UniprotKB Entry name |organism full name oglcnacscore o.glcnac phosphorylation sites PMIDS |[sequence intracellular |extracellular cytosol nucleus mitochndrion en(.ioplasmlc golgi plasma ext
ID sites reticulum apparatus membrane [reg
P38691 KSP1 YEAST |Saccharomyces [Serine/threonine- |24.475439 NaN S416;S419;T501;T504;T526;S529;S 33229814 MTLDYEIYKEGGILNNRYQKIEDISE |None None None |None None None None None Nor

cerevisiae

protein kinase
KSP1

646;5845;S884;T1005;S1014

GSYGYVSLAKDVREKRLVAVKYIFKL
EDDGQYDGPQDDENDCDSSDCDDD
EDTKVDTDRHENENGNASSNNGSS
REKKHNLYKHKKSLISSKVKSRLSN
NICLEAMYEVDIQTKIGRHQNIAALL
DFFDSYIIMEYCSGGDLYEAIKADAV
PKKTKSITHIITQIMDAIEYVHNKGIY
HRDIKPENILISGIDWTIKLTDWGLA
TTDKTSMDRNVGSERYMSPELFDS
NLDIKERKEPYDCAKVDLWAMGIVF
LNIVFHKNPFSIANQSDKSFCYFAA
NREALFDVFSTMAYDFFQVLRYSLTI
DPANRDLKMMRTELQNLSEYTLDD
EYYNNLDEGYEETMIDGLPPQPVPP
SSAPVSLPTPISSSNKQHMPEFKKDF
NFNNVNERKRSDVSQNQNVASGFF
KKPSTQQQKFFNQGYNTTLSTHERA
KSAPKFKFKKRNKYGRTDNQFSKPV
NIEDRKKSKILKKSRKPLGIPTPNTH
MNNFFHDYKARDEFNTRDFFTPPS
IVQHRYMEGFSNNNNKQYRQNRNY
NNNNNNSNNNHGSNYNNFNNGN
SYIKGWNKNFNKYRRPSSSSYTGKS
PLSRYNMSYNHNNNSSINGYARRG
STTTVQHSPGAYIPPNARNHHVSPT
NQFLRVPQSTAPDISTVLGGKPSYQE
HYTQDSMDSEGDHDSDDVLFTLEE
GDHDFVNGMDNLSINDHLPHTTVG
SHNEVFVHASTNHNNNGNNNHID
TNSTTNQYHRQYIPPPLTTSLHINNN
NNESNELPDLLKSPASSEAHLNLSS
GPIDPILTGNIGNRYSHSSDSKELEQ
ERRLSMEQKFKNGVYVPPHHRKSF
NLGTQVPPMNMKTSNEATLSVSHN
SVNFGGSYNSRRSSANESNPLHMN
KALEKLSSSPGAKSSFVGFPKPLLPR
NHSSTTIALQNEDVFADSNNDAIIFE
DEEYEGESDKMAHGKMEGGDNESS
STSPDERQIFGPYEIYAQTFAGSTHD
KKLGAGRKTSIQDEMVGSLEQYKNN
'WLILQQQD




