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Spectral Data Quality in Mass Spectrometry-Based Proteomics

When the Molecules Assistant Editors invited me as a Guest Editor for the Special
Issue “Protein Analysis by Mass Spectrometry”, I hesitated for several months, not only
because of a busy schedule, but also because of the abundance of the literature on the
topic. In each year, 2021 and 2022, SciFinder (a literature search software) contained
~56.000 papers on this topic in the English language alone; in 2022, it was ~10.000 articles
for the search term “proteomics”. Not only the number of individual contributions in this
area, but also the number of Special Issues with the same or similar topics are on the rise.
In such a situation, the attempt to assemble a “special” collection of papers appears to be
futile. I eventually accepted the challenge, because I figured that I could use the oppor-
tunity and spread the concerns about data quality in proteomics. As several authors in-
cluding myself have discussed in the past [1-3], mass spectrometry has gained an im-
portant role not only in life science research, but also as evidence-generating analytical
method in areas such as sports or forensic medicine. Improperly validated results, for in-
stance, in tox-screens, can have serious consequences in courts of law [1]. In proteomics,
as discussed by Coorssen and Yergey [2], the automation of both measurement and data
analysis procedures, while being a great step forward in technology development, has led
to an undue faith in software output followed by over-interpretation of results. The prin-
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