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ABSTRACT

SpecOMS is an Open Modification Search method published originally in David et al. 2017. SpecOMS compares experimental spectra generated by a
discovery proteomics experiment to a whole set of theoretical spectra deduced from a protein database in a few minutes on a standard workstation.

This allows the identification of unknown modifications on peptides and reduces the proportion of undecided peptide spectrum matches compared to
classical identification engines. We present here an evaluation of the SpecOMS accuracy to identify modified peptides and a dedicated graphical user

interface that helps to browse and visualize peptides identified with this method.
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SpecOMS identification engine exports results in the standard i2MassChroQ provides a list of the amino acid modifications matching PSM
mzldentML file format. The graphical interface of i2ZMassChroQ mass delta. Each modification can be placed on the PSM and the user can
reads the SpecOMS file and provide an interactive mass delta visualize the fit on the annotated mass spectrum.
browser dedicated to Open Modification Search engines. SpecOMS can use directly mzML, mzXML, MGF or TimsTOF raw data files.

Each blue dot represents a PSM, sorted by his mass delta (mass
difference between the database hit and the precursor mass).

AVAILABILITY

SpecOMS C++ identification engine source code or binary packages for Windows and Linux are available on demand to the PAPPSO facility or on the
ForgeMIA project (https://forgemia.inra.fr/pappso/specoms).

The source code is licensed under the GNU General Public Licence v3+.

Binary packages are built for GNU/Linux and MS Windows.
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