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The BrightBox Assay is a novel method to quantitate your NGS libraries

Library quantitation can be a lengthy, costly, and inaccurate process
where variability can lead to unequal library loading and waste time
and money.

The BrightBox Assay is a quick and simple method to accurately
quantitate any NGS library.

Get results quickly by shortening your current library preparation and instrument loading workflows.

Why Use BrightBox

FAST ACCURATE
Save time with reactions done in just 5 minutes. Improve data with consistent pooling based on
actual molarity.
EASY
Reduce manual errors and save time with premade FLEXIBLE
Assay Mix and prediluted standards kept in Quantitate any library with attached P5 and P7
refrigerated storage. adapters.
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Faster than current workflows.

Preparation and incubation times

for the BrightBox assay take a fraction
of the time required for other methods.
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