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name oglcnacscore oglcnacsites
phosphorylation
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plasma
membrane

extracellular
region

Q96JG9 ZN469_HUMAN Homo
sapiens

Zinc
finger
protein
469

18.379595 S880 NaN 30379171 MPGERPRGAPPPTMTGDLQPRQVA
SSPGHPSQPPLEDNTPATRTTKGAR
EAGGQAQAMELPEAQPRQARDGEL
KPPSLRGQAPSSTPGKRGSPQTPPG
RSPLQAPSRLAGRAEGSPPQRYILGI
ASSRTKPTLDETPENPQLEAAQLPEV
DTPQGPGTGAPLRPGLPRTEAQPAA
EELGFHRCFQEPPSSFTSTNYTSPSA
TPRPPAPGPPQSRGTSPLQPGSYPEY
QASGADSWPPAAENSFPGANFGVPP
AEPEPIPKGSRPGGSPRGVSFQFPFP
ALHGASTKPFPADVAGHAFTNGPLV
FAFHQPQGAWPEEAVGTGPAYPLPT
QPAPSPLPCYQGQPGGLNRHSDLSG
ALSSPGAAHSAPRPFSDSLHKSLTKI
LPERPPSAQDGLGSTRGPPSSLPQR
HFPGQAYRASGVDTSPGPPDTELAA
PGPPPARLPQLWDPTAAPYPTPPGGP
LAATRSMFFNGQPSPGQRLCLPQSA
PLPWPQVLPTARPSPHGMEMLSRLP
FPAGGPEWQGGSQGALGTAGKTPG
PREKLPAVRSSQGGSPALFTYNGMT
DPGAQPLFFGVAQPQVSPHGTPSLP
PPRVVGASPSESPLPSPATNTAGSTC
SSLSPMSSSPANPSSEESQLPGPLGP
SAFFHPPTHPQETGSPFPSPEPPHSL
PTHYQPEPAKAFPFPADGLGAEGAF
QCLEETPFPHEGPEVGRGGLQGFPR
APPPYPTHHFSLSSASLDQLDVLLTC
RQCDRNYSSLAAFLAHRQFCGLLLA
RAKDGHQRSPGPPGLPSPPAAPRVP
ADAHAGLLSHAKTFLLAGDAQAEGK
DDPLRTGFLPSLAATPFPLPASDLDM
EDDAKLDSLITEALNGMEYQSDNPE
IDSSFIDVFADEEPSGPRGPSSGHPL
KSKAGVTPESKAPPPLPAATPDPQTP
RPGDRGCPARGRPKTRSLGLAPTEA
DAPSQGRQQRRGKQLKLFRKDLDS
GGAAEGSGSGGGGRASGLRPRRND
GLGERPPPRPRRPRTQAPGSRADPA
PRVPRAAALPEETRSSRRRRLPPRKD
PRKRKARGGAWGKELILKIVQQKNR
LREYDFASESEEDEQPPPRGPGFRG
RRGRGEKRKEVELTQGPREDEPQKP
RKAARQEAGGDGAPANPEEPGGSRP
GPGRSPQARGPSRSLETGAAAREGG
PKCADRPSVAPKDPLQVPTNTETSE
ETRPSLDFPQEAKEPETAEESAPDST
EFTEALRSPPAACAGEMGASPGLLIP
EQPPPSRHDTGTPKPSGSLANTAPH
GSSPTPGVGSLLGGPGGTQAPVSHN
SKDPPARQPGEFLAPVANPSSTACP
KPSVLSSKISSFGCDPAGFNRDPLGV
PVAKKGPQPYSSPHSELFLGPKDLA
GCFLEELHPKPSARDAPPASSSCLC
QDGEDAGSLEPQLPRSPPGTAETEP
GRAASPPTLESSSLFPDLPVDRFDPP
LYGSLSANRDSGLPFACADPPQKTV
PSDPPYPSFLLLEEVSPMLPSHFPDL
SGGKVLSKTCPPERTVVPGAAPSLPG
KGSGCSVALMSHLSEDELEIQKLVT
ELESQLQRSKDTRGAPRELAEAESV
GRVELGTGTEPPSQRRTCQATVPHE
DTFSAADLTRVGESTAHREGAESAV
ATVEAVQGRPGGTWPCPASFHPGH
AALLPCAQEDLVSGAPFSPRGANFH
FQPVQKAGASKTGLCQAEGDSRPPQ
DVCLPEPSKQPGPQLDAGSLAKCSP
DQELSFPKNKEAASSQESEDSLRLL
PCEQRGGFLPEPGTADQPHRGAPAP
EAFGSPAVHLAPDLAFQGDGAPPLD
ATWPFGASPSHAAQGHSAGRAGGH
LHPTAGRPGFEGNEFAPAGASSLTA
PRGREAWLVPVPSPACVSNTHPSRR

