UniprotKB Entry name |organism [full name loglcnacscore oglcnac p'h osphorylation PMIDS sequence intracellular extracellular cytosol nucleus jmitochndrion em!oplasmlc golgi - extl:acellular
ID sites sites reticulum apparatus membrane [region
Q7TSH2 KPBB_MOUSE Mus Phosphorylase |30.924281 NaN S10;S19;S693 39927985;33300544 MANSPDAAFSSPALLRSGSVYEPLK |False False 2.016 |1.219 |0.234 0.234 False 3.112 False

musculus

b kinase
regulatory
subunit beta

SINLPRPDNETLWDKLDHYYRIVKST
MLMYQSPTTGLFPTKTCGGEEKSKV
HESLYCAAGAWALALAYRRIDDDKG
RTHELEHSAIKCMRGILYCYMRQAD
KVQQFKQDPRPTTCLHSVFSVHTGD
ELLSYEEYGHLQINAVSLFLLYLVEM
ISSGLQIIYNTDEVSFIQNLVFCVERV
[YRVPDFGVWERGSKYNNGSTELHS
SSVGLAKAALEAINGFNLFGNQGCS
'WSVIFVDLDAHNRNRQTLCSLLPRE
SRSHNTDAALLPCISYPAFALDDEAL
FSQTLDKVIRKLKGKYGFKRFLRDGY
RTPLEDPNRRYYKPAEIKLFDGIECE
FPIFFLYMMIDGVFRGNLEQVKEYQ
DLLTPLLHQTTEGYPVVPKYYYVPAD
FVECEKRNPGSQKRFPSNCGRDGKL
FLWGQALYIIAKLLADELISPKDIDPV
QRFVPLQNQRNVSMRYSNQGPLEN
DLVVHVALVAESQRLQVFLNTYGIQ
TQTPQQVEPIQIWPQQELVKAYFHL
GINEKLGLSGRPDRPIGCLGTSKIYRI
LGKTVVCYPIIFDLSDFYMSQDVLLLI
DDIKNALQFIKQYWKMHGRPLFLVL
IREDNIRGSRFNPILDMLAAFKKGIIG
GVKVHVDRLQTLISGAVVEQLDFLRI
SDTEKLPEFKSFEELEFPKHSKVKR
QSSTADAPEAQHEPGITITEWKNKST
HEILQKLNDCGCLAGQTILLGILLKR
EGPNFITMEGTVSDHIERVYRRAGS
KKLWSVVRRAASLLNKVVDSLAPSIT
NVLVQGKQVTLGAFGHEEEVISNPL
SPRVIKNITYYKCNTHDEREAVIQQE
LVIHIGWIISNSPELFSGMLKIRIGWII
HAMEYELQVRGGDKPAVDLYQLSPS
EVKQLLLDILQPQQSGRCWLNRRQI
DGSLNRTPPEFYDRVWQILERTPNGI
VVAGKHLPQQPTLSDMTMYEMNFS
LLVEDMLGNIDQPKYRQIIVELLMVV
SIVLERNPELEFQDKVDLDRLVKEAF
HEFQKDESRLKEIEKQDDMTSFYNT
PPLGKRGTCSYLTKVVMNSLLEGEV
KPSNEDSCLVS




