
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnacsites
phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

A0A8M2B5Z8 A0A8M2B5Z8_DANRE Danio
rerio

DNA
helicase

26.412228 NaN NaN 40044042 MSGSEDDRDDFEHRSVMQEEDDLE
EELSENDAPKVKKKKKAKKSSRESK
GSKRNRSRREEIGISSPEPGEGPDLD
DGEEDRSESEGSDYTPGRKKKKRAS
TAKDKKRNSSAAERNSAASKRREPE
EEEDEDDDDSEPKSSSQLLDTWGM
EDIDHIFTEEDYRTLTNYKAFSQFVR
PLIAAKNPKIAVSKMMMVLGAKWRE
FSTNNPLRGSATSLVAAASVETPPET
PTSASAAQISPESTPAAPVRKAKTKE
GKGPNARKKSKPAPKPQEKKVKTKK
VAPLKIKLGGFNSKRKRSSSEEDDV
DVDSDFDDGSINSVSVSNGSNSRSS
RSSAKKKPKKKTKKDEDGDGYETDH
QDYCEVCQQGGEIILCDTCPRAYHM
VCLDPDMEKAPEGTWSCPHCEKMG
IQWEAREDASEGEEDNEAGGEAEE
DDHHMEFCRVCKDGGELLCCDSCP
SSYHIHCLNPPLPEIPNGEWICPRCT
CPSMKGKVQKILTWRWTEPPPPTPV
PRPSDLPTDAPDPTPLAGRPEREFFV
KWQNMSYWHCSWVTELQLEIHCQ
VMFRNYQRKNDMDEPPPIDFGGEG
EEEKSDKRKKKDPTYARMEEKYYRF
GIKMEWMVIHRILNHSVDKKNNCH
YLIKWRDLTYDQATWELEDMDLPDY
DTYKLQYWNHRELMMGDEGKPGK
KIKIKGKMRKLDRPPENPVVDPTIKF
ERQPDYLDTTGGTLHPYQLEGLNWL
RFSWAQGTDTILADEMGLGKTVQTA
VFLYSLYKEGHSKGPFLVSAPLSTIIN
WEREFEMWAPDMYVVTYVGDKDSR
AVIRENEFSFENNAIRGGKKPSKMK
KEASVKFHVLLTSYELITIDTAVLGSI
DWACLVVDEAHRLKNNQSKFFRIL
NNYPLQHKLLLTGTPLQNNLEELFH
LLNFLTPERFSNLEGFLEEFADIAKE
DQIKKLHDMLGPHMLRRLKADVFK
HMPSKTELIVRVELSPMQKKYYKFIL
TRNFEALNTRGGGNQVSLLNVVMD
LKKCCNHPYLFPAAAMEAAKMPNG
MYEGGGLTKSSGKLLLLQKMLRKLK
EGGHRVLIFSQMTKMLDLLEDFLEN
EGYKYERIDGGITGGMRQEAIDRFN
APGAPQFVFLLSTRAGGLGINLATAD
TVVIYDSDWNPHNDIQAFSRAHRIG
QNKKVMIYRFVTKASVEERITQVAKK
KMMLTHLVVRPGLGSKTGSMSKQE
LDDILKFGTEELFKDEGEGENKEGQ
EDSSVIHYDDKAIDRLLDRNQDATD
DTELQSMNEYLSSFKVAQYVVKDEE
EAEEEVQREIIKQEESVDPDYWEKLL
RHHYEQQQEDLARNLGKGKRIRKQ
VNYNDGSQEDRDWQDDQSDGQSD
YSVASEEGDEDFDERSEANSRRPNR
KGLRNDKDKPLPPLLARVSGNIEVL
GFNARQRKAFLNAVMRYGMPPQDA
FTTQWLVRDLRGKSEREFKAYVSLF
MRHLCEPGADGAESFADGVPREGL
SRQHVLTRIGVMSLIRKKVQEFEHV
NGQWSMPWMMELSENKTTSTAGS
HPDSPSKTPTTGTPSDTQPNTPAPD
GVPKAEDAGKDADKEKVKNGDGEK
EANENKNSEVIAVPDEDGRAASASE
EKEKGKEEKEKTPESSSEAEKADGK
QEEKEEENAKSGDSEEKTDDTDKPK
GSEADKETSDAKGEKKDDEPEKMD
TTPVTDEKKGQKDEKDSGKTEEAGK
LPNGESAKDSAAGAGIEERKKAKTR
FMFNIADGGFTELHSLWQNEERAA
TVTKKTNEIWHRRHDYWLLAGIIQH
GYARWQDIQNDVRFAILNEPFKGEI
NRGNFLEIKNKFLARRFKLLEQALVI
EEQLRRAAYLNMTEDPSHPSMALN
TRFSEVECLAESHQHLSKESMSGNK
PANAVLHKVLKQLEELLSDMKADVT
RLPATIARIPPVAVRLQMSERNILSRL

NaN NaN NaN NaN NaN NaN NaN NaN None
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