None None None None None None None None None
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SQDPALSPPIRQLQLPGPGVAKSKDG
ILGLQELTPAAQSPPRVNPSGLEGGT
VEGGKVACGPAQGSPGGVQVTTLPA
VAGHQLGLEADGHWGLLGQAEKTQ
GQGTANQLQPENGVSPGGTDNHAS
VNASPKTALTGPTEGAVLLEKCKGS
RAAMSLQEEAEPTPSPPSPNRESLA
LALTAAHSRSGSEGRTPERASSPGL
NKPLLATGDSPAPSVGDLAACAPSPT
SAAHMPCSLGPLPREDPLTSPSRAQ
GGLGGQLPASPSCRDPPGPQQLLAC
SPAWAPLEEADGVQATTDTGAEDSP
VAPPSLTTSPCDPKEALAGCLLQGEG
SPLEDPSSWPPGSVSAVTCTHSGDT
PKDSTLRIPEDSRKEKLWESPGRATS
PPLAGAVSPSVAVRATGLSSTPTGDE
AQAGRGLPGPDPQSRGAPPHTNPDR
MPRGHSSYSPSNTARLGHREGQAV
TAVPTEPPTLQGAGPDSPACLEGEM
GTSSKEPEDPGTPETGRSGATKMPR
VTCPSTGLGLGRTTAPSSTASDFQSD
SPQSHRNASHQTPQGDPLGPQDLK
QRSRGYKKKPASTENGQWKGQAPH
GPVTCEVCAASFRSGPGLSRHKARK
HRPHPGAPAEPSPAALPAQQPLEPL
AQKCQPPRKKSHRVSGKERPNHSR
GDPSHVTQPPPAQGSKEVLRAPGSP
HSQQLHPPSPTEHEVDVKTPASKPR
PDQAREDELHPKQAEKREGRRWRR
EPTVDSPSHSEGKSNKKRGKLRGRR
LREESILPVSADVISDGRGSRPSPAM
ASYAASPSHCLSVEGGPEADGEQPP
RLATLGPGVMEGAAETDQEALCAGE
TGAQKPPGDRMLCPGRMDGAALGE
QPTGQKGASARGFWGPRETKALGV
CKESGSEPAEDSSRAHSRSEEGVWE
ENTPPLGPLGFPETSSSPADSTTSSC
LQGLPDNPDTQGGVQGPEGPTPDAS
GSSAKDPPSLFDDEVSFSQLFPPGG
RLTRKRNPHVYGKRCEKPVLPLPTQ
PSFEEGGDPTLGPARLPTDLSDSSSL
CLCHEDPWEDEDPAGLPESFLLDGF
LNSRVPGIDPWAPGLSLWALEPSRE
AGAEKLPSHCPEDDRPEAIPELHMV
PAAWRGLEMPAPADDSSSSLGDVSP
EPPSLERERCDGGLPGNTHLLPLRA
TDFEVLSTKFEMQDLCFLGPFEDPV
GLPGPSFLDFEGTASSQGPQSRRTE
EAAGAGRAQGRGRPAKGRRASYKCK
VCFQRFRSLGELDLHKLAHTPAPPP
TCYMCVERRFGSRELLRGHLQERH
AQSKAGPWACGMCLKEVADVWMY
NEHLREHAVRFARRGQARRSLGDLP
GGLEGSSAVAHLLNSITEPAPKHHR
GKRSAGKAAGSPGDPWGQEGEAKK
DSPGERAKPRARSTPSNPDGAATPD
SASATALADAGSPGPPRTTPSPSPDP
WAGGEPLLQATPVHEACKDPSRDC
HHCGKRFPKPFKLQRHLAVHSPQR
VYLCPRCPRVYPEHGELLAHLGGAH
GLLERPELQHTPLYACELCATVMRII
KKSFACSSCNYTFAKKEQFDRHMN
KHLRGGRQPFAFRGVRRPGAPGQKA
RALEGTLPSKRRRVAMPGSAPGPGE
DRPPPRGSSPILSEGSLPALLHLCSE
VAPSTTKGWPETLERPVDPVTHPIRG
CELPSNHQECPPPSLSPFPAALADG
RGDCALDGALERPENEASPGSPGPL
LQQALPLGASLPRPGARGQDAEGKR
APLVFSGKRRAPGARGRCAPDHFQE
DHLLQKEKEVSSSHMVSEGGPRGT
FHKGSATKPAGCQSSSKDRSAASTP
SKALKFPVHPRKAVGSLAPGELARG
TENGMKPATPKAKPGPSSQGSGSPR
PGTKTGGGSQPQPASGQLQSETATT
PAKPSFPSRSPAPERLPARAQAKSCT
KGPREAGEQGPHGSLGPKEKGESST



KRKKGQVPGPARSESVGSFGRAPSA
PDKPPRTPRKQATPSRVLPTKPKPNS
QNKPRPPPSEQRKAEPGHTQRKDRL
GKAFPQGRPLLRPPKRGTAVHGAEP
AEPHTHRTAEAQSDLLSQLFGQRLT
GFKIPLKKDASE


