}Jl;l iprotKB Entry name |organism full name oglcnacscore oplcnac phosphorylation sites PMIDS |sequence intracellular extracellular |cytosol nucleus mitochndrion en(!oplasmlc golgi plasma extx:acel
sites reticulum |apparatus membrane region
Q08921 'TCO89 YEAST |Saccharomyces Target of (24.475439 NaN T52;T82;S84;S104;S107;S115;S144; (33229814 MVHRGRTLKSDTDVTSLNASTVSHQ [None None None |None None None None None None
cerevisiae rapamycin S203;S215;S290;S397;S575;S707 SKPFRQFSTRSRAKSNASFKGLRRV
complex 1 LTHDGTLDNDYFNKHNVSQKCKSS
subunit DALFRKRTISGLNMTALTRVKSNQG
'TCO89 KRSASFHSPVHNTLLSPKNSSHSNT

GTAGFGLKPRRSKSTQSVLSLRDAQ
ESKKSESTTDEEVECFSEDNIEDGK
VNNDKVIAEHVMPEEKKNVQQLNQ
NELQSPDSIDEQEEDKSGTDGKENH
RAVSLPLPHLSSNNYFGESSHSIEH
QKDGETSPSSIETKLNATSVINEEGQ
SKVTKEADIDDLSSHSQNLRASLVK
IAGDNISEAPYDKEKKILDVGNTLAAH
KSNQKPSHSDEQFDQEDHIDAPRS
NSSRKSDSSFMSLRRQSSKQHKLLN
EEEDLIKPDDISSAGTKDIEGHSLLE
NYAPNMILSQSTGVERRFENSSSIQ
NSLGNEIHDSGEHMASGDTFNELD
DGKLRKSKKNGGRSQLGQNIPNSQS
TFPTIANIGSKDNNVPQHNFSTSISS
LTNNLRRAAPESFHGSRMNNIFHK
KGNQNLLLRSNDLNKNSAAPASPLS
NEHITSSTNSGSDANRQSNSGAKFN
SFAQFLKSDGIDAESRTQRKLWLQR
ENSIMDLSSQNDGSDSIFMAGNIDA
KREFERISHEYSNVKRFYNPLDEALL
RVQPIITGNANNIRKKSHNDAQSIAH
SSSDTDHKDEDDLLFTNYDKKFDDL
'YPHLASAKIQAVLSGIWKSESYLFNK
DVNPINKNRTTSTNHSVGHTASQNA
RNLLRGPMGSSTTLHHQRVINSLQP
TTRAVNRRMENVGYMHTQPQQR




