UniprotKB Entry name |organism |full name |oglcnacscore oglcnac phosphorylation |,y g sequence intracellular |extracellular [cytosol [nucleus [mitochndrion endoplasmic golgi ! ext

D sites  [sites reticulum  |apparatus membrane [rec

P56480 IATPB_MOUSE |Mus ATP synthase [40.322473 NaN T312;S433;S529 (34260942;37507081;40684658;374 [MLSLVGRVASASASGALRGLSPSAA |True False 1.547 |False 5.0 False False 2.0 Fal
musculus |F(1) complex 53647;36064721;33300544;362883 |[LPQAQLLLRAAPAGVHPARDYAAQA

catalytic
subunit beta,
mitochondrial

43;39627609;39927985;22645316

SAAPKAGTATGRIVAVIGAVVDVQFD
EGLPPILNALEVQGRDSRLVLEVAQ
HLGESTVRTIAMDGTEGLVRGQKVL
DSGAPIKIPVGPETLGRIMNVIGEPID
ERGPIKTKQFAPIHAEAPEFIEMSVE
QEILVTGIKVVDLLAPYAKGGKIGLFG
GAGVGKTVLIMELINNVAKAHGGYS
VFAGVGERTREGNDLYHEMIESGVI
NLKDATSKVALVYGQMNEPPGARAR
VALTGLTVAEYFRDQEGQDVLLFID
NIFRFTQAGSEVSALLGRIPSAVGYQ
PTLATDMGTMQERITTTKKGSITSVQ
AITYVPADDLTDPAPATTFAHLDATTV
LSRAIAELGIYPAVDPLDSTSRIMDP
NIVGNEHYDVARGVQKILQDYKSLQ
DITAILGMDELSEEDKLTVSRARKIQ
RFLSQPFQVAEVFTGHMGKLVPLKE
TIKGFQQILAGEYDHLPEQAFYMVG
PIEEAVAKADKLAEEHGS




