
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnac	sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

0

Q96RK0 CIC_HUMAN Homo
sapiens

Protein
capicua
homolog

39.564278 S12;S13;S16;S530;S534;S535;S538;
S541;S542;S543;S566;T583;S649;S
665;S734;T738;T752;T831;T880;S8
91;T967;S972;T973;S975;S982;T98
5;S991;S1001;T1002;T1143;T1149;
S1154

S776;S780;S1055;S1082;S1186;S12
71;S1340;S1345;S1405;S1609;S163
0;S1648;T2200;S2203;S2260;S2282
;S2287;S2291;S2298;S2306;T2307;
S2311;S2318;S2504

40136647;35132862;35289036;325
74038;30059200;41350704;393022
47;28657654;27655845;40307207;2
3301498;38665916;35254053;3321
4551;34019948;31492838;2923709
2;39534244;37340703;20305658;35
138101;39531497;30397120;21740
066;34725712;32119511

MKPMKKACTGLSGPGSGSKSPPATR
AKALRRRGAGEGDKPEEEDDEAQQP
QPQSGPEEAEEGEEEEAERGPGAEG
PPLELHPGDPAPGPAEDPKGDGEAG
RWEPSLSRKTATFKSRAPKKKYVEE
HGAGSSGVAGAPEERVRTPEEASGL
GVPPRPPTSTRSSSTDTASEHSADLE
DEPAEACGPGPWPPGSTSGSYDLRQ
LRSQRVLARRGDGLFLPAVVRQVRR
SQDLGVQFPGDRALTFYEGVPGAGV
DVVLDATPPPGALVVGTAVCTCVEP
GVAAYREGVVVEVATKPAAYKVRLSP
GPSSQPGLPGSLPQPPQPLHREPEE
AVWVARSSLRLLRPPWEPETMLRKP
PTGPEEEQAEPGATLPPCPAALDPKQ
PEDAEVSKISFGGNLGTHCEEGEEK
HPPALGTPALLPLPPPQLLSPPPKSP
AFVGPGRPGEQPSPCQEGSQGGSRS
SSVASLEKGTAPAARARTPLTAAQQK
YKKGDVVCTPSGIRKKFNGKQWRRL
CSRDGCMKESQRRGYCSRHLSMRT
KEMEGLADSGPGGAGRPAAVAARE
GSTEFDWGDETSRDSEASSVAARGD
SRPRLVAPADLSRFEFDECEAAVML
VSLGSSRSGTPSFSPVSTQSPFSPAP
SPSPSPLFGFRPANFSPINASPVIQRT
AVRSRHLSASTPKAGVLTPPDLGPHP
PPPAPRERHSSGILPTFQTNLTFTVPI
SPGRRKTELLPHPGALGAPGAGGGG
AAPDFPKSDSLDSGVDSVSHTPTPST
PAGFRAVSPAVPFSRSRQPSPLLLLP
PPAGLTSDPGPSVRRVPAVQRDSPVI
VRNPDVPLPSKFPGEVGTAGEVRAG
GPGRGCRETPVPPGVASGKPGLPPP
LPAPVPITVPPAAPTAVAQPMPAFGL
ASSPFQPVAFHPSPAALLPVLVPSSY
TSHPAPKKEVIMGRPGTVWTNVEPR
SVAVFPWHSLVPFLAPSQPDPSVQP
SEAQQPASHPVASNQSKEPAESAAV
AHERPPGGTGSADPERPPGATCPES
PGPGPPHPLGVVESGKGPPPTTEEE
ASGPPGEPRLDSETESDHDDAFLSI
MSPEIQLPLPPGKRRTQSLSALPKER
DSSSEKDGRSPNKREKDHIRRPMN
AFMIFSKRHRALVHQRHPNQDNRT
VSKILGEWWYALGPKEKQKYHDLAF
QVKEAHFKAHPDWKWCNKDRKKSS
SEAKPTSLGLAGGHKETRERSMSET
GTAAAPGVSSELLSVAAQTLLSSDTK
APGSSSCGAERLHTVGGPGSARPRA
FSHSGVHSLDGGEVDSQALQELTQ
MVSGPASYSGPKPSTQYGAPGPFAA
PGEGGALAATGRPPLLPTRASRSQR
AASEDMTSDEERMVICEEEGDDDVI
ADDGFGTTDIDLKCKERVTDSESGD
SSGEDPEGNKGFGRKVFSPVIRSSFT
HCRPPLDPEPPGPPDPPVAFGKGYG
SAPSSSASSPASSSASAATSFSLGSG
TFKAQESGQGSTAGPLRPPPPGAGG
PATPSKATRFLPMDPATFRRKRPESV
GGLEPPGPSVIAAPPSGGGNILQTLV
LPPNKEEQEGGGARVPSAPAPSLAY
GAPAAPLSRPAATMVTNVVRPVSST
PVPIASKPFPTSGRAEASPNDTAGAR
TEMGTGSRVPGGSPLGVSLVYSDKK
SAAATSPAPHLVAGPLLGTVGKAPAT
VTNLLVGTPGYGAPAPPAVQFIAQGA
PGGGTTAGSGAGAGSGPNGPVPLGI
LQPGALGKAGGITQVQYILPTLPQQL
QVAPAPAPAPGTKAAAPSGPAPTTSI
RFTLPPGTSTNGKVLAATAPTPGIPIL
QSVPSAPPPKAQSVSPVQAPPPGGSA
QLLPGKVLVPLAAPSMSVRGGGAGQ
PLPLVSPPFSVPVQNGAQPPSKIIQLT
PVPVSTPSGLVPPLSPATLPGPTSQP
QKVLLPSSTRITYVQSAGGHALPLGT
SPASSQAGTVTSYGPTSSVALGFTSL
GPSGPAFVQPLLSAGQAPLLAPGQV
GVSPVPSPQLPPACAAPGGPVITAFY
SGSPAPTSSAPLAQPSQAPPSLVYTV

True False 2.21 4.89 2.04 1.026



ATSTTPPAATILPKGPPAPATATPAPT
SPFPSATAGSMTYSLVAPKAQRPSPK
APQKVKAAIASIPVGSFEAGASGRPG
PAPRQPLEPGPVREPTAPESELEGQP
TPPAPPPLPETWTPTARSSPPLPPPA
EERTSAKGPETMASKFPSSSSDWRV
PGQGLENRGEPPTPPSPAPAPAVAP
GGSSESSSGRAAGDTPERKEAAGTG
KKVKVRPPPLKKTFDSVDNRVLSEV
DFEERFAELPEFRPEEVLPSPTLQSL
ATSPRAILGSYRKKRKNSTDLDSAPE
DPTSPKRKMRRRSSCSSEPNTPKSA
KCEGDIFTFDRTGTEAEDVLGELEYD
KVPYSSLRRTLDQRRALVMQLFQDH
GFFPSAQATAAFQARYADIFPSKVCL
QLKIREVRQKIMQAATPTEQPPGAEA
PLPVPPPTGTAAAPAPTPSPAGGPDP
TSPSSDSGTAQAAPPLPPPPESGPGQ
PGWEGAPQPSPPPPGPSTAATGR


