
Product Description

Components

Storage

The core component of Taq Pro HS U+ Master Mix, Taq Pro HS DNA Polymerase, is a new generation hot start DNA polymerase that has 
been modified based on antibody techniques and upgraded to improve template affinity. It has good sensitivity and impurity tolerance and 
is compatible with different types and concentrations of template. The reagent incorporates a dUTP/UDG anti-contamination system, 
which works at room temperature to eliminate contamination in the reaction system to ensure the accuracy of results. This product 
contains 2 × master mix for PCR and only primers and templates need to be added. The PCR product has an A at the 3' end that can be 
cloned to a T vector. It is applicable for ClonExpress and TOPO cloning kits (Vazyme #C112/C113/C115/C601).
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Taq Pro HS U+ Master Mix

Version 21.1

Store at -30 ~ -15℃ and transport at ≤0℃.

Applications
This product is suitable for the amplification of animal, plant, and microbial DNA. 

* It contains dNTP/dUTP Mix, Mg2+, Taq Pro HS DNA Polymerase, heat-labile UDG, etc.

Component

2 × Taq Pro HS U+ Master Mix* 5 × 1 ml

PN112-01
(500 rxns/20 μl reaction)

15 × 1 ml

PN112-02
(1,500 rxns/20 μl reaction)

Vazyme Biotech Co., Ltd.    Order: global@vazyme.com   Support: global@vazyme.com  www.vazyme.com 

Notes
Primer design
1.
2.
3.
4.

5.
6.
7.
8.

9.

It is recommend that the last base at the 3' end of primer should be G or C.
Consecutive mismatches should be avoided in the last 8 bases at the 3' end of the primer.
Avoid hairpin structures at the 3' end of the primer.
Differences in the Tm value of the forward primer and the reverse primer should be no more than 1℃ and the Tm value should be 
adjusted to 55℃ to 65℃ (Primer Premier 5 is recommended to calculate the Tm value).
Extra additional primer sequences that are not matched with the template, should not be included when calculating the primer Tm value.
Control the GC content of the primers at 40% to 60%.
The overall distribution of A, G, C, and T in the primer should be as uniform as possible. Avoid using regions with high GC or AT content.
Avoid the presence of complementary sequences of 5 or more bases either within the primer or between two primers and avoid the 
presence of complementary sequences of 3 or more bases at the 3' end of two primers.
Use the NCBI BLAST function to check the specificity of the primer to prevent non-specific amplification.



Experiment Process
Reaction system

Reaction system

* The annealing temperature can be adjusted according to the Tm value of the primers. It is generally set at 3 ~ 5℃ lower than the Tm value of the primers.

* The optimal reaction concentration differs for different templates. The following table shows the recommended amounts of template for a 20 μl reaction system:

2 × Taq Pro HS U+ Master Mix
Primer 1 (10 μM)
Primer 2 (10 μM)
Template DNA*
ddH2O

10 μl
1 μl
1 μl
x μl

Up to 20 μl

Human genomic DNA
E.coli genomic DNA
λDNA
Plasmid DNA

1 - 500 ng
1 - 100 ng

0.1 - 10 ng
0.1 - 10 ng

37℃
95℃
95℃
55℃*
72℃
72℃

2 min (contamination digestion)
30 sec (pre-denaturation)

30 sec
30 sec

60 sec/kb
7 min (final extension)

30 - 35 cycles

*All trademarks are the property of their respective trademark owners. Some trademarks are not registered in all administrative regions.
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