AVENIO Tumor Tissue CGP Automated Assay: End-to-End Solution With
High Performance on NextSeq 500/550
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®2) Summary

The AVENIO Tumor Tissue CGP Automated Assay (For Research Use Only. Not for use in diagnostic procedures.) demonstrates high performance with sequencing outputs from NextSeq 500/550 systems. The assay has a 99.3% total sample pass rate, is
guardbanded to a wide range of DNA inputs from 40 ng to 300 ng, shows high reproducibility and precision on FFPE tumor tissue specimens and reference DNA materials, and achieved > 98% PPA with the FoundationOne®CDx test for short variants detection.
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Discovery, and 3) Positive Percent Agreement for variants with known the recommended range (40 ng to 300 ng).

pathogenic status from 859 FFPE tumor tissue specimens compared to the
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