Validation of VERSA 10 Workstation for Real -Time PCR Setup
using cDNA from two Genes of Trout Fish

Sikander Gill PhD, Rajwant Gill PhD, Marco Garate P  hD and Dong Liang PhD
Aurora Biomed Inc, Vancouver, BC, Canada, V6A 1W?2

ILLUMINATING SOLUTIONS V. Results Amplification Plots Dissociation Curves
The amplification plots and dissociation curves of the replicates for both ol |
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A major challenge in automated PCR technology is efficiently scaling up to
high-throughput PCR using microlitre volumes of cDNA samples while also

Table 2: Ct values (1 puL of S10 or SF1a cDNA) for gene amplification
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Workstation to dispense 1 or 2 pL-volumes of cDNA template into an N e B - BN . e oo o
alternate column to check for cross-contamination. The statistical analysis Mean 19.08 19.07 19.0263 |
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major step in PCR automation has been to set up reactions with 1 to 2 pL g Target PCR Plate Replicates obtained from each channel in the amplification of the S10 gene
template DNA thereby decreasing the risk of cross-contamination, while & Samples, Master Mixes (1 uL of cDNA) provide confidence of variability (CV%) values ranging from ‘”
achieving accuracy and reproducibility. Aurora Biomed Inc. has recently ® and Primers 0.26 to 1.79, indicating very precise liquid handling. Similarly, the CV%
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The validation data on this system is herein presented. . _ . degree of accuracy for all 8 channels of the workstation. Furthermore, low e |
Figure 2 Deck layout of the VERSA 10 PCR Setup Workstation CV% values were obtained in the amplification of the SFl1a gene where the
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