HQQQVAQAVERAKQVTMTELNAIIG
QQQLQAQHLSHATHGPPVQLPPHP
SGLQPPGIPPVTGSSSGLLALGALGS
QAHLAVKDEKNHHELDHRERESST
NNSVSPSESLRASEKHRGSADYSME
IAKKRKAEEKDSLSRYDSDGDKSDDL
VVDVSNEDPATPRVSPAHSPPENGL
DKARGLKKDAPTSPASVASSSSTPSS
KTKDLGHNDKSSTPGLKSNTPTPRN
DAPTPGTSTTPGLRSMPGKPPGMDP
IGIMASALRTPITLTSSYPAPFAMMS
HHEMNGSLTSPSAYAGLHNIPSQM
SAAAAAAAAAYGRSPMVSFGAVGFD
PHPPMRATGLPSSLASIPGGKPAYSF
HVSADGQMQPVPFPHDALAGPGIPR
HARQINTLSHGEVVCAVTISNPTRH
VYTGGKGCVKIWDISQPGSKSPISQL
DCLNRDNYIRSCKLLPDGRTLIVGGE
IASTLTIWDLASPTPRIKAELTSSAPAC
[YALATSPDAKVCFSCCSDGNIAVWDL.
HNQTLVRQFQGHTDGASCIDISHDG
TKLWTGGLDNTVRSWDLREGRQLQ
QHDFTSQIFSLGYCPTGEWLAVGME
SSNVEVLHHTKPDKYQLHLHESCVL
SLKFAYCGKWFVSTGKDNLLNAWR
TPYGASIFQSKESSSVLSCDISADDK
YIVTGSGDKKATVYEVIY

}Jl;l iprotKB Entry name |organism full name |oglcnacscore [oglcnac sites phosphorylation sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion wem!oplasmlc golgi
reticulum |appara
Q08122 'TLE3_MOUSE [Mus Transducin- 37.551664 'T285;5289;T328;5332;T333(5203;5207;S211;S217;S240;5245;T |40885482;36852467 MYPQGRHPAPHQPGQPGFKFTVAE |[True False 2.309 4.319 [1.657 1.058 False
musculus [like 259;5263;S267;5286;T312;S317;T3 SCDRIKDEFQFLQAQYHSLKVEYDK
enhancer 19;T321;T328;T334;S413 LANEKTEMQRHYVMYYEMSYGLNI
protein 3 EMHKQTEIAKRLNTILAQIMPFLSQE




