UniprotKB Entry name |organism full oglcnacscore o.glcnac iphosphorylation sites PMIDS |sequence intracellular extracellular cytosol nucleus mitochndrion em:loplasmlc golgi [plasma extl.'acellular

1D name sites reticulum apparatus / membrane region

Q8VHK1 CSKI2_MOUSE [Mus Caskin-[24.992371 T1099 [T253;S358;S371;S393;S396;S403;S (36852467 MGREQDLILAVKNGDVTCVQKLVAK (None None None |None None None None None None
musculus |2 406;5S409;S471;S724;S855;S874;S8 IVKAAKTKLLGSTKRLNINYQDADGF

75;T880

SALHHAALGGSLELIALLLEAQATVD
IKDSNGMRPLHYAAWQGRLEPVRLL
LRASAAVNAASLDGQIPLHLAAQYG
HYEVSEMLLQHQSNPCLVNKLKKT
PLDLACEFGRLKVAQLLLNSHLCVA
LLEGEAKDPCDPNYTTPLHLAAKNG
HREVIRQLLKAGIEINRQTKTGTALH
EAALYGKTEVVRLLLEGGVDVNIRN
TYNQTALDIVNQFTTSQASREIKQLL
REASGILKVRALKDFWNLHDPTALN
IVRAGDVITVLEQHPDGRWKGHIHES
QRGTDRVGYFPPGIVEVVSKRVGIPV
IARLPSAPTPLRPSFSRISQPAADDPL
PSVPYGQLPRVGLSPDSPAGDRNSV
GSEGSVGSIRSAGSGQSSEGTNGHG
TGLLIENAQPLPSASEDQGLPGLHAP
SPADNLSHRPLAGYRSGEIFTQDVRP
EQLLEGKDAQAIHNWLSEFQLEGYT
IAHFLQAGYDVPTISRMTPEDLTAIGV
TKPGHRKKIASEIAQLSIAEWLPNYIP
VDLLEWLCALGLPQYHKQLVSSGYD
SMGLVADLTWEELQEIGVNKLGHQ
KKLMLGVKRLAELRRGLLHGEALGE
GGRRMTRGPELMAIEGLENGEGPTT
IAGPRLLTFQGSELSPELQAAMAGGG
SEPLPLPPARSPSQESIGARSRGSGH
SQEQPVPQPSVGDPSAPQERNLPEG
TERPSKLCSPLPGQGPAPYVFMCPQ
NLPSSPAPGPPPGVPRAFSYLAGSPA
APPDPPRPKRRSHSLSRPGPAEGEA
EGEAEGPVGSALGSYATLTRRPGRST
LARTSPSLTPTRGTPRSQSFALRARR
KGPPPPPPKRLSSVSGSTEPPSLDGT
SGPKEGATGPRRRTLSEPTGPSESPG
PSAPTGPVSDTEEEPGPEGTPPSRGS
SGEGLPFAEEGNLTIKQRPKPAGPPP
RETPVPPGLDFNLTESDTVKRRPKC
KEREPLQTALLAFGVVGSDTPGPSN
PLSTQAPCDPPSASSNPPQRSEPSVL
PSQGTSASSLSSVTQSPGHPGPSAGP
IALANSTGSKPNVETEPPAPPAALLKV
PGAGTAPKPVSVACTQLAFSGPKLAP
RLGPRPVPPPRPENTGPVCPGRAQQ
RLEQTSSSLEAALRAAEKSIGTEERD
GPTGTSTKHILDDISTMFDALADQLD
IAMLD




