UniprotKB Entry name [organism full oglcnacscore |oglcnac sites phosphorylation sites PMIDS [sequence intracellular |extracellular cytosol nucleus mitochndrion em!oplasmlc golgi pl
ID name reticulum apparatus m
Q924A2 CIC_MOUSE [Mus Protein (38.223321 S772;51638;T1643;S1851;S1852;S1 |S774;5778;51053;51080;S1184;S12 140997131 MKPMKKACPGLAGSASGSKSPPATR [True False 1.246 |4.206  [1.447 0.906 False 1.
musculus |capicua 855;T1872;S1877;T1878;S1880;S18 69;S1338;S1343;S1403;S1604;5162 IAKALRRRGAGEGDKPEEEEEAQPQE
homolog 96;S2044 5;51644;T2192;52195;52253;52275 QAGPEEAEEGEEEEAERDPGAEGTH

;52280;52284;52291;52299;T2300;
52304;S2311;52497

PELQPNDPTPGLTEDPKGDGEAGR
WEPSLSRKTATFKSRAPKKKYVEEH
GTGNVGVVGAPEERERTPEDASALG
VPPRPPTSTRSSSTDTASEHSADLED
EPPEACGPGPWPSTGTSEGYDLRQL
RSQRVLARRGDGLFLPAVVRQVRRS
QDLGVQFPGDRALTFYEGVPGGGVD
VVLDVTPPPGALMVGTAVCTCVEPG
'VAAYREGVVVEVATKPAAYKVRLSPG
PSSHAGPPGTLPQAQQTLHREPEEA
VWVTRSSLRLLRPPWEPGALLRKHP
IAGPEEEQAEPGPALPPCPSSVEPKQP
EDAEVSNISFGSNLGTRCEEGEEKH
PPSLGTPVLLPLPPPQLLSPPPKSPAF
GGPGRPSEQPSPCQEGSQGGSRSSS
VASLEKGAAPAARARTPLTAAQQKY
KKGDVVCTPNGIRKKFNGKQWRRL
CSRDGCMKESQRRGYCSRHLSMRT
KEMEGLADSGPGGTGRPAGVAARE
GSTEFDWGDETSRDSEASSVAARGD
SRPRLVAPADLSRFEFDECEAAVML
VSLGSSRSGTPSFSPVSTQSPFSPAP
SPSPSPLFGFRPANFSPINASPVIQRT
IAVRSRHLSASTPKAGVLTPPDLGPHP
PPPAPRERHSSGILPTFQTNLTFTVPI
SPGRRKTELLPHPGTLGASGAGGGG
IAAPDFPKSDSLDSGVDSVSHTPTPST
PAGFRAVSPAVPFSRSRQPSPLLLLP
PPAGLTSDPGPSVRRVPAVQRDSPVI
VRNPDVPLPSKFPGEVGTAGEARAG
GPGRSCRETPVPPGVASGKPGLPPPL
PAPVPITVPPAAPTAVAQPMPTLGLA
SSPFQPVAFHPSPAALLPVLVPSSYP
SHPAPKKEVIMGRPGTVWTNVEPRS
VAVFPWHSLVPFLAPSQPDPSVQPS
EAQQPASHPVASNQSKEPAESAAVA
HEQPPGGTGGADPGRPPGAVCPESP
GPGPPLTLGGVDPGKSLPPTTEEEAP
GPPGEPRLDSETESDHDDAFLSIMS
PEIQLPLPPGKRRTQSLSALPKERDS
SSEKDGRSPNKREKDHIRRPMNAF
MIFSKRHRALVHQRHPNQDNRTVS
KILGEWWYALGPKEKQKYHDLAFQV
KEAHFKAHPDWKWCNKDRKKSSSE
IAKPASLGLAGGHKETRERSMSETGT
IAAAPGVSSELLSVAAQTLLSSDTKVP
GSGPCGAERLHAVGAPGSARPRAFS
HSGVHSLDGGEVDSQALQELTQMV
SGPASYSGPKPSPQYGAPGSFAAPGE
GGTLATSGRPPLLPSRASRSQRAASE
DMTSDEERMVICEEEGDDDVIADDS
FGTTDIDLKCKERVTDSESGDSSGE
DPEGNKGFGRKVFSPVIRSSFTHCR
PTLDPEPPGPPDPPAAFSKGYGPTPS
SSSSPASTSVSVSTSFSLGSGTFKTQ
ESGQGSTAVPLRPPPPGAGGPATPSK
IATRFPPTDSATFRRKRPESVGSLEAP
GPSVIAAPPSGGGNLLQTLVLPPSKE
DREGTRVPSAPAPPLAYGAPAAPLCR
PAATMVTNVVRPVSSTPVPIASKPFP
TSGRAEASSNDIAGARTEMGTGSRV
PGGSPMGVSLVYSDKKSAAAATSPA
PHLVAGPLLGTVGKAPATVINLLVGT
PGYGAPASPAVQFIAQGAPGSATPAG
SGASTGSGPNGPVPLGILQPGALGKA
GGITQVQYILPTLPQQLQVAPAPAPA
PGTKAAAPSGPAPTTSIRFTLPPGTST
NGKVLAATAPTAGIPILQSVPSAPPPK
IAQSVSPVQATPSGGSAQLLPGKVLVP
LAAPSMSVRGGGAGQPLPLVSSPFS
VPVQNGAQQPSKIIQLTPVPVSTPSG
LVPPLSPATMPGPTSQPQKVLLPSST
RITYVQSAGGHTLPLGTSSACSQTGT
VTSYGPTSSVALGFTSLGPSGPAFVQ
PLLSGQAPLLAPGQVGVSPVPSPQLP
PACTASGGPVITAFYPGSPAPTSAPL
GPPSQAPPSLVYTVATSTTPPAATILP




KGPPASATATPAPTSPFPSATGSMTY
SLVAPKAQRPSPKAPQKVKAAIASIPV
GSFESGTTGRPGSTPRQSSDSGVAR
EPAAPESELEGQPTPPAPPPPTETWP
PTARSSPPPPLPAEERPGTKGPETAS
KFPSSSSDWRVPGLGLESRGEPPTP
PSPAPATGPSGSSSGSSEGSSGRAAG
DTPERKEVTSSGKKMKVRPPPLKKT
FDSVDKVLSEVDFEERFAELPEFRPE
EVLPSPTLQSLATSPRAILGSYRKKR
KNSTDLDSAPEDPTSPKRKMRRRSS
CSSEPNTPKSAKCEGDIFTFDRTGTE
TEDVLGELEYEKVPYSSLRRTLDQRR
IALVMQLFQDHGFFPSAQATAAFQAR
'YADIFPSKVCLQLKIREVRQKIMQAA
TPTEQPPGAEAPLPGPPPTGMAATPV
PTPSPAGGPDPTSPGSDSGTAQVAPP
LPPPPEPGPGQPGWEGAPQPSPPPS
GPSTAATGR




