%, Variant Analysis’

Identify causal variants from human resequencing data in just minutes.

Ingenuity® Variant Analysis™ combines analytical tools and integrated content to help you
rapidly identify a short list of compelling variants using selection criteria based both upon
published biological evidence and your own knowledge of disease biology.

FOR: Researchers who need to
identify causal variants from
human resequencing data.
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Learn more in the Products section of www.ingenuity.com
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