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Proper Citation

mzML (RRID:SCR_003763)

Resource Information

URL: http://www.psidev.info/index.php?g=node/257

Proper Citation: mzML (RRID:SCR_003763)

Description: Markup language for encoding raw spectrometer output. From 2005-2008
there has existed two separate XML formats for encoding raw spectrometer output:
mzData developed by the PSI and mzXML developed at the Seattle Proteome Center at
the Institute for Systems Biology. It was recognized that the existence of two separate
formats for essentially the same thing generated confusion and required extra
programming effort. Therefore the PSI, with full participation by ISB, has developed a new
format by taking the best aspects of each of the precursor formats to form a single one. It
is intended to replace the previous two formats. This new format was originally given a
working name of dataXML. The final name is mzML.

Abbreviations: mzML
Synonyms: mzML Specification

Resource Type: interchange format, standard specification, markup language, narrative
resource, data or information resource

Keywords: mass spectrometry, specification
Resource Name: mzML

Resource ID: SCR_003763

Alternate IDs: nlx_158004

Record Creation Time: 20220129T080220+0000

Record Last Update: 20260728T043151+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_003763/resolver
http://www.psidev.info/index.php?q=node/257

No rating or validation information has been found for mzML.

No alerts have been found for mzML.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 22 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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