UniprotKB Entry name [organism full name loglcnacscore o.glcnac p.h osphorylation PMIDS |sequence intracellular extracellular cytosol nucleus mitochndrion en(!oplasmlc golgi plasma extr.acellular
1D sites sites reticulum apparatus membrane [region
P38692 KIC1_YEAST [Saccharomyces |Serine/threonine- [24.475439 NaN S735 33229814 MTTKPQNSKQGLAEGEMDVSSLFK (None None None |None None None None None None

cerevisiae

protein kinase
KIC1

RTEVIGRGKFGVVYKGYNVKTGRVY
IAIKVLNLDSDSDEVEDVQREIQFLAS
LKQISNITRYYGSYLKDTSLWIIMEH
CAGGSLRSLLRPGKIDEKYIGVIMRE
LLVALKCIHKDNVIHRDIKAANVLIT
NEGNVKLCDFGVAAQVNQTSLRRQ
TMAGTPYWMAPEVIMEGVYYDTKV
DIWSLGITTYEIATGNPPYCDVEALR
IAMQLIIKSKPPRLEDRSYSTSLKEFIA
LCLDEDPKERLSADDLLKSKFIRAHK
IATPTSILKELISRYLLFRDKNKNKYKI
EGSIPENEPSKPSEAPKPSQNGGGD
EAQKSIASNDNEIKRVNEGDVEMK
IWDFDSLSSSDYIIENNINLDALAEDN
NEWATAQHDLFNYAYPDEDSYYFDP
TSHNTRPFVYQGTTIGKGYPGTIAQN
STLNAPVTNNYTNSKYPSKMVAGTT
NTSGTHTAGPMTSSKRLESKAPKQL
LELFEDNEIITAENDVNTEAPKISKSI
SSLNAGNSSRDDFIPSISNEVNGNIN
NNKMRPHLPPLSSGNNYYSQSTPAL
PLLQTKFNKTSKGPPTSGLTTAPTSI
EIEIPEELPNSALPTPASADPVLIPST
KARSSTVTAGTPSSSSSIQYKSPSNV
PRRLTVSNNRPEHCPSTITNQKLGS
IAVASNSGISSTPNNSNNYNNNTDSE
NSRGSSGSNTANSTQMGITNPGNV
TKLSTHKASSPSRPLFGVGTSPNRKP
IAGSPTQNIGHNSTHTNLAPPPTMKP
MANSKDNKDILLQPLNSIPSSSTLNT
ISGNSSNNLTSSNYFSNEKEGSRVN
GDFKRNNPNLKLQMPLPTPVVRNK
LLDPNTATSQNNNGMPGSAGISTNE
NINQFGFNTSSASNIPVSMTPISEKH
IDFGGKIKRSQSISNRKNSSASEHPL
NILGSSVSGNVSGIGNNNVGSNNNS
GPNNSVPLSANTGNTTIKANSTTIAT
SSSAAASTTAPISQQTIPSGTQFNHIL
SSAATAANSVNSLGFGMCPPPQSLQ
MEMFLDLESFLPGKQRRVDRKPQV
LKELENLLQMFEEGLPCIEHALKEQ
LISTPIKDNEH




