Clinical genetics resources at NCBI: ClinVar and ISCA support
evidence-based interpretation of human variation
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ClinVar is in the final stages of being made completely public. Data managed in ClinVar are
provided now via the Variation Reporter (www.ncbi.nlm.nih.gov/variation/tools/reporter) and Web API Bulk Genome Variation Reporter
Variation Viewer (http://www.ncbi.nlm.nih.gov/sites/varvu). Reports for ftp, an interactive web Interface Download Browser Batch Query
interface, and an api via e-utilities will be available early in 2012. and search Annotation

How do | learn more?
Detailed documentation including the data model, submission templates, and

community discussion is available at: http://www.ncbi.nIlm.nih.gov/clinvar/ See Also:
Poster number: 1060T presenting a community view regarding the motivation and utility of this broad

based community effort to integrate, curate, validate, and present a shared database of clinical variant data.

How do | join this effort?

We are currently working with academic and commercial clinical labs, curation groups, LSDBs, and other clinical variant databases.
Please contact the ClinVar team at the email address below.

Contact us: clinvar@ncbi.nlm.nih.gov NCBI Booth 217 Ny, =
s / é’&é />’é ZZUNS
Home Page: http://www.ncbi.nlm.nih.gov/clinvar/ é S A [ O
%h "‘HEA\@ MEDICINE


http://www.ncbi.nlm.nih.gov/variation/tools/reporter
http://www.ncbi.nlm.nih.gov/sites/varvu
http://www.ncbi.nlm.nih.gov/sites/varvu
http://www.ncbi.nlm.nih.gov/clinvar/
http://www.ncbi.nlm.nih.gov/clinvar/
http://www.ncbi.nlm.nih.gov/clinvar/
https://www.iscaconsortium.org/
https://www.iscaconsortium.org/
http://www.ncbi.nlm.nih.gov/dbvar/studies/nstd37/
http://www.ncbi.nlm.nih.gov/dbvar/studies/nstd37/
http://www.ncbi.nlm.nih.gov/gap
http://www.ncbi.nlm.nih.gov/gap

