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ID Entry	name organism full	name oglcnacscore oglcnac	sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion

0

O75643 U520_HUMAN Homo
sapiens

U5	small	nuclear
ribonucleoprotein
200	kDa	helicase

10.939444 T5;S8;S42;S282;T295;T1028;S1436;
S1554

S17;S26;S225;T389;T709;T1428;T1
765;S2002;T2131;S2133;S2135

34229054;23301498;30379171;268
53435;34725712;40914422;372179
39;40596516;38665916;39302247;3
4019948;29351928;39531497;4030
7207;22121020;35289036;3252287
6;35083852;33214551;32119511;33
465208

MADVTARSLQYEYKANSNLVLQADR
SLIDRTRRDEPTGEVLSLVGKLEGTR
MGDKAQRTKPQMQEERRAKRRKRD
EDRHDINKMKGYTLLSEGIDEMVGII
YKPKTKETRETYEVLLSFIQAALGDQ
PRDILCGAADEVLAVLKNEKLRDKE
RRKEIDLLLGQTDDTRYHVLVNLGK
KITDYGGDKEIQNMDDNIDETYGVN
VQFESDEEEGDEDVYGEVREEASDD
DMEGDEAVVRCTLSANLVASGELM
SSKKKDLHPRDIDAFWLQRQLSRFY
DDAIVSQKKADEVLEILKTASDDREC
ENQLVLLLGFNTFDFIKVLRQHRM
MILYCTLLASAQSEAEKERIMGKME
ADPELSKFLYQLHETEKEDLIREERS
RRERVRQSRMDTDLETMDLDQGGE
ALAPRQVLDLEDLVFTQGSHFMANK
RCQLPDGSFRRQRKGYEEVHVPALK
PKPFGSEEQLLPVEKLPKYAQAGFE
GFKTLNRIQSKLYRAALETDENLLLC
APTGAGKTNVALMCMLREIGKHIN
MDGTINVDDFKIIYIAPMRSLVQEMV
GSFGKRLATYGITVAELTGDHQLCKE
EISATQIIVCTPEKWDIITRKGGERTY
TQLVRLIILDEIHLLHDDRGPVLEAL
VARAIRNIEMTQEDVRLIGLSATLPN
YEDVATFLRVDPAKGLFYFDNSFRP
VPLEQTYVGITEKKAIKRFQIMNEIVY
EKIMEHAGKNQVLVFVHSRKETGKT
ARAIRDMCLEKDTLGLFLREGSAST
EVLRTEAEQCKNLELKDLLPYGFAIH
HAGMTRVDRTLVEDLFADKHIQVLV
STATLAWGVNLPAHTVIIKGTQVYSP
EKGRWTELGALDILQMLGRAGRPQY
DTKGEGILITSHGELQYYLSLLNQQL
PIESQMVSKLPDMLNAEIVLGNVQN
AKDAVNWLGYAYLYIRMLRSPTLYGI
SHDDLKGDPLLDQRRLDLVHTAAL
MLDKNNLVKYDKKTGNFQVTELGRI
ASHYYITNDTVQTYNQLLKPTLSEIE
LFRVFSLSSEFKNITVREEEKLELQK
LLERVPIPVKESIEEPSAKINVLLQAF
ISQLKLEGFALMADMVYVTQSAGRL
MRAIFEIVLNRGWAQLTDKTLNLCK
MIDKRMWQSMCPLRQFRKLPEEVV
KKIEKKNFPFERLYDLNHNEIGELIR
MPKMGKTIHKYVHLFPKLELSVHLQ
PITRSTLKVELTITPDFQWDEKVHGS
SEAFWILVEDVDSEVILHHEYFLLKA
KYAQDEHLITFFVPVFEPLPPQYFIRV
VSDRWLSCETQLPVSFRHLILPEKYP
PPTELLDLQPLPVSALRNSAFESLYQ
DKFPFFNPIQTQVFNTVYNSDDNVF
VGAPTGSGKTICAEFAILRMLLQSSE
GRCVYITPMEALAEQVYMDWYEKFQ
DRLNKKVVLLTGETSTDLKLLGKGNI
IISTPEKWDILSRRWKQRKNVQNINL
FVVDEVHLIGGENGPVLEVICSRMR
YISSQIERPIRIVALSSSLSNAKDVAH
WLGCSATSTFNFHPNVRPVPLELHI
QGFNISHTQTRLLSMAKPVYHAITK
HSPKKPVIVFVPSRKQTRLTAIDILTT
CAADIQRQRFLHCTEKDLIPYLEKLS
DSTLKETLLNGVGYLHEGLSPMERR
LVEQLFSSGAIQVVVASRSLCWGMN
VAAHLVIIMDTQYYNGKIHAYVDYPI
YDVLQMVGHANRPLQDDEGRCVIM
CQGSKKDFFKKFLYEPLPVESHLDH
CMHDHFNAEIVTKTIENKQDAVDYL
TWTFLYRRMTQNPNYYNLQGISHR
HLSDHLSELVEQTLSDLEQSKCISIE
DEMDVAPLNLGMIAAYYYINYTTIEL
FSMSLNAKTKVRGLIEIISNAAEYENI
PIRHHEDNLLRQLAQKVPHKLNNPK
FNDPHVKTNLLLQAHLSRMQLSAEL
QSDTEEILSKAIRLIQACVDVLSSNG
WLSPALAAMELAQMVTQAMWSKD
SYLKQLPHFTSEHIKRCTDKGVESVF
DIMEMEDEERNALLQLTDSQIADVA
RFCNRYPNIELSYEVVDKDSIRSGGP

True False 2.471 5.0 1.632



VVVLVQLEREEEVTGPVIAPLFPQKR
EEGWWVVIGDAKSNSLISIKRLTLQQ
KAKVKLDFVAPATGAHNYTLYFMSD
AYMGCDQEYKFSVDVKEAETDSDSD


