Development a Customized Panel with Clinical Application Potential for Transcriptome Analyses
In Selected Cancer types using FFPE Specimens
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Tumor transcriptome profiling has conquered an important place in biomarker development for cancer
diagnostics, prognosis and therapeutic selection due to the fact that RNA expression plays an essential role

in numerous tumor biology processes and that RNA expression of thousands of genes can be monitored in Genes of interest for HNSCC indication CRC GC HCC HNSCC NSCLC ocC
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potential clinical applications. A customized gene panel was designed and developed for detecting gene . 10~
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The customized gene panel consists of 1327 genes, including 900 genes in signaling pathways in oncology
& Immuno-oncology, including Nature Kill (NK) cells, neutrophils, Plasmacytoid dendritic cells (pDCs), DCs,
monocytes, Tregs, B cells, tumor associated macrophages (TAMs), TGFB, EMT, interferon-y signature, IL-
17, B-catenin among others. and 15 house-keeping genes. The custom panel was evaluated using in silico
probe design and feasibility testing. Validation studies included data comparison with The Cancer Genome
Atlas (TCGA), reproducibility and repeatability testing and precision studies Iin six cancer indications: Non-
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Twelve (12) HNSCC FFPE tissue samples (12 mm2 sample input) were analyzed in triplicate with the HTG custom panel. 10 7
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Figure 1. HTG EdgeSeq Performance Evaluation 10 0 10 20 3. Dennis O'Rourke et al, AACR 2020, Poster No 2016
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in four HTGEdge Seq runs (2 HTGEdge processors on 2 days). Normalized CPM counts generated from the HTG EdgeSeq 4. HTG Molecular website: https://www.htgmolecular.com/
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