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Examples of Use

1. Via a Collection, BioSharing helps to identify, select and track content standards that have been
reviewed and used for the creation of the Metadata Model underpinning the BD2K Data Discovery

NIH Big Data t Index.
wasome — NIOCADDIE

2. As the Index harvests dataset descriptors from different databases, the Collection will be
extended to list these databases, linked to the metadata standards implemented. This is key to sup-
port one type of use case: “search only those datasets compliant to a given metadata standard”.
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General Information General Information
The collection of terminology artifacts and models being considered for the bioCADDIE Metadata Working Group. MINIML (MIAME Notation in Markup Language, pronounced 'minimal’) is a data exchange format optimized for microarray gene expression data, as :ighgs:i;wi%&?zaéodsgac;zt(:\et:;]u:ef:ggj?22{@(;;55;%2;??hf;rpol?ﬁ:;l;lmterpretatwon of a microarray experiment, and potentially to : The Gene Expression Omnibus (GEO) is a gene expression repository providing a curated, online resource for gene expression data browsing, query

well as many other types of high-throughput molecular abundance data. MINiML assumes only very basic relations between objects: Platform (e.g., and retrieval.

This Collection is maintained by: agbeltran A . ) ) . N
array), Sample (e.g., hybridization), and Series (experiment). MINIML captures all components of the MIAME checklist, as well as any additional Last updated: Oct. 23, 2015, 9:24 p.m

information that the submitter wants to provide. MINIML uses XML Schema as syntax. This record replaces or incorporates the following deprecated resources:
: caArray

Last updated: May 5, 2015, 12:12 p.m.

Homepage http://www.fged.org/projects/miame/ Last updated: Oct. 18, 2015, 312 pm.

Homepage http://mwww.ncbi.nlm.nih.gov/geo/info/MINIML.html
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bﬁCADDE Project: Data Citation Implementation O

The Data Citation Implementation Project, a pilot of the NIH BD2K bicCADDIE, provides authoritative guidance and support on all aspects of data citation. Among other goals, it is set to create a
joint publisher-curated list of appropriate data deposition repositories in the life sciences, developed in collaboration with Biosharing.

This Callection is maintained by: BioSharingTeam

3. The bioCADDIE Data Citation Implementation Project (DCIP) pilot provides authoritative
© ® © © guidance and support on all aspects of data citation. Among other goals, the DCIP works with
andaras of Reporting Guidennes e foumal pLos ReCommended Repositories BioSharing to create a joint publisher-curated list of appropriate data repositories.
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where various components are encapsulated, such as the encoded spectral and chromatographic data, and associated information about the

M etabOLig hts: Qu i 0k chemical structure, as well as metadata describing assays and the study as a whole. We are dedicated to collaborate closely with major parties in

® ACt|V|ty Iog world-wide metabolomics communities, such as the Metabolomics Society and the associated Metabolomics Standards Initiative (MSI).
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E l l E CE E a E A / Content providers / European Bioinformatics ... / MetaboLights: Quick tour
Metabolights is a database for Metabolomics experiments and derived information. The database is cross-species, cross-technique and covers
metabolite structures and their reference spectra as well as their biological roles, locations and concentrations, and experimental data from metabolic
experiments. We offer user-submissian tools and have strong reporting capabilities. We will utilise and further develop de-facto standard formats
UNITED

& Material & Packages

tour Last updated: Oct. 20, 2015, 3:57 pm.
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Content Provider Metabo Lights: QUiCk tour Homepage http://www.ebi.ac.uk/metabolights/

Developed in
Created in 2012

This quick tour provides a brief introduction to the EBI's metabolomics resource: MetaboLights.
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training material on standards and databases. Related events
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Additional resources

MetabolLights record on Biosharing.org : : In Collections
. ELIXIR NOde m ﬁ open Journal: Scientific Data Recommended Repositaries

This record summarises the details of the MetaboLights database, including...
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Scientific Data's Recommended Data Repositories

High level representation < RDF representations Template elements for use by CEDAR
of the standards elements and other metadata registries
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