
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

E9Q286 ICE1_MOUSE Mus
musculus

Little
elongation
complex
subunit	1

38.223321 NaN S523;S676;T803;S896;S1553;S1582
;T1607;S1657;S1662;S1664;S1666;
S1677;S1820

40997131 MMPGETHPAAPGPADLARCQGCAS
LQQNLNEYVEALIALKQKIINTDNLL
TEYQKKCDELQFARRENSTLHHQVE
QMLQKISPLQKCQEELGSLKAELEE
KKSSLKLYQDTHQEYARVKEECLRT
DAQKKKLEAKVKKLEEAAVKQTQDF
KQLRNEKKILEKEFKKTQERLDEFS
KQKNEKELRHIGTQISSDSHGSIDKR
KVKVLLKELWLCVNTAHRLSGEGGR
RIPEKPAKGSSAARASEQDELLPVQG
GPARAADMRSFFSKLSMEMEGDFS
SSESAEEELPSGASPSTEHAFCEER
HSEVSGQRPDDGNRTNVYDHEHFF
DDDLQAAIDFFKLPPPLLSPVPSPPP
MASGSLPSSLAPESFFGEFTDSSDS
DSVPPRDSMESALEDYTAESRAYFD
LLEKIKRSDQYVKKPGSLEATQAVNS
LTPLGFVTGRTALGEPSAAASLAQGR
HWTESSEFVRDRGDSVEEAERMVE
AREVDKSVQVGKGLLKHNRKLWLE
MASRGPARKKEAGAGESEICFSSLG
KRTFSELIESEGKTLSSKALCPSQSE
FSKRTLTDGSASKSPCVTGSGRFQR
RERDVRESTPQSGICAAAAGRGHSA
RLPSSSSATSVPVSVCSNHQTPWPG
CVSVGTPAEGTCTEQKSPTRTLNTFL
LRSEPTACFPKENDPENSLSTLSPKS
KLGTSTFSDWKSRGLESFSTLKSTA
KGHSLPQSVFPKPTGGGQCKGRGPG
ATLILPKSDWTSLARSQAGFTRRSSG
SADSTSWHRSDVLRRGSGGSPRASS
EYQQRTRLQLEKATPASQNSSLTAM
HGPSGESTIPPESNAAAALLPNQVSV
ITKQARPRRVLGSSLEPWQPHGNTL
SPAVNGGKETGLMPSVSACVGDGDP
IAQVPEQIADKETPSPEVSVSWRNPI
CDSPSDSLLAENFSCSTDRKLPFSSE
DNIFQCAMNEHLQQKPTKSPQTTQS
GASRLEAGELLPSGVTSGVFPAEQVP
HGPHHQADTEAPVVARESHSAPQN
ASAPPVVPSRGPLRARVPTVPVCPSS
LSRAEEETQGTSQSSLPGASYCYTGI
RERGEEDTEVEDEAVSCSEGEHEAE
AVMGRRQQEQAEDSHRPLGDPEAG
VGEAGHPSDVGDLTSALEECNLSTL
LYIDKLSTSEVVMVLESCQLGDYSSR
VSASECASKGSLSEEMNTELRQSEI
SRKKCGKRLWEEKLLRASEEWAESE
GDDSCGRTSCQHAQCPLEVPSDVLT
KTGEELDTNPVDCGGTDTEHALLES
THHSQAAEDLTEDALPEETSSPMPH
TAELPDPSAVDGGGSSPLSSRSDPE
HIQSSYEDEPNSGECLSIGEEGLAEP
GELLTLSSDSSTPPRLEQSSDCVAET
AFRYQISAVTSEVISVLINKDQDLVIE
KGDNWTIISGVAISPGMEQVVLCDT
LGDAASSQDQGGLDDGSMEKSPEA
SPSGPLPQEPPCGGDLSGAQEDISS
NGQSANFDKSRLRNRPVKPSIWIRS
QIYDQTLETEKVASDHTYYNWKLEP
LGKNKPRSKISNKDQASKLAKTLVL
NRGEVHLNEVPQPASGEGTNIKLPR
SQAQPIMAGTDRSTPTNCSPDTLSKI
RQEVGPPLPPLLPPLIATPPRSSQTLS
PLVPNSGPSSRSSPAGHVSPLCEVPG
PPVLSPWPEELQQASPLDPSPSPSTA
AASGRIVSSPLQFCAATPKHALPVPG
RLPSCAPGHAAVSGPQQENSVKILD
TMYPELSARARTLSLLKGNMQLSRG
STVDGKVLPGRVSALLGLKAITSTST
AFVLTGGSSGADGSQGKSQDSGVQ
QDAGGKRTLAVSMLRSAKRLRLDN
KSPEPDTREVTGEGVPEDPQGGSPL
AEVVPAEEEQADVPVCSAASLLRVN
PREMAESYNIAITRALRKIAESSFDLL
PVIRSHVYVGNISKKPVMRDQEKEV
VYEFSTTNKHLGEYLLRSILSELKIQ
KTSLDHSYIHALCRVYVGICRQLGDL
ERARLFCYSLLKEDFPESEKLTLFIA
NMWREVFLSQSAISEAMQLVARQR

True False 1.024 4.385 0.519 0.685 False 0.664 False



ARGEVLNCLRAFLSWEKNAPIDVGI
VVSKLLLTIQLCPKTEFQSSEEFGED
LSANIWEYIFAIDLLCCHQRWIWTH
DNIISKELWPVMDKWIKYRKGHSNI
AYTPDVIVASVLRLIGRLGQLGLKEG
FPTAVKNISSVIGMFIQHAQDEDIPW
GVQLAAVYALCDLSPSNPAEISKILE
AWRTQTSNAIPSAIVHCLEEVGSLSA
DGSAGCTSKGDSAP


