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A list of Supplemental Tables in Excel format:

Table S1: Quantification of the dynamics of proteins and their half-lives in untreated, btz-

treated and 3-MA-treated MCF-7 cells
Table S2: Protein half-lives in different cellular compartments
Table S3: Protein half-lives in the proteasome and ribosome complexes
Table S4: Comparison of the half-lives of 4042 quantified proteins in three experiments

Table S5: Degradation pathways of proteins in the proteasome and ribosome complexes
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Median half-life: 9.8 h
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Figure S1. The distribution of the half-lives of newly synthesized proteins in MCF-7
cells.
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Figure S2. Clustering of proteins with short half-lives (a) and with long half-lives (b) in

MCF-7 cells.
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Figure S3. Comparison of protein half-lives quantified in normal and 3-MA-treated MCF-
7 cells.
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Figure S4. Percentage of amino acids in the proteins degraded through either the ubiquitin-
proteasome pathway (P) or the autophagy-lysosome pathway (L) were assessed by the
independent T-test (significance levels are marked as *** (P<0.001), **(P <0.01) and

*(P <0.05)).
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Figure S5. Degradation of proteins from the cytosolic ribosome and mitochondrial
ribosome complexes. The degradation pathway of each protein is shown in the structure of
the (a) cytosolic and (b) mitochondrial ribosomes. Each protein is colored based on its
degradation pathway. Proteins degraded through the ubiquitin-proteasome pathway are in
blue, those through the autophagy-lysosome pathway are in orange, those through both
pathways are in green, proteins with an uncertain degradation pathway are in yellow, and

unquantified proteins are in white.
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