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· 4.1: Open MaxQuant and select the appropriate RAW data files. Choose the correct settings for database searching, i.e. PTMs (GlyGly) and allow 3 missed cleavages. 00:00 – 00:55
· 4.2: Select the correct protein sequence database and leave other settings t default values. Perform database searching (press ‘Start’). 00:55 – 01:43
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· 4.3: For SILAC settings set multiplicity to 2 and select the heavy amino acid labels. 00:00 – 00:24
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· 4.4: When the search is finished import txt files into Perseus. 00:00 – 01:10
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