UniprotKB Entry name |organism [full name oglcnacscore oplcnac phosphorylation sites PMIDS 'sequence intracellular extracellular cytosol nucleus mitochndrion ‘enc_loplasmlc 9"'9
ID sites reticulum |app:
Q6P4AT2 U520 _MOUSE [Mus U5 small nuclear (36.53089 S8 S17;526;S225;T389;T709;T1428;T1 (33300544;36084651;29187734;396 [MADVTARSLQYEYKANSNLVLQADR [True False 2.251 |4.681 [1.328 0.762 False

musculus

ribonucleoprotein
200 kDa helicase

765;52002;T2131;S2133;S2135

27609;37507081

SLIDRTRRDEPTGEVLSLVGKLEGTR
MGDKAQRTKPQMQEERRAKRRKRD
EDRHDMNKMKGYTLLSEGIDEMVG
[TYKPKTKETRETYEVLLSFIQAALGD
QPRDILCGAADEVLAVLKNEKLRDK
ERRREIDLLLGQTDDTRYHVLVNLG
KKITDYGGDKEIQNMDDNIDETYGV
NVQFESDEEEGDEDVYGEVREEASD
DDMEGDEAVVRCTLSANLVASGEL
MSSKKKDLHPRDIDAFWLQRQLSRF
YDDAIVSQKKADEVLEILKTASDDRE
CENQLVLLLGENTEDFIKVLRQHRM
MILYCTLLASAQSEPEKERIVGKMEA
DPELSKFLYQLHETEKEDLIREERSR
RERVRQSRMDTDLETMDLDQGGEA
LAPRQVLDLEDLVFTQGSHFMANKR
CQLPDGSFRRQRKGYEEVHVPALKP
KPFGSEEQLLPVEKLPKYAQAGFEG
FKTLNRIQSKLYRAALETDENLLLCA
PTGAGKTNVALMCMLREIGKHINM
DGTINVDDFKIIYIAPMRSLVQEMVG
SFGKRLATYGITVAELTGDHQLCKEE
[SATQITVCTPEKWDIITRKGGERTYT
QLVRLIVLDEIHLLHDDRGPVLEALV
IARATRNIEMTQEDVRLIGLSATLPNY
EDVATFLRVDPAKGLFYFDNSFRPV
PLEQTYVGITEKKAIKRFQIMNEIVYE
KIMEHAGKNQVLVFVHSRKETGKTA
RATRDMCLEKDTLGLFLREGSASTE
IVLRTEAEQCKNLELKDLLPYGFAIH
HAGMTRVDRTLVEDLFADKHIQVLV
STATLAWGVNLPAHTVIIKGTQVYSP
EKGRWTELGALDILQMLGRAGRPQY
DTKGEGILITSHGELQYYLSLLNQQL
PIESQMVSKLPDMLNAEIVLGNVQN
IAKDAVNWLGYAYLYIRMLRSPTLYGI
SHDDLKGDPLLDQRRLDLVHTAAL
MLDKNNLVKYDKKTGNFQVTELGRI
ASHYYITNDTVQTYNQLLKPTLSEIE
LFRVFSLSSEFKNITVREEEKLELQK
LLERVPIPVKESIEEPSAKINVLLQAF
ISQLKLEGFALMADMVYVTQSAGRL
MRAIFEIVLNRGWAQLTDKTLNLCK
MIDKRMWQSMCPLRQFRKLPEEVV
KKIEKKNFPFERLYDLNHNEIGELIR
MPKMGKTIHKYVHLFPKLELSVHLQ
PITRSTLKVELTITPDFQWDEKVHGS
SEAFWILVEDVDSEVILHHEYFLLKA
KYAQDEHLITFFVPVFEPLPPQYFIRV
VSDRWLSCETQLPVSFRHLILPEKYP
PPTELLDLQPLPVSALRNSAFESLYQ
DKFPFFNPIQTQVFNTVYNSDDNVF
IVGAPTGSGKTICAEFAILRMLLQNSE
GRCVYITPMEALAEQVYMDWYEKFQ
DRLNKKVVLLTGETSTDLKLLGKGNI
[ISTPEKWDILSRRWKQRKNVQNINL
FVVDEVHLIGGENGPVLEVICSRMR
[YISSQIERPIRIVALSSSLSNAKDVAH
WLGCSATSTFNFHPNVRPVPLELHI
QGFNISHTQTRLLSMAKPVYHAITK
HSPKKPVIVFVPSRKQTRLTAIDILTT
CAADIQRQRFLHCTEKDLIPYLEKLS
DSTLKETLLNGVGYLHEGLSPMERR
LVEQLFSSGAIQVVVASRSLCWGMN
IVAAHLVIIMDTQYYNGKIHAYVDYPI
[YDVLQMVGHANRPLQDDEGRCVIM
CQGSKKDFFKKFLYEPLPVESHLDH
CMHDHFNAEIVTKTIENKQDAVDYL
TWTFLYRRMTQNPNYYNLQGISHR
HLSDHLSELVEQTLSDLEQSKCISIE
DEMDVAPLNLGMIAAYYYINYTTIEL
FSMSLNAKTKVRGLIEIISNAAEYENT
PIRHHEDNLLRQLAQKVPHKLNNPK
FNDPHVKTNLLLQAHLSRMQLSAEL
QSDTEEILSKAIRLIQACVDVLSSNG
WLSPALAAMELAQMVTQAMWSKD
SYLKQLPHFTSEHIKRCTDKGVESVF
DIMEMEDEERNALLQLTDSQIADVA
RFCNRYPNIELSYEVVDKDSIRSGGP




IVVVLVQLEREEEVTGPVIAPLFPQKR
EEGWWVVIGDAKSNSLISIKRLTLQQ
KAKVKLDFVAPATGGHNYTLYFMSD
AYMGCDQEYKFSVDVKEAETDSDSD




