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Resource Information
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Proper Citation: HUPO Proteomics Standards Initiative (RRID:SCR_003158)

Description: Initiative to define community standards for data representation in
proteomics to facilitate data comparison, exchange and verification. The main
organizational unit is the work group, with a Gel Electrophoresis (GEL) work group, a
Mass Spectrometry (MS) work group, a Molecular Interactions (MI) work group, a Protein
Modifications (MOD) work group, a Proteomics Informatics (PI) work group, and a Sample
Processing (SP) work group. The Gel Electrophoresis (GEL) work group aims to develop
reporting requirements that supplement the Minimum Information About a Proteomics
Experiment (MIAPE) parent document, describing the minimum information that should be
reported about gel-based experimental techniques used in proteomics. The group will also
develop data formats for capturing MIAPE-compliant data about gel electrophoresis and
informatics performed on gel images. The Mass Spectrometry Standards Working Group
defines community data formats and controlled vocabulary terms facilitating data
exchange and archiving in the field of proteomics mass spectrometry. A past achievement
is the mzData standard, which captures mass spectrometry output data. mzData's aim is
to unite the large number of current formats (pkl's, dta's, mgf's, .....) into a single format.
mzData has been released but is now deprecated in favor of mzML. The Molecular
Interactions workgroup is concentrating on improving the annotation and representation of
molecular interaction data wherever it is published, be this in journal articles, authors web-
sites or public domain databases; and improving the accessibility of molecular interaction
data to the user community. By using a common standard data can be downloaded from
multiple sources and easily combined using a single parser. The protein modification
workgroup focuses on developing a consensus nomenclature and provide an ontology
reconciling in a hierarchical representation the complementary descriptions of residue
modifications. The protein modification ontology (PSI-MOD) is available in OBO format or
in OBO.xml. A spreadsheet containing the mapping of the descriptive labels used in
various databases and search engines, the consensus list of proposed short name for
protein modifications established by collaborative effort of mass spectrometry community,
and the proposed rules and recommendations for this nomenclature are available. These
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short names are included in the ontology as synonyms of the corresponding terms. The
Proteomics Informatics Standards Group (PSI-PI) goals are to provide a set of minimal
reporting requirements which augment the MIAPE reporting guidelines with respect to
analysis of data derived from proteomics experiments; to provide vendor-neutral and
standard formats for representing results of analyzing and processing experimental data;
to foster adoption of the format by highlighting efforts made by vendors and individuals
that utilize the format in their products. The remit of the Sample Processing Working
Group is to produce reporting guidelines, data exchange formats and controlled
vocabulary covering all separation techniques not considered to be "classical" one- or two-
dimensional gel electrophoresis (cf. the Gel WG home page), along with other kinds of
sample handling and processing (for example, "tagging" proteins or peptides, splitting,
combining and storing samples). Where possible we seek to develop our products in
collaboration with all proteomics stakeholders and, where relevant, developers from other
standards communities, most notably metabolomics. * Minimum reporting requirements:
The evolving Minimum Information About a Proteomics Experiment (MIAPE) documents
offer guidelines on how to adequately report a proteomics experiment. It is expected that
these documents will be published, and that the requirements within will be enforced by
journals, compliant repositories and funders (cf. MIAME). * XML formats for data
exchange: Derived from the FUGE general object model, the formats developed by this
workgroup are designed to function both as standalone files and as part of a "parent”
FuGE-ML document. These formats will facilitate data exchange between researchers,
and submission to repositories or journals. * Controlled vocabularies (CVs) and ontology:
Lists of clearly defined terms are crucial for the construction of unambiguously worded
data files. In addition to providing supporting CVs for the individual data capture formats
as part of the integrated PSI CV, the Sample Processing WG will contribute terms to the
Functional Genomics Ontology (FuGO).

Abbreviations: HUPO PSI
Synonyms: The HUPO Proteomics Standards Initiative

Resource Type: narrative resource, ontology, training resource, standard specification,
controlled vocabulary, meeting resource, data or information resource, knowledge
environment

Keywords: proteomics, work group, gel electrophoresis, mass spectrometry, molecular
interaction, protein modification, proteomics informatics, sample processing, controlled
vocabulary, miape, transcriptome, metabolome, proteome, metadata, mass spectrometry
informatics, community standards, annotation system, protein-protein interaction, protein,
data format, annotation, minimal reporting requirement, nomenclature, reporting guideline,
data exchange format, ontology development, rdf development, FASEB list

Availability: Free, Freely available

Resource Name: HUPO Proteomics Standards Initiative
Resource ID: SCR_003158

Alternate IDs: nif-0000-00568, OMICS 01781

Record Creation Time: 20220129T080217+0000




Record Last Update: 20260728T043141+0000

Ratings and Alerts

No rating or validation information has been found for HUPO Proteomics Standards
Initiative.

No alerts have been found for HUPO Proteomics Standards Initiative.
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