· 63835_4.3.2.mp4
· 4.3.2 (Use the settings recommended for untargeted analysis by the mass spectrometry facility.) 01:00-08:00
· 63835_4.4.mp4 
· 4.4 (Load the samples onto an analytical column with a flow rate of 400 nanoliters per minute. Elute the peptides over a 90-minute linear gradient using a mixture of organic and inorganic solvents with the organic solvent ranging from 5 to 35%.) 00:50-14:00
· 63835_4.5.1.mp4 
· 4.5.1 (Acquire mass spectrometry data in the data-dependent mode with a continuous cycle of MS1 survey scans, followed by 20 data-dependent MS2 scans with HCD fragmentation) 00:50-10:00
· 63835_4.6.mp4 
· 4.6 (Quantify the peptide peak areas for heavy and light peptides in proteome quantitation software tool. Then, export the heavy and light peptide peak areas.) 00:00-27:00
· 63835_4.7.mp4 
· 4.7 (For the calculation of protein half-lives, open the SILAC Analysis Workbook to the first sheet named Raw Data and paste in the UniProt IDs, gene names, heavy and light peak areas into the indicated columns.) 00:00-12:00
· 63835_4.8.mp4 
· 4.8 (Then, open the fourth sheet named Analysis and remove the rows where columns G and H indicate that the sample is out of range and keep rows that read within the range.) 00:00-18:00

