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The metadata  is associated with csv SILAC proteomics dataset described in filename;   McFarland et al SILAC raw data.csv
The data set defines the SILAC proteomics data associated with monitoring the Heavy:Light mass ratios of peptides in biologically independent triple replicates, samples A, B and C.

Methodology
Stable isotopic labelling of amino acids in cell culture (SILAC) was carried out as previously described (de Godoy et al, 2006, Gruhler & Kratchmarova, 2008). Yeast strains BY4742 and McFY2 were grown overnight in 5 ml SD media (in triplicate;  samples A, B and C), in the presence and absence of 1 µg/ml doxycycline to regulate the expression of GLN4 under the control of a doxycycline-regulated promoter in McFY2. Starter cultures of tet-off GLN4 lacking doxycycline supplementation were used to inoculate 50 ml of “light” SD medium containing 20 mg/l of the standard 12C isotopic forms of arginine and lysine , and strain tet-off GLN4  with 1 µg/ml doxycycline supplementation used to inoculate 50 ml “heavy” SD medium containing 20 mg/l L-arginine-13C-HCl (CLM-2265-H, Cambridge Isotope Labs) and 20 mg/l L-lysine-13C-HCl (CLM-2247-H, Cambridge Isotope Labs). 
 Cultures were grown for at least 8 doublings to ensure thorough 13C labelling of proteins, and harvested at approximately OD600 0.5-0.6. Cells were counted using a Neubauer counting chamber and equal numbers of cells from heavy and light cultures were mixed, harvested and resuspended in 600 µl lysis buffer [25 mM Tris-HCl (pH 7.2), 50 mM KCl, 5 mM 2-mercaptoethanol, 1 x cOmplete mini protease inhibitor tablet (Roche)]. Lysates were prepared by addition of 0.5 mm glass beads (Scientific Industries) and subjected to four 3 x 20s cycles in a FastPrep-24 (MP Biomedicals) cell disruptor, followed by lysate clarification with a 10 minute 15,600 x g centrifugation at 4°C. Supernatant was transferred to a clean tube, and protein concentration determined using a BioRad protein assay kit.

For each of the triplicate pairs of samples A, B and C,  25 µg of each of the mixture of 2 lysates (e.g. sample A ‘light’ and A ‘heavy’)  were mixed with SDS loading buffer [0.5 M Tris-HCl (pH 6.8), 10% (v/v) glycerol, 12% (w/v) SDS, 5% (v/v) β-mercaptoethanol, 0.05% (w/v) bromophenol blue] and run on a 12% SDS-polyacrylamide gel, followed by staining with Coomassie Blue as described above. Each lane was cut into 12 slices of equal size to size fractionate the population of proteins and mass spectrometry analysis carried out by in-gel tryptic digestion and LC-MS/MS  using a Q-Exactive Mass Spectrometer (Thermo-Fisher). Subsequent analysis of the mass spectra was carried out using MaxQuant software.
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