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Gain or Loss of ADME Genes

ADME Genes with Copy Number Changes: 36 genes that measures CNV are shown below along with wider
drug-disease substrates that they are associated with. Deletion or amplification of these genes impact the
rate of drug metabolism, with significant implications for treatment.

Abstract

Purpose: This research aims to demonstrate the development and performance of the Applied Biosystems™
Axiom™ PharmacoPro™ array to support accurate CNV detection in genes of pharmacogenomic interest for
research applications including mental health.

CNV Measurement in Rare CN Regions Sensitivity and Reproducibility

CNV data run on PharmacoPro microarray is shown in Figure 2a for DPYD, BCHE, PTGIS and TBXAS
genes. 1000 Genomes samples with rare deletion or duplication events (in 5 samples out of ~2400) are
labeled in each plotted plate of samples.

688 unique gDNA samples were run in 2 to 35 replicates to obtain reproducibility. It is calculated by comparing
individual CN calls to the consensus CN for each unique DNA and region. As shown below, calls were >99%
reproducible for most regions.
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In an internal study, gDNA extracted from whole blood, buccal swab, saliva, and around 750 unique cell
line samples were amplified and precipitated using the SwiftArray™ Assay. WGA target along with spiked
mPCR amplicons was then hybridized and measured on PharmacoPro™ microarray using
the SwiftArrayStudio™ Analyzer.
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hours, which is especially relevant for preemptive pharmacogenetics in research settings. Overall, the
streamlined two-day workflow from gDNA to data supports timely decision-making, operational efficiency and
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. After ligation, the arrays are stained and imaged and the data is transferred to AutoAx for data analysis
and generation of PGx relevant reports

- Learn more at thermofisher.com/us/en/home/life-science/microarray-analysis/
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