
Text S2: Description of the normalization method.

The normalization was done based on the assumption, that the sum of all intensities belonging to the
proteolytic process should stay constant. Based on this we fixed the total intensity to a value of N =
10.000 and distributed it over the different peaks based on their relative intensities.

I ′m (t) = N
Im (t)∑
j∈M Ij (t)

where I ′m (t) is the normalized intensity of mass m a time point t, Im (t) the observed intensity of
mass m at time point t, and M the set of all peptide masses belonging to the proteolytic process.


