UniprotKB Entry name |organism [full name oglcnacscore o-glcnac phosphorylation sites PMIDS |[sequence intracellular extracellular|cytosol nucleus mitochndrion enc:!oplasmlc golgi plasma extx:acelh
ID sites reticulum |apparatus membrane region
P46019 KPB2_HUMAN [Homo Phosphorylase|18.379595 NaN S695;5729;5735;5983;51015;5S1044 30379171 MRSRSNSGVRLDGYARLVQQTILCY |True False 4.496 [3.185 [2.567 1.447 1.076 4.103 1.712

sapiens

b kinase
regulatory
subunit alpha,
liver isoform

QNPVTGLLSASHEQKDAWVRDNIYS
ILAVWGLGMAYRKNADRDEDKAKA
YELEQNVVKLMRGLLQCMMRQVAK
VEKFKHTQSTKDSLHAKYNTATCGT
VVGDDQWGHLQVDATSLFLLFLAQ
MTASGLRIIFTLDEVAFIQNLVFYIEA
AYKVADYGMWERGDKTNQGIPELN
ASSVGMAKAALEAIDELDLFGAHGG
RKSVIHVLPDEVEHCQSILFSMLPRA
STSKEIDAGLLSIISFPAFAVEDVNLV
NVTKNEIISKLQGRYGCCRFLRDGYK
TPREDPNRLHYDPAELKLFENIECE
WPVFWTYFIIDGVFSGDAVQVQEYR
EALEGILIRGKNGIRLVPELYAVPPNK
VDEEYKNPHTVDRVPMGKVPHLWG
QSLYILSSLLAEGFLAAGEIDPLNRR
FSTSVKPDVVVQVTVLAENNHIKDL
LRKHGVNVQSIADIHPIQVQPGRILS
HIYAKLGRNKNMNLSGRPYRHIGVL
GTSKLYVIRNQIFTFTPQFTDQHHFY
LALDNEMIVEMLRIELAYLCTCWRM
TGRPTLTFPISRTMLTNDGSDIHSAV
LSTIRKLEDGYFGGARVKLGNLSEFL
TTSFYTYLTFLDPDCDEKLFDNASEG
TFSPDSDSDLVGYLEDTCNQESQDE
LDHYINHLLQSTSLRSYLPPLCKNTE
DRHVFSATHSTRDILSVMAKAKGLE
VPFVPMTLPTKVLSAHRKSLNLVDS
PQPLLEKVPESDFQWPRDDHGDVD
CEKLVEQLKDCSNLQDQADILYILYV
IKGPSWDTNLSGQHGVTVQNLLGEL
YGKAGLNQEWGLIRYISGLLRKKVEV
LAEACTDLLSHQKQLTVGLPPEPRE
KIISAPLPPEELTKLIYEASGQDISIAV
LTQEIVVYLAMYVRAQPSLFVEMLRL
RIGLIIQVMATELARSLNCSGEEASE
SLMNLSPFDMKNLLHHILSGKEFGV
ERSVRPIHSSTSSPTISIHEVGHTGVT
KTERSGINRLRSEMKQMTRRFSADE
QFFSVGQAASSSAHSSKSARSSTPSS
PTGTSSSDSGGHHIGWGERQGQWL
RRRRLDGAINRVPVGFYQRVWKILQ
KCHGLSIDGYVLPSSTTREMTPHEIK
FAVHVESVLNRVPQPEYRQLLVEAI
MVLTLLSDTEMTSIGGITHVDQIVQM
ASQLFLQDQVSIGAMDTLEKDQATG
ICHFFYDSAPSGAYGTMTYLTRAVAS
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