Creation of an open standard file format for the representation of MS data
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Overview
To address the difficulties presented by the introduction of a new mass spectrometer into a pre-existing data analysis framework, we developed an XML based common file format for MS data. The adoption of an open
standard will provide programmers with an easy way to access this kind of information, thus facilitating development and distribution of software in this field. Additionally, the use of an architecture and operating system
iIndependent representation will ease the exchange of datasets between collaborators and ultimately allow for the creation of public data repositories. Although this format was created to address our specific needs In
quantitative proteomics experiments, due to the expandable nature of XML, we believe that it will be easily amenable to other types of analysis.
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The XML schema for mzXML instance documents, as well as the sources for most of the programs presented on this poster can be obtained at: also being studied.
http://sashimi.sourceforge.net/




