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A History of Innovation in Genetic Analysis
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understanding of molscular biology would not have baan possibie without
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GSA is the primary archive of genome sequencing data for
Chinese Academy of Sciences and is a core component of the
BIG Data Center (BIGD, http:/ibigd.big.ac.cn) hosted by Beijing [
Institute of Genomics.

© Cancer Genomics Conference Hong Kong in
January 2016,

© Conference on Computational and experimental
Big Data and Biotechnology in January 2016
is now available oniine.

Same as other international sequence archive database in the International Nucleotide Sequence Database
Collaboration (INSDC), GSA accepts the submissions from all over the world and provides permanent storage for
raw sequence data and the corresponding metadata. GSA provides aunique accession number for each data set,
which can be traced and used through the internet, and be referred to in publications.
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MOBCdb a comprehensive database integrating multi-omics data of breast cancer
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Multi-Omics Breast Cancer Database (MOBCdb), a

synthesis database that integrates the genomic, e y

transcriptomic, epigenomic, clinical and drug information I —“""' AT e 4 vl
of different types of breast cancer

MOBCdb allows users to retrieve SNV, gene expression,
microRNA expression and DNA methylation through
multiple searching patterns. MOBCdb also provide a
genome-wide browser that is able to visualizing multi-
omics data as well as multi-samples at the same time. In
addition, the survival analysis tools is provided

MOBCdb is focus on gathering multi-omics data of
breast cancer, enabling identification of potential
biomarker by integrating these omics data for precision
medicine

http://bigd.big.ac.cn/MOBCdb/
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