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Innovative databases and query systems in the study of genetic disease

Overview
ﬂ Our challenge is to provide ready access to and improved search capabilities for information on
b rare diseases. We are targeting both medical and scientific audiences. We have developed key
components of IMAGINE’s research effort by collating all the known inherited diseases, their
endophenotypes, protein-coding genes and non-coding ones, medical images, animal models
and therapeutic solutions. Our development should help (i) increasing the probability of a
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and their associated phenotypes give to GENATLAS its specificity and make it a genuine
compilation of genetic diseases. GENATLAS also develops tools to take new concepts into account: searches for candidate genes
in a given interval, the prediction of messenger RNA, the development of a thesaurus for joint use by several databases
(ORPHANET, CEMARA and GENATLAS). The establishment of reciprocal links with databases such as Swissprot, HGMD, IGMT,
Genew, GeneCards and Orphanet has confirmed GENATLAS's international reputation. The web-enabled database receives over
250,000 visits per year.

MIRIFIX™ was developed with the general aim of providing a clinical and research portal to promote the discovery non-coding
RNAs (ncRNAs) in general with a special focus on the class of microRNA genes that are potentially responsible for inherited
diseases. MIRIFIX™ is unique, as it is both an integrated database with its own developments and a dynamic portal to the most
up-to-date and relevant web-based tools in the field. The patented MIRIFIX™ software enables the user to query microRNAs at
each level of action (as either a candidate or a modifier) through a single interface. It allows the user to explore (i) the location of
ncRNAs with respect to annotation of diseases and sets of protein-coding genes, and (i) the predicted targeting of the gene of
interest by microRNAs (SNPs, 3'UTR and/or exons). It also provides the adequate tools for assessing a given sequence as a
target for microRNA.

Major projects
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