
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnac

sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

golgi
apparatus

0

Q9Y2F5 ICE1_HUMAN Homo
sapiens

Little
elongation
complex
subunit	1

21.779647 T438;T1798 S255;S533;S558;S589;S707;T832;S
925;S958;S1588;S1617;T1642;S169
2;S1697;S1699;S1701;S1712;S1838
;S1854;S1903

35289036;23301498;30379171;405
96516;35254053

MMPGETHSAAPGTAADLSRCQGCA
SLQQNLNEYVEALITLKQKIINTDNL
LTEYQKKCDELQFARRENSNLHHQ
VEEMLQKISPLQKCQEELGSLKAEL
EEKKSSLKLYQDTHQEYARVKEECL
KSDAQKKKLEAKVKKLQEAAVKQTQ
DFKQLRNEKKILEKEFKKTQERLDE
FSKQKNEKELRHIGTQISSDSYGSID
KRKVKLLLKELWLCVNTTHRLPGEG
SRCVPEKPAKAITSSRVPGEDGTLPP
TQGSPLRTSNVQTCLTKLSMEIKED
FLCQNVEKQSSSGTNCSSDHVFNE
NGNLEVLVQSHRDGGSTEFVDHDH
FFDEDLQAAIDFFKLPPPLLSPVPSP
PPMSSPHPGSLPSSFAPETYFGEYTD
SSDNDSVQLRNSAECVSEDDTTESQ
NYFGSLRKNKGSGTWEEKPKSHEAI
QALNTWEVNKVTTSGLETFTATLRE
SSATHSLVGEKHWTTASRSMSDRK
RDILHETKTQMEVREMDKSVQTEKT
IHKLTRGLCIERLSASPAQEKEAAPG
KSELCSSPLGKRPLNELMESEGKTV
LSKMMGSPKSEFTKWTRINEITSEP
DRITVSGHFHRLSRELEKEKEDTQG
FTLGESPESEDDDSGDGMDVAGLDI
ETSFSSSSTLVALSVGSNPQSSSGLD
CGNDTDITTKVFSTEPHHSEHKLQT
KTLNTLHLQSEPPECSIGGNNLENS
LCALSPELGASNFNDQKSSGIEYTKV
VKGLTKIHSLPRSVFMKATKDGQCE
SQDPRIELTLNKPDFTSLIGSQAALIK
SGLGFVKSTSWHHSDLLRKGGEESL
RAKSEHEQKTSHQLQKAMPFLQNR
GPTPKPDLLRENNNPVEFKTTASVL
PNQVSVITKQTRPEKVQSAKLEHLRP
HRVEPTLVTENSGNKTGMSTVAKC
DGERDDTTQNITEVAAVKSISPEVSA
SRRKLDFNSPGGSSPVENSDCSTNS
RLSFSPENILIQNQDIVREAAVQGDG
QKQRQPQATDLDSSGTHGSEMLPA
TEVTVSGGFSVEETSCGDTGRSGGE
ALAVANDSTSTPQNANGLWKLKSTT
PGGALPECFGTTDTTFSSAFCRKHG
ETQDTSQSSLPGTLHCYTGIREGGD
DTEVESEAFSCSEGSEQQDAPDDSQ
KNLGDTDAAVAEVRPSLEVGYLTSA
LQDFNISTFSELDRLSTSEVVMFLES
CQLGDYSSGDSVSECSSKGTLSKEM
NKELKASEIGEKYRKQPCEEETLGTC
EEWIESEEDDYSLKNTSQLTQCSLE
TLSEVLTKIRQELQTNSEDCNGKDT
GSLLLLNVNNNMTTENLKEKSPFRE
TTGSSSHASEPTPQAAALDTEGSSPI
SGMPQNENPQSRPEARSDAGRQTD
GGEEDLPEPVEPSALCSDSVMEPSIE
QSSNCEAETTFQCQIATVTSEVINVL
INKDQNLVIEKGDNWTIISGVAVLPH
VDQVTLCDIPGDIPISQDQGELEAGC
IPVTSAEKSPEASHTGPAFQEAPCGN
NLSCPQEDVSSSGQSTNFDKSRLRN
RPVKPSIWISSQIYDQNFETQIVASD
HTYYNSKLEPSGKNKNRSKISNKDQ
SNKPVKTSASSRVETHQSEVAQSFS
GEKANTKTQRSQTQTILANADTSTPT
DCSPDTLSKIRQEVGPPLPPLLAPLIA
TPPRTSQPLSPLISSSSPSSPASPVGQ
VSPFRETPVPPAMSPWPEDPRRASP
PDPSPSPSAASASERVVPSPLQFCAA
TPKHALPVPGRLPPCASGHAAVGGP
QENSVKILDTMYPELSARARTLNILK
GNIQLTRGPPADCKNLPGPASAMIG
FKTITSAATAFVKTGSSSGGDCNQD
KSRDLGTQQDSSGKRTLSTSTLRSA
KRLRLDTGSPEPETRGVTAEGIHKNL
PGNLPPAEVATTNEERSCSSPAVSAV
SQLPLSPKETVESHDKAIANALKKIA
EFSFDLLPVIRSHVYVGNISKKPVMR
DQEKEVVYEFSTTKKHLAECLLHSIL
SELKIQKISMDHNYIHALCRVYVGIC
RQLGDLERARLFCYSLLKEDFPESE

True False 1.5 5.0 False False False



KLTLFIANMWHDIFLSQSVINKAMQ
LVARQRAKGEVLNCLRAFLNWEKN
APVDVGFMVSKLLLTIQLCPKTEFQP
SEKFGEDLSDNTWEYIFAIDLLCCH
QKWIWTHDNIISKELWPVMDKWIKY
RKGHANIAYTPDIIIASILRLIGRLGQL
GLKEGFPSAVKNISSVIGMFIQHAHD
EDIPWGIQLAAVYALCDLSPSNPAEI
SKILEAWRREASKSVPSAIVSCLEEV
SALSTEELG


