
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

0

Q61315 APC_MOUSE Mus
musculus

Adenomatous
polyposis	coli
protein

46.969581 T879;T881 S105;S109;S742;S746;S778;S906;S
985;S1036;S1040;S1359;S1370;S13
84;S1391;S1394;T1437;S1565;S177
2;S1859;S1861;S1862;S1969;S1971
;S2087;S2092;S2125;S2129;S2130;
S2132;T2151;S2260;S2270;S2283;S
2473;S2535;S2569;S2671;S2674;T2
679;S2713;S2726;S2791

22645316;40885482;35822049 MAAASYDQLLKQVEALKMENSNLR
QELEDNSNHLTKLETEASNMKEVL
KQLQGSIEDETMTSGQIDLLERLKEF
NLDSNFPGVKLRSKMSLRSYGSREG
SVSSRSGECSPVPMGSFPRRTFVNG
SRESTGYLEELEKERSLLLADLDKEE
KEKDWYYAQLQNLTKRIDSLPLTEN
FSLQTDMTRRQLEYEARQIRAAMEE
QLGTCQDMEKRAQRRIARIQQIEKDI
LRVRQLLQSQAAEAERSSQSRHDAA
SHEAGRQHEGHGVAESNTAASSSG
QSPATRVDHETASVLSSSGTHSAPR
RLTSHLGTKVEMVYSLLSMLGTHDK
DDMSRTLLAMSSSQDSCISMRQSG
CLPLLIQLLHGNDKDSVLLGNSRGS
KEARARASAALHNIIHSQPDDKRGR
REIRVLHLLEQIRAYCETCWEWQEA
HEQGMDQDKNPMPAPVEHQICPAV
CVLMKLSFDEEHRHAMNELGGLQA
IAELLQVDCEMYGLTNDHYSVTLRR
YAGMALTNLTFGDVANKATLCSMK
GCMRALVAQLKSESEDLQQVIASVL
RNLSWRADVNSKKTLREVGSVKAL
MECALEVKKESTLKSVLSALWNLSA
HCTENKADICAVDGALAFLVGTLTY
RSQTNTLAIIESGGGILRNVSSLIATN
EDHRQILRENNCLQTLLQHLKSHSL
TIVSNACGTLWNLSARNPKDQEALW
DMGAVSMLKNLIHSKHKMIAMGSA
AALRNLMANRPAKYKDANIMSPGSS
LPSLHVRKQKALEAELDAQHLSETF
DNIDNLSPKASHRSKQRHKQNLYG
DYAFDANRHDDSRSDNFNTGNMTV
LSPYLNTTVLPSSSSSRGSLDSSRSE
KDRSLERERGIGLSAYHPTTENAGTS
SKRGLQITTTAAQIAKVMEEVSAIHT
SQDDRSSASTTEFHCVADDRSAARR
SSASHTHSNTYNFTKSENSNRTCS
MPYAKVEYKRSSNDSLNSVTSSDGY
GKRGQMKPSVESYSEDDESKFCSYG
QYPADLAHKIHSANHMDDNDGELD
TPINYSLKYSDEQLNSGRQSPSQNE
RWARPKHVIEDEIKQNEQRQARSQN
TSYPVYSENTDDKHLKFQPHFGQQE
CVSPYRSRGTSGSETNRMGSSHAIN
QNVNQSLCQEDDYEDDKPTNYSER
YSEEEQHEEEEERPTNYSIKYNEEK
HHVDQPIDYSLKYATDISSSQKPSFS
FSKNSSAQSTKPEHLSPSSENTAVPP
SNAKRQNQLRPSSAQRNGQTQKGT
TCKVPSINQETIQTYCVEDTPICFSRC
SSLSSLSSADDEIGCDQTTQEADSA
NTLQTAEVKENDVTRSAEDPATEVP
AVSQNARAKPSRLQASGLSSESTRH
NKAVEFSSGAKSPSKSGAQTPKSPP
EHYVQETPLVFSRCTSVSSLDSFESR
SIASSVQSEPCSGMVSGIISPSDLPDS
PGQTMPPSRSKTPPPPPQTVQAKRE
VPKSKVPAAEKRESGPKQTAVNAAV
QRVQVLPDVDTLLHFATESTPDGFS
CSSSLSALSLDEPFIQKDVELRIMPP
VQENDNGNETESEQPEESNENQDK
EVEKPDSEKDLLDDSDDDDIEILEEC
IISAMPTKSSRKAKKLAQTASKLPPP
VARKPSQLPVYKLLPAQNRLQAQKH
VSFTPGDDVPRVYCVEGTPINFSTAT
SLSDLTIESPPNELATGDGVRAGIQS
GEFEKRDTIPTEGRSTDDAQRGKISS
IVTPDLDDNKAEEGDILAECINSAMP
KGKSHKPFRVKKIMDQVQQASSTSS
GANKNQVDTKKKKPTSPVKPMPQN
TEYRTRVRKNTDSKVNVNTEETFSD
NKDSKKPSLQTNAKAFNEKLPNNE
DRVRGTFALDSPHHYTPIEGTPYCFS
RNDSLSSLDFDDDDVDLSREKAELR
KGKESKDSEAKVTCRPEPNSSQQAA
SKSQASIKHPANRAQSKPVLQKQPT
FPQSSKDGPDRGAATDEKLQNLAIE
NTPVCFSRNSSLSSLSDIDQENNNN
KESEPIKEAEPANSQGEPSKPQASGY

True True 2.867 4.692 1.691 1.34 2.581 5.0



APKSFHVEDTPVCFSRNSSLSSLSID
SEDDLLQECISSAMPKKKRPSRLKS
ESEKQSPRKVGGILAEDLTLDLKDLQ
RPDSEHAFSPGSENFDWKAIQEGAN
SIVSSLHQAAAAAACLSRQASSDSDS
ILSLKSGISLGSPFHLTPDQEEKPFTS
NKGPRILKPGEKSTLEAKKIESENKG
IKGGKKVYKSLITGKIRSNSEISSQM
KQPLPTNMPSISRGRTMIHIPGLRNS
SSSTSPVSKKGPPLKTPASKSPSEGP
GATTSPRGTKPAGKSELSPITRQTSQ
ISGSNKGSSRSGSRDSTPSRPTQQPL
SRPMQSPGRNSISPGRNGISPPNKL
SQLPRTSSPSTASTKSSGSGKMSYTS
PGRQLSQQNLTKQASLSKNASSIPR
SESASKGLNQMSNGNGSNKKVELS
RMSSTKSSGSESDSSERPALVRQST
FIKEAPSPTLRRKLEESASFESLSPSS
RPDSPTRSQAQTPVLSPSLPDMSLST
HPSVQAGGWRKLPPNLSPTIEYNDG
RPTKRHDIARSHSESPSRLPINRAGT
WKREHSKHSSSLPRVSTWRRTGSSS
SILSASSESSEKAKSEDERHVSSMPA
PRQMKENQVPTKGTWRKIKESDISP
TGMASQSASSGAASGAESKPLIYQM
APPVSKTEDVWVRIEDCPINNPRSG
RSPTGNTPPVIDSVSEKGSSSIKDSK
DSKDTHGKQSVGSGSPVQTVGLETR
LNSFVQVEAPEQKGTEAKPGQSNPV
SIAETAETCIAERTPFSSSSSSKHSSP
SGTVAARVTPFNYNPSPRKSSADSTS
ARPSQIPTPVSTNTKKRDSKTDITES
SGAQSPKRHSGSYLVTSV


