UniprotKB Entry name |organism full name loglcnacscore oglcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion em!oplasmlc golgi

ID sites reticulum |apparatus

P11217 PYGM_HUMAN [Homo Glycogen 31.997238 NaN S15;T204;T227;5430;T473;S514;S7 |30397120;37217939;18984734  MSRPLSDQEKRKQISVRGLAGVENYV (True True 4.658 [2.448 |3.098 2.23 1.405
sapiens |phosphorylase, 47;S748 TELKKNFNRHLHFTLVKDRNVATPR

muscle form

DYYFALAHTVRDHLVGRWIRTQQHY
YEKDPKRIYYLSLEFYMGRTLQNTM
VNLALENACDEATYQLGLDMEELEE
IEEDAGLGNGGLGRLAACFLDSMAT
LGLAAYGYGIRYEFGIFNQKISGGWQ
MEEADDWLRYGNPWEKARPEFTLP
'VHFYGHVEHTSQGAKWVDTQVVLA
MPYDTPVPGYRNNVVNTMRLWSAK
APNDFNLKDFNVGGYIQAVLDRNLA
ENISRVLYPNDNFFEGKELRLKQEY
FVVAATLQDIIRRFKSSKFGCRDPVR
' TNFDAFPDKVAIQLNDTHPSLAIPEL
MRILVDLERMDWDKAWDVTVRTCA
YITNHTVLPEALERWPVHLLETLLPR
HLQIIYEINQRFLNRVAAAFPGDVDR
LRRMSLVEEGAVKRINMAHLCIAGS
HAVNGVARIHSEILKKTIFKDFYELE
PHKFQNKTNGITPRRWLVLCNPGLA
EVIAERIGEDFISDLDQLRKLLSFVD
DEAFIRDVAKVKQENKLKFAAYLER
EYKVHINPNSLFDIQVKRIHEYKRQL
LNCLHVITLYNRIKREPNKFFVPRTV
MIGGKAAPGYHMAKMIIRLVTAIGD
VVNHDPAVGDRLRVIFLENYRVSLA
EKVIPAADLSEQISTAGTEASGTGNM
KFMLNGALTIGTMDGANVEMAEEA
GEENFFIFGMRVEDVDKLDQRGYN
AQEYYDRIPELRQVIEQLSSGFFSPK
QPDLFKDIVNMLMHHDRFKVFADY
EDYIKCQEKVSALYKNPREWTRMVI
RNIATSGKFSSDRTIAQYAREIWGVE
PSRQRLPAPDEAI




