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• The study cohort consists of 46 FFPE cancer specimens (9
decalcified bone, 37 FNA) previously evaluated and assessed by
pathologist as QNS for conventional NGS or Sanger testing.

• Of the bone specimens, 8 had previous NGS results with the
remaining case having unsuccessful library preparation.

• Of the QNS specimens, none were previously analyzed due to either
paucicellularity or malignant cells representing <5% of the total
cellularity.

• We utilized the Idylla™ (Biocartis) System to test these specimens.
FFPE tissue sections were directly loaded onto Idylla™ cartridges
(KRAS, BRAF or EGFR assay). DNA was isolated and fluorescence-
based real-time PCR was performed. Results were evaluated with
the Idylla Explore Software.

• Optimal care of cancer patients often requires precise pairing of
chemotherapeutics with the specific underlying genetic variants
present in their tumors.

• To achieve this, DNA is isolated from tumor cells and molecular
analysis is used to identify clinically actionable genetic
variants. Next generation sequencing (NGS), and to a lesser
extent, Sanger sequencing are broadly used for this analysis.

• Often, FFPE specimens submitted for testing are suboptimal and
rejected due to insufficient quantity (QNS). Examples include
small biopsies with scanty tissue, decalcified bone specimens, and
samples with a low percent of tumor.

• To address this common problem, we evaluated the Idylla
Molecular Testing System on 46 patient FFPE samples that were
suboptimal for clinical NGS or Sanger testing

• .

Conclusions

• The Idylla Molecular Testing System is an accessible, rapid, and
effective testing option for challenging FFPE specimens that are
suboptimal for NGS or other conventional methods.

• A limitation of this system is the inability to discern true
negative results from false negative results.

• In addition, true positive results are difficult to confirm by
alternative methods or by repeat testing due to lack of
sensitivity and the potential lack of residual tissue, respectively.

• The indication for testing was BRAF (4 cases) and EGFR (42

cases). Amplification was observed in all cases. The three bone

cases with previously known KRAS mutations were also identified

with the Idylla assay.

• The previously untested bone case demonstrated amplification

with Idylla, and an actionable variant was not identified. Of the

QNS samples that were previously rejected for NGS testing,

clinically actionable variants were identified in 12% of these cases
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• Figure 1. EGFR, KRAS, NRAS and BRAF
mutation tests on QNS specimens.
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