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Many researchers and doctors have a
plethora of data generated daily that has
the capacity to be stored and analyzed
using graph technology. FedCentric can
team with clinicians and experimentalists
to study the applicability of graph
technology 1n a variety of medical
problems to find scientifically accurate
relationships and connections deemed
BRCA_cg08993267: Methylation vs. Gene Expression most useful in real-time.
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