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Results — VARIANTPlex Concordance
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lllumina® data in terms of analytical performance and detection of
RNA fusions and DNA variants.
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Figure 3. Assessment of RNA fusion detection in FUSIONPIex panels. Fusion supporting read count correlations for Element, MGI, and PacBio sequencers
compared to lllumina® utilizing the panel FUSIONPIex Pan Solid Tumor panel v2 with A) 10ng, B) 50ng, and C) 200ng of SeraSeq® FFPE Tumor Fusion v4 input. D)
Fusion supporting read count correlations for Element, MGI, and PacBio sequencers compared to lllumina® utilizing the panel FUSIONPIlex Pan Solid Tumor panel
with 50ng of SeraSeq® Myeloid Mix input. All data represents the average of 3 replicates for reach condition. All replicates detected each expected fusion.
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