The Easiest 16S Library Prep Ever

Quick-16S™ Plus NGS Library Prep Kit (V3-V4)
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The Beauty of Science is to Make Things Simple*

® The most streamlined NGS kit with only 30 minutes of hands-on time for 96 samples.

e 100% automation ready with only a single PCR step and no normalization needed.

® Real-time PCR enables absolute microbial copy number quantification.

Fastest 16S Workflow
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The Quick-16S™ Plus workflow versus the Illumina® 16S Protocol. Total
hands-on time calculations are based on the preparation of 96 DNA samples.
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The Quick-16S™ Plus NGS Library Prep Kit (V3-V4) results in similar
amounts of reads across different input amounts. 0.01-100 ng fecal, soll,
and water DNA were used as inputs. Libraries were pooled by equal volumes
(2 pl each) without further normalization and sequenced using MiSeq®
Reagent Kit v3 (600-cycle). The CV (coefficient of variation) is the ratio of
the standard deviation to the mean with lower values corresponding to less
dispersion around the mean.
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High Quality NGS Library
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Benchmarked performance with the ZymoBIOMICS™ Microbial Community DNA Standard. Microbial composition
profiles are accurate from 100 ng down to 0.01 ng using the ZymoBIOMICS™ Microbial Community DNA Standard.

Reduce PCR Chimera Formation
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Product Cat. No. Size
™ ZD6420 96 rxns.
Quick-16S " Plus NGS Library Prep Kit (V3-V4) 7D6422 24 rxns.
Quick-16S™ Plus NGS Library Prep Kit (V3-V4) with Primer Plate B ZD6420-PSB 96 rxns
Quick-16S™ Plus NGS Library Prep Kit (V3-V4) with Primer Plate C ZD6420-PSC 96 rxns
Quick-16S™ Plus NGS Library Prep Kit (V3-V4) with Primer Plate D ZD6420-PSD 96 rxns

Nous contacter

Service client - commande : commande@ozyme.fr
Service technique :

Réactifs : 01 34 60 60 24 - tech@ozyme.fr
2555 :fvrlll‘l:'réege E‘fogerse ?t?errl:lcr?lig Instrumentation : 01 30 85 92 88 - instrum@ozyme.fr

Cat. No. DS1715



https://yris.ozyme.fr/contact



