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Mechanism of TruePrep DNA Library Prep



1. Broad Input Amount Compatibility

2. Extensive Species Compatibility

3. Excellent Library Conversion Rate 4. High Sequencing Data Quality

Size distribution of library fragments constructed with different DNA
input. For different input mounts of salmon sperm gDNA (100 pg,
10 ng, 1 ug, respectively) with the same fragmentation time, the
size distribution of these libraries were identical.

Size distribution of library fragments constructed by gDNA of
different species. For the same input of 100 ng, the size distribution
of these libraries from different species were identical.

Comparison of library conversion rates. For different input
amount of gDNA libraries, Vazyme #ND617 has a higher library
conversion rate than that of other competitors.

Comparison of sequencing data quality. The Arabidopsis
thaliana gDNA library constructed using Vazyme ND617,
followed by sequencing on Hiseq X10 PE150.

E.coli
A. thaliana
HEK293
Mouse



DNA Library Prep without or with DNA Damage Repair
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Mechanism of TruePrep DNA Library PrepSolutions of RNA-Seq Library Preparation

Non-Stranded RNA-Seq Library Stranded RNA-Seq Library

It takes about 4-5 hours to prepare
8 libraries simultaneously.

Mechanism of VAHTS Universal V6 RNA-seq Library Prep Kit for Illumina® (Vazyme, #NR604)
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CUT&Tag

Workflow of CUT&Tag
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Validation Data

Ratio of 1st-round

Ratio of 2nd-round

Average Size

A DNA library (200 bp - 1,500 bp) was prepared using TruePrep DNA Library Prep Kit V2 for Illumina (Vazyme, #TD501).
Size-selection was performed using VAHTS DNA Clean Beads (Vazyme, #N411) according to the different parameters
in the following table, respectively. Size distribution was detected using an Agilent 2100 Bioanalyzer.
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