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a b s t r a c t

This data article contains data related to the research article
entitled “Rapid detection of enterovirus and Coxsackievirus A10 by
a TaqMan based duplex one-step real time RT-PCR assay” (Chen at
al., 2017) [1]. Primers and probe sequence design are among the
most critical factors in real-time polymerase chain reaction (PCR)
assay optimization. Linearity, sensitivity, specificity and precision
are the crucial criteria which are used to evaluate the performance
of a new method. This data article report the primers and probe
design and precision assessment of the new assay. VP1 gene of
Coxsackievirus A10 (CV-A10) and 50-NCR of different enterovirus
(EV) serotypes were retrieved from GenBank database and aligned.
The intra- and inter-assay variation were assessed using high,
medium and low concentration of control plasmid DNA and viral
RNA samples.
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Specifications Table

Subject area Biology
More specific
subject area

Molecular Biology, real time RT-PCR

Type of data Table, figure
How data was
acquired

In silico analysis of gene sequences using online bioinformatics tools and
MEGA 5.2 software; Precision assay acquired by analysis of the threshold cycle
value of control and clinical samples.

Data format Raw, analyzed
Experimental
factors

Gene sequences were retrieved from GenBank database; Standard plasmid
DNA were constructed; Plasmid DNA and viral RNA concentration were
quantified and the genome copies were calculated

Experimental
features

Primers and probe were designed using Primer Express software (version 3.0;
Applied Biosystems) and assay precision were determined by real time RT-PCR

Data source
location

Changsha, China

Data accessibility Data with this and the main article

Value of the data

� Rapid detection is crucial for Coxsackievirus A10 control along with the increasing circulation
worldwide in the recent years.

� Specific and conserved regions for primers and probe design are defined using multiple sequence
alignment.

� The intra- and inter-assay reproducibility are assessed using different concentrations of plasmid
DNA and viral RNA.

1. Data

Using TaqMan probes we have previously established a real time RT-PCR method for Coxsack-
ievirus A10 and other enterovirus detection [1].

The data presented in this article show the conserved regions for primers and probe design using
multiple sequence alignment (Figs. 1 and 2). Table 1 represents data of the average threshold cycle
(Ct) value, standard deviation (SD) and the coefficient of variability (CV) of different concentrations of
plasmid DNA and viral RNA.

2. Experimental design, materials and methods

2.1. Primers and probes design

Sequences of CV-A10 VP1 gene and 50-NCR of different enterovirus serotypes were downloaded
from NCBI (http://www.ncbi.nlm.nih.gov/) database. Multiple sequences alignment was performed
using the Clustal W algorithm in MEGA 5.2 software. Primer Express software (version 3.0; Applied
Biosystems) was used to design the primers and probe for CV-A10 assay based on their highly con-
served and specific regions (Fig. 1). For EVs detection, the primers and probe were chosen according
to previous studies [2,3]; A small amplicon of 142 nucleotides in size were produced (Fig. 2). All
oligonucleotides were synthesized by TAKARA (Dalian, China).
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