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and Novel Approaches for Molecular Microbiology
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Just as PCR and qPCR have revolutionized the field of microbiology over the past few decades, Droplet rDNA (Suzuki et al. 2001) and proteorhodopsin (Campbell ,, 4 input Congeniration (Gopies/iL.)
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Droplet Digital PCR provides many advantages for molecular microbiology. The application of ddPCR™ to z o6 2 " herpesvirus. Viral targets were quantified by primer/
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2 How Drop|et Digita| PCR Works Fig. 1. 2-D fluorescence plots of ddPCR droplets with probes targeting proteorhodopsin (FAM) and 16S (HEX). Shown are composites of 4 replicate wells for each treatment.

= Undigested DNA has overabundance of droplets with both

Droplet Digital PCR is a new and powerful tool with great potential for improving existing experiments and creating novel approaches to
microbial science.
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unchanged, indicating digestion separates targets (Fig. 2)
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Bio-Rad’s QX100 ddPCR system — the 3rd generation PCR system that provides unparalleled precision and accuracy in the quantification
of DNA and RNA and takes molecular microbiology to the next level
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