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Abstract 
The prevalence of Herpes simplex virus 2 (HSV2) is increasing at an 
alarming rate in the world. Most of the HSV2 cases are not diagnosed 
properly, although a range of molecular and serological diagnoses 
exist. Herein, we have reported a very rapid detection method specific 
for HSV2 using real-time PCR. The primers specific for HSV2 were 
designed using the Primer-BLAST tool and 120 base pairs of the 
polymerase gene were amplified using real-time PCR with SYBR Green 
dye. The designed primer pair was found highly efficient in detecting 
only HSV2 DNA, but not HSV1. The threshold cycle (Ct) value for HSV2 
reactions by designed primers was found to be an average of 22.55 
for a standard copy number of viral DNA that may denote the 
efficiency of the primers. The melting temperature (Tm) of the 
amplicon using designed primers (82.60C) was also higher than that 
using reference primers (about 780C), indicating the high GC content 
of the amplified template. The designed primer pair will help clinicians 
to detect the HSV2 DNA specifically and diagnose the associated 
disease rapidly.
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Introduction
Herpes simplex virus 2 (HSV-2), a highly infectious pathogen, is a member of the Herpesviridae family consisting of a
double-stranded DNA material.1,2 Globally, about 417 million people are infected by HSV-2, with a prevalence of
11.3%.3 Themost common age groupwith HSV-2 diseases is 15-49 years of age, with a slightly higher rate of infection in
women.3 HSV-2 infection is characterized by painful genital ulcers with vesicular rash (watery blisters), which are highly
contagious and spread viruses to other hosts upon direct contact.4

The diagnosis of HSV2 is complex and costly in developing countries like Bangladesh. Moreover, due to the high
similarity ofHSV2with other human herpes viruses (HHV) such asHSV1, it is tough to confirm the type of the diagnosed
HHV. Nowadays, molecular analysis exists to determine specific types of HHV, but identification of the virus type is
solely dependent on nucleotide sequencing. Some primers for HSV1 and HSV2 detection are sufficiently available5,6

however, number of HSV2-specific primer is of scarce. In this case, developing a new real-time polymerase chain
reaction (RT-PCR) method for HSV-2-specific diagnosis can facilitate HSV2 detection.

RT-PCR is the upgraded version of conventional PCR, invented by Kary Mullis in 1984, which aims to detect and
quantify genes with dynamic expression profiles.7 Analysis by RT-PCR has several important steps including DNA
extraction, designing primers and amplification.7 This study sheds light on the development of a RT-PCR assay to detect
HSV2, which includes the design of compatible primers and amplification of HSV2 DNA using this primer set.

Methods
HSV2-specific primer design
Appropriate primer design is a very important step to diagnose and quantify a specific microbial gene. An important,
general step to design a primer set is to ensure the optimal melting temperature (Tm), balanced GC content, self-
complementarity and self-3’ complementarity.8 There are several online tools to develop and design primers, such as
NCBI’s Primer-BLAST.8 A known gene sequence of HSV2 virus collected from NCBI GenBank (MH697422.1, see
Underlying data) was used for Primer-BLAST in the NCBI server keeping the parameters as default.

Using the online NCBI nucleotide Basic Local Alignment Search Tool (BLAST)8 several highly similar sequences of
HSV1 and HSV2 were collected based on alignment score (quality of the alignment), query cover (nucleotide cover of
searched sequence), Expected value (E, expected number of alignments by chance with a particular score; the lower the E
value, the more significance the score) and identity with the reference sequence (Figure 1a), and then aligned using

Figure 1. Primer design for real-time PCR specific to HSV2. (a) Collection of HSV sequences using NCBI-BLAST for
designing a primer pair; (b) Alignment of HSV sequences and amplification region (selection region) using BioEdit
software; (c) Different primer pair sets and associated properties; primer pair-3 was selected for further analysis.

REVISED Amendments from Version 1

The revised article is updated as per the reviewers' recommendation. Firstly, the title of the article is updated to ‘Detection of
herpes simplex virus 2: a SYBR-Green-based real-time PCR assay’. The introduction section is updated with more back-
ground information. We also included the limitations of this study in the conclusion section of this revised version.

Any further responses from the reviewers can be found at the end of the article
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BioEdit software version 7.2, keeping HSV2 sequences at the top (Figure 1b). The primers obtained were then checked to
find the best region to anneal with HSV2 but not HSV1 (in order to develop the primer specific for HSV2). The region
with maximum nucleotide matches to the reference HSV2 sequences and minimum nucleotide matches to the HSV1
sequences was selected. Among all sets of primers tested, primer-3 was found the best regarding properties like a greater
number of nucleotide mismatches with HSV1 sequences, self-complementarity (a predictor secondary structures
between a single primer or primer pairs), higher Tm compared to other not-selected primers) and GC content (in good
range 55-60%), and most importantly, 3’ self-complementarity (useful for predicting primer-dimers) (Figure 1c).

Setting up a RT-PCR reaction
The real-time PCR (based on SYBR Green fluorescent binding) with HSV1 and HSV2 template DNA were prepared
using the designed primer pair (specific for HSV2) and control primer pair (common for bothHSV1 andHSV2). In a 20ul
reaction mix, 10ul of SYBRGreenMaster Mix (2X), 1ul of each reverse and forward primers at 6pM concentrations, 6ul
of nuclease-free water and 2ul of template HSV2 DNA (extracted from an HSV2 lab strain) were added. The reagents
were purchased fromQiagen (Germantown,MD, USA). The reaction conditions used to amplify the DNAwere an initial
95°C for 20 seconds, 40 cycles of 3 seconds at 95°C and 30 seconds at 60°C, and a final cycle of 15 seconds at 95°C,
1 minute at 60°C and 15 seconds at 95°C.

Results and discussion
About 120 base pairs of HSV2 polymerase gene fragment were considered to be amplified using the designed primers,
whereas in case of standard control primer pair both HSV1 and HSV2 were amplified (Figure 2a). The average threshold
cycle (Ct) values for reaction by designed and control HSV2 primers were found to be 22.55 and 22.85 respectively,
which indicates that the similar initial concentrations of DNA were amplified.9,10

Observing the melting curve revealed that the designed primer was specific for HSV2. The peak of that amplification was
stronger than that of reference primers, indicating the designed primers had a greater sensitivity