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OpenMS
RRID:SCR_012042
Type: Tool

Proper Citation

OpenMS (RRID:SCR_012042)

Resource Information

URL: http://sourceforge.net/projects/open-ms/

Proper Citation: OpenMS (RRID:SCR_012042)

Description: An algorithm to align LC-MS samples and to match corresponding ion
species across samples.

Resource Type: software resource

Defining Citation: PMID:17646306, DOI:10.1186/1471-2105-9-163

Keywords: standalone software, mac os x, unix/linux, windows, c++, python, bio.tools

Availability: GNU Lesser General Public License

Resource Name: OpenMS

Resource ID: SCR_012042

Alternate IDs: biotools:openms

Alternate URLs: https://bio.tools/openms, https://sources.debian.org/src/openms/

Record Creation Time: 20220129T080308+0000

Record Last Update: 20260725T190725+0000

Ratings and Alerts

No rating or validation information has been found for OpenMS.

No alerts have been found for OpenMS.

Data and Source Information

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_012042/resolver
http://sourceforge.net/projects/open-ms/
https://pubmed.ncbi.nlm.nih.gov/17646306
https://dx.doi.org/10.1186/1471-2105-9-163


Source: SciCrunch Registry

Usage and Citation Metrics

We found 174 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Canal-Garcia A, et al. (2025) Proteomic signatures of Alzheimer's disease and Lewy body
dementias: A comparative analysis. Alzheimer's & dementia : the journal of the
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Fendler NL, et al. (2025) Identification and characterization of a human MORC2 DNA
binding region that is required for gene silencing. Nucleic acids research, 53(4).

Roulstone V, et al. (2025) Palbociclib and dsRNA sensor co-operate to enhance anti-
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communications, 16(1), 4855.
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Proteomes, 13(4).
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detection algorithms for non-target screening in mass spectrometry. Analytical and
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Sajic T, et al. (2025) Depletion-dependent activity-based protein profiling using
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progression. Nature communications, 16(1), 4889.


