UniprotkB Entry name |organism full name oglcnacscore o.glcnac e ylation PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion en(.ioplasmlc golgi plasma
ID sites sites reticulum apparatus  membran:
P06576 IATPB_HUMAN [Homo ATP synthase [18.68188 S327 T312;S415;S433;5S529(30397120;23271734;37217939;332 [MLGFVGRVAAAPASGALRRLTPSAS [True True 2.995 [4.439 |5.0 1.928 1.254 5.0

sapiens

F(1) complex
subunit beta,
mitochondrial

14551;40596516;38665916;263746

42;34725712;32119511;40914422;3
0444036;39302247;35083852;3401

9948;29351928

LPPAQLLLRAAPTAVHPVRDYAAQTS
PSPKAGAATGRIVAVIGAVVDVQFDE
GLPPILNALEVQGRETRLVLEVAQHL
GESTVRTIAMDGTEGLVRGQKVLDS
GAPIKIPVGPETLGRIMNVIGEPIDER
GPIKTKQFAPIHAEAPEFMEMSVEQ
EILVTGIKVVDLLAPYAKGGKIGLFGG
AGVGKTVLIMELINNVAKAHGGYSV
FAGVGERTREGNDLYHEMIESGVIN
LKDATSKVALVYGQMNEPPGARARV
ALTGLTVAEYFRDQEGQDVLLFIDNI
FRFTQAGSEVSALLGRIPSAVGYQPT
LATDMGTMQERITTTKKGSITSVQAIL
YVPADDLTDPAPATTFAHLDATTVLS
RAIAELGIYPAVDPLDSTSRIMDPNIV
GSEHYDVARGVQKILQDYKSLQDIIA
ILGMDELSEEDKLTVSRARKIQRFLS
QPFQVAEVFTGHMGKLVPLKETIKG
FQQILAGEYDHLPEQAFYMVGPIEEA

VAKADKLAEEHSS




