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Abstract

Background: Detection of diverse 16S rRNA gene types in complex
mixtures can be achieved using arrays of probes targeting specific

Methods

Probes:
491,069 unique 25mers, synthesized at

Results and Observations

Conclusions:

The intensity distributions of the Perfectly Matching (PM)
probes and single base-pair MisMatching (MM) probes
overlapped but were distinct from the background.
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