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presence of contaminants. In this
experiment, proteins were heated to
50°C for 10 minutes.

were analyzed in high mass
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Background

Protein Crosslinking (Above): During MALDI-TOF MS analysis, aggregates will dissociate. As a result, it is necessary to
stabilize these complexes prior to ionization. The K-200 crosslinking reagent kit (CovalX, Zurich Switzerland) reacts with amine
groups to covalently bind proximal amino acids.

linear positive mode with 10
mg/ml sinapinic acid (Sigma,
Saint Louis, MO).
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