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Figure 11. High Sensitivity Calling of Expected Fusions at Low Input Masses Across Several Catalog Panels. In FFPE RNA Inputs (SeraCare), 112/128, 126/128,
128/128 expected fusions were detected in 5ng, 10ng, and 50ng replicates with the Lung v2 panel, respectively. 128/144, 141/144, and 144/144 expected fusions were
detected with the Pan Solid Tumor v2 panel for the same input and input masses, respectively. The FP Lung v2 panel contains 323 primers targeting 17 genes commonly
mutated in non-small cell lung cancer (NSCLC), and the FP Pan Solid Tumor v2 panel contains 1086 primers targeting 137 genes commonly mutated in solid tumors. In
myeloid positive RNA inputs, 96/96 and 96/96 expected fusions were detected in 5ng and 10ng replicates with the FP Myeloid panel, respectively. This panel contains 507
primers targeting 84 genes commonly mutated in myeloid malignancies. No unexpected fusions were detected in myeloid negative inputs (Universal Reference RNA).

Figure 8. High Sensitivity when Calling Solid Tumor Variants with a Large Catalog Panel in Moderately and Severely Compromised FFPE DNA Inputs.

In moderately compromised FFPE DNA inputs (SeraCare), 138/140, 140/140, and 56/56 expected variants were detected in 10ng, 50ng, and 200ng replicates, respectively.
In severely compromised FFPE DNA inputs (Horizon), 39/55, 53/55, and 22/22 expected variants were detected in 10ng, 50ng, and 200ng replicates, respectively. The
libraries generated had adequate coverage to detect VAF as low as 2.99% in the moderately compromised inputs, and 4.02% in the severely compromised inputs with 95%
confidence. The VP Pan Solid Tumor panel contains 9878 primers targeting 185 genes commonly mutated in solid tumors, as well as microsatellite instability (MSI) and
tumor mutational burden (TMB) status.
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Table 6. FUSIONPIex™-HT Myeloid, Universal Reference and Myeloid RNA: Inputs consisted of 50ng of Takara
Reference RNA for real-time gPCR which was loaded to the input plate with 10ng and 50ng of SeraCare Seraseq®
Myeloid Fusion RNA Mix distributed among the reference RNA to confirm no sample-to-sample contamination.
Libraries were prepped with the FUSIONP/ex™-HT Myeloid panel.
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