPPRPKGHWDYLCEEMQ
WLSADFAQERRWKRGVARKVVRMV
IRHHEEQRQKEERARREEQAKLRRI
ASTMAKDVRQFWSNVEKVVQFKQQ
SRLEEKRKKALDLHLDFIVGQTEKYS
DLLSQSLNQPLTSSKAGSSPCLGSSS
AASSPPPPASRLDDEDGDFQPQEDE
EEDDEETIEVEEQQEGNDAEAQRRE
IELLRREGELPLEELLRSLPPQLLEG
PSSPSQTPSSHDSDTRDGPEEGAEE
EPPQVLEIKPPPSAVTQRNKQPWHP
DEDDEEFTANEEEAEDEEDTIAAEE
QLEGEVDHAMELSELAREGELSME
ELLQQYAGAYAPGSGSSEDEDEDEV
DANSSDCEPEGPVEAEEPPQEDSSS
QSDSVEDRSEDEEDEHSEEEETSGS
SASEESESEESEDAQSQSQADEEEE
DDDFGVEYLLARDEEQSEADAGSGP
PTPGPTTLGPKKEITDIAAAAESLQPK
GYTLATTQVKTPIPLLLRGQLREYQH
IGLDWLVTMYEKKLNGILADEMGLG
KTIQTISLLAHLACEKGNWGPHLIIV
PTSVMLNWEMELKRWCPSFKILTYY
GAQKERKLKRQGWTKPNAFHVCITS
YKLVLQDHQAFRRKNWRYLILDEAQ
NIKNFKSQRWQSLLNFNSQRRLLLT
GTPLQNSLMELWSLMHFLMPHVFQ
SHREFKEWFSNPLTGMIEGSQEYNE
GLVKRLHKVLRPFLLRRVKVDVEKQ
MPKKYEHVIRCRLSKRQRCLYDDFM
AQTTTKETLATGHFMSVINILMQLR
KVCNHPNLFDPRPVTSPFITPGICFS
TASLVLRATDVHPLQRIDMGRFDLIG
LEGRVSRYEADTFLPRHRLSRRVLLE
VATAPDPPPRPKPVKMKVNRMLQPV
PKQEGRTVVVVNNPRAPLGPVPVRP
PPGPELSAQPTPGPVPQVLPASLMVS
ASPAGPPLIPASRPPGPVLLPPLQPN
SGSLPQAGEVVSIGQLASLAQRPVAN
AGGSKPLTFQIQGNKLTLTGAQVRQ
LAVGQPRPLQMPPTMVNNTGVVKIV
VRQAPRDGLTPVPPLAPAPRPPSSGL
PAVLNPRPTLTPGRLPTPTLGTARAP
MPTPTLVRPLLKLVHSPSPEVSASAP
GAAPLTISSPLHVPSSLPGPASSPMPI
PNSSPLASPVSSTVSVPLSSSLPISVP
TTLPAPASAPLTIPISAPLTVSASGPAL
LTSVTPPLAPVVPAAPGPPSLAPSGA
SPSASALTLGLATAPSLSSSQTPGHP
LLLAPTSSHVPGLNSTVAPACSPVLV
PASALASPFPSAPNPAPAQASLLAPA
SSASQALATPLAPMAAPQTAILAPSP
APPLAPLPVLAPSPGAAPVLASSQTP
VPVMAPSSTPGTSLASASPVPAPTPV
LAPSSTQTMLPAPVPSPLPSPASTQT
LALAPALAPTLGGSSPSQTLSLGTGN
PQGPFPTQTLSLTPASSLVPTPAQTL
SLAPGPPLGPTQTLSLAPAPPLAPAS
PVGPAPAHTLTLAPASSSASLLAPAS
VQTLTLSPAPVPTLGPAAAQTLALAP
ASTQSPASQASSLVVSASGAAPLPVT
MVSRLPVSKDEPDTLTLRSGPPSPPS
TATSFGGPRPRRQPPPPPRSPFYLDS
LEEKRKRQRSERLERIFQLSEAHGA
LAPVYGTEVLDFCTLPQPVASPIGPR
SPGPSHPTFWTYTEAAHRAVLFPQQ
RLDQLSEIIERFIFVMPPVEAPPPSLH
ACHPPPWLAPRQAAFQEQLASELWP
RARPLHRIVCNMRTQFPDLRLIQYD
CGKLQTLAVLLRQLKAEGHRVLIFTQ
MTRMLDVLEQFLTYHGHLYLRLDG
STRVEQRQALMERFNADKRIFCFILS
TRSGGVGVNLTGADTVVFYDSDWN
PTMDAQAQDRCHRIGQTRDVHIYRL
ISERTVEENILKKANQKRMLGDMAI
EGGNFTTAYFKQQTIRELFDMPLEE

None None None None None None None None



PSSSSVPSAPEEEEETVASKQTHILE
QALCRAEDEEDIRAATQAKAEQVAE
LAEFNENDGFPAGEGEEAGRPGAE
DEEMSRAEQEIAALVEQLTPIERYA
MKFLEASLEEVSREELKQAEEQVEA
ARKDLDQAKEEVFRLPQEEEEGPGA
GDESSCGTGGGTHRRSKKAKAPERP
GTRVSERLRGARAETQGANHTPVIS
AHQTRSTTTPPRCSPARERVPRPAPR
PRPTPASAPAAIPALVPVPVSAPVPIS
APNPITILPVHILPSPPPPSQIPPCSSP
ACTPPPACTPPPAHTPPPAQTCLVTP
SSPLLLGPPSVPISASVTNLPLGLRPE
AELCAQALASPESLELASVASSETSS
LSLVPPKDLLPVAVEILPVSEKNLSLT
PSAPSLTLEAGSIPNGQEQEAPDSAE
GTTLTVLPEGEELPLCVSESNGLELP
PSAASDEPLQEPLEADRTSEELTEAK
TPTSSPEKPQELVTAEVAAPSTSSSA
TSSPEGPSPARPPRRRTSADVEIRGQ
GTGRPGQPPGPKVLRKLPGRLVTVV
EEKELVRRRRQQRGAASTLVPGVSE
TSASPGSPSVRSMSGPESSPPIGGPC
EAAPSSSLPTPPQQPFIARRHIELGVT
GGGSPENGDGALLAITPPAVKRRRG
RPPKKNRSPADAGRGVDEAPSSTLK
GKTNGADPVPGPETLIVADPVLEPQL
IPGPQPLGPQPVHRPNPLLSPVEKRR
RGRPPKARDLPIPGTISSAGDGNSES
RTQPPPHPSPLTPLPPLLVCPTATVA
NTVTTVTISTSPPKRKRGRPPKNPPS
PRPSQLPVLDRDSTSVLESCGLGRR
RQPQGQGESEGSSSDEDGSRPLTRL
ARLRLEAEGMRGRKSGGSMVVAVIQ
DDLDLADSGPGGLELTPPVVSLTPKL
RSTRLRPGSLVPPLETEKLPRKRAGA
PVGGSPGLAKRGRLQPPSPLGPEGS
VEESEAEASGEEEEGDGTPRRRPGP
RRLVGTTNQGDQRILRSSAPPSLAGP
AVSHRGRKAKT


