}Jl;l iprotKB Entry name |organism full name oglcnacscore |oglcnac sites p.h osphorylation PMIDS sequence intracellular [extracellular cytosol [nucleus mitochndrion | .. ic|golgi plasma eth:ac
sites reticulum |apparatus membrane regior
Q8R3Q2 PP6R2_MOUSE |Mus Serine/threonine-|36.716082 S$849;T852;T859(5289;S746;S796 [40885482;40021952 MFWKFDLNTTSHVDKLLDKEHVTL |False False 2.119 [2.609 |False False False 0.562 False
musculus [protein QELMDEDDILQECKAQNQKLLDFLC
phosphatase 6 RQQCMEELVNLITQDPPQDMEEKV
regulatory RFKYPNTACELLTCDVPQISDRLGED
subunit 2 ESLLNLLYDFLDQEPPLNPLLASFFS

KTIGNLIARKTEQVIMFLKKKEKFIS
QLLKHIGTSALMDLLLRLVSCVEPVG
LRQEVLHWLNEEKIIQRLVALIHPH
QDEDRQSNASQALCDIIRLGRDQGS
QLQETVEPDPLLITLESQDCVEQLLK
NMFDGDQTESCLVSGMQVLLALLE
PRRVGTEGLVDSFSQGLERSHSVSS
SILRGIEPWLKNFHQLLLNPPKKKAI
LTTIGVLEEPLGNARLHGARLMAAL
LHTNTPGINQELCRLNTMDLLLDLF
FKYTWNNFLHLQVELCIAAILSHAA
REEQAEASGSDGKVEPLQGSGDGN
GKLETTPSITSPPENTMVTHLFQKCC
LVQRILEAWEANDHTQAAGGMRRG
NMGHLTRIANAVVQNLEQGPVQAHI
SEVIRGLPADCRGRWESFVEETLME
TNRRNTVDLAFSEYQIQQMTANFVD
QFGFNDEEFADQDDNINAPFDRIAE
INFNIEADEDSPSAALFEACCSDRIQ
PFDDDEEEDIWEDDETRCAARVMA
RARFGAPHVSDNYSKNALEHGGQD
RKTGSAVARNVPGLAAPSSPTQKEG
PRSESDSAGTTWTAVFDEPVNPLSA
TPGAARDVGSSAWAAGPSVVEEKG
WAKFTDFQPFCCSETGPRCSSPVDM
DHSNAEGGQSPGPEKTFGPTSPCA
WNVCVTRKAPLVASDSSSSGGSDSE
DDEKAAGAVEAVCTGHTGKVSPPPR
TAEAAVGRAECPDSTVLAPACPAPSE
VTISPAVATIAPSKAGSPTATIVVSSSV
AAAVPPGPIVAVTTAAPAIVATLGTM

TKDRKADALPEGAALNGPV




