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Figure S3. The plot of AACT/SILAC ratio distribution of identified peptides/proteins and

the ratio variability of all quantifiable proteins. All the raw data generated by LTQ-Orbitrap
(Thermo Scientific) was re-processed on Proteome Discoverer platform (v1.3, Thermo Scientific)
and searched against the UniProt protein database (Released in 2010 9, 20286 human

sequences). The top 32 most abundant proteins (PSM>100 and unique peptide>2) were
highlighted by red diamonds. Those proteins with significant changes identified by both

platforms (Bioworks v3.3.1SP1 and Proteome Discoverer v1.3) were indicated. As a result, over
94% of overall quantifiable proteins are showing less that 40% ratio variability, and more than 70%
have variabilities less than 20%. Also the most abundant proteins in the complex have ratio
varabilities varying from 3.2% to 21.9%. The average is at 13.39 (24.88 SD). This variation is
consistent with the Bioworks result and our manual inspection. Therefore, we chose the cutoff
value at three times of the variability or 1.4.



