}Jl;l iprotKB Entry name organism full oglcnacscore o_glcnac phosp ylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion en(.loplasmlc golgi plas
name sites reticulum |apparatus mei
075582 KS6A5_HUMAN [Homo Ribosomal [36.681025 S187 S212;S360;5S376;S381;T581;S647;S [23301498;40914422;29351928 MEEEGGSSGGAAGTSADGGDGGEQ [True False 3.72 5.0 1.748 1.549 0.888 1.8€
sapiens [protein 657;S691;S695;T700;S750;S752;S7 LLTVKHELRTANLTGHAEKVGIENF
S6 kinase 58;5798 ELLKVLGTGAYGKVFLVRKISGHDTG
alpha-5 KLYAMKVLKKATIVQKAKTTEHTRTE

RQVLEHIRQSPFLVTLHYAFQTETKL
HLILDYINGGELFTHLSQRERFTEHE
IVQIYVGEIVLALEHLHKLGIIYRDIKL
ENILLDSNGHVVLTDFGLSKEFVAD
ETERAYSFCGTIEYMAPDIVRGGDSG
HDKAVDWWSLGVLMYELLTGASPF
TVDGEKNSQAEISRRILKSEPPYPQE
MSALAKDLIQRLLMKDPKKRLGCGP
RDADEIKEHLFFQKINWDDLAAKKV
PAPFKPVIRDELDVSNFAEEFTEMD
PTYSPAALPQSSEKLFQGYSFVAPSIL
FKRNAAVIDPLQFHMGVERPGVTNV
IARSAMMKDSPFYQHYDLDLKDKPL
GEGSFSICRKCVHKKSNQAFAVKIIS
KRMEANTQKEITALKLCEGHPNIVK
LHEVFHDQLHTFLVMELLNGGELF
ERIKKKKHFSETEASYIMRKLVSAVS
HMHDVGVVHRDLKPENLLFTDEND
NLEIKIIDFGFARLKPPDNQPLKTPC
FTLHYAAPELLNQNGYDESCDLWSL
GVILYTMLSGQVPFQSHDRSLTCTS
IAVEIMKKIKKGDFSFEGEAWKNVSQ
EAKDLIQGLLTVDPNKRLKMSGLRY
NEWLQDGSQLSSNPLMTPDILGSSG
IAAVHTCVKATFHAFNKYKREGFCLQ
NVDKAPLAKRRKMKKTSTSTETRSS
SSESSHSSSSHSHGKTTPTKTLQPS
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