Simultaneous Multi-parametric Profiling of Cell-free RNA (cfRNA) and Cell-free Tumor DNA (ctDNA)
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INTRODUCTION RESULTS
It has been recognized that intra-tumoral heterogeneity together with therapeutic intervention associated PredicineALTAS™ ctDNA-based molecular profiling PredicinePLUS™ cfRNA-based molecular profiling
multiple genomic alterations added complexity for precision therapy in late stage colorectal cancer (CRC).
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) A: Heatmap of genomic alterations in the top 20 genes. B. TPM3-NTRK1 fusion detection was confidently identified in a
patient sample, which was confirmed by the matched tissue sample. C. Distribution of TMB scores in different tumor
stages. D. TMB agreement between tissue and plasma samples. Samples with = 95% probes having >1500x coverage
pass NGS QC and all samples passed NGS QC.

« Qur results demonstrated the potential clinical utility/feasibility of simultaneous multi-parametric profiling of ctDNA
and cfRNA for comprehensive molecular insight/characterization in advanced stage cancer. cfRNA-derived variant
detection confirms the variants originally detected in ctDNA test and further validates the high specificity results for
report interpretation.

Figure 1. Predicine ctDNA + cfRNA combo liquid biopsy solution to detect genomic
alterations occured at DNA or RNA transcripts.

PredicineATLAS™ ctDNA™ assay detects total of 169 genomic alterations including SNV, Indel and CNV in 25 advanced

Table 1. Specifications of PredicineATLAS™ ctDNA and PredicinePLUS™ cfRNA panel stage CRC samples.  The ctDNA and cfRNA-based combined liquid biopsy solution provides holistic molecular overview for detecting

driver mutations, monitoring efficacy / disease burden, and identifying sub-clonal alterations that may related to
Parameter PredicineATLAS™ ctDNA Panel PredicinePLUS™ cfRNA Panel drug resistance and tumor heterogeneity.

Regions Analyzed 600 genes 234 genes Table 2. Performance metrics of PredicineATLAS™ ctDNA panel REFERENCES

Panel Size 2.4Mb 163Kb Alterations Report Range Sensitivity | 1. Merker JD, et al. Circulating Tumor DNA Analysis in Patients With Cancer: American Society of Clinical Oncology

Assay Sensitivity 0.25%, report down to 0.1% >3 unique reads SNV >0.25% AF 94 4%, 99 7% and Cc_)llege of Amerlcan_ P_athologlsts Jom_t Rew_ew. J Clin Oncaol. 2018;36(1_6):1631-164_1 o |
2. Davis AA, et al. Association of a novel circulating tumor DNA next-generating sequencing platform with circulating

Sequencing Depth >20,000X >20,000X SNV 0.1%-0.25% AF 78.6% 94.3% tumor cells (CTCs) and CTC clusters in metastatic breast cancer. Breast Cancer Res. 2019 Dec 4;21(1):137.
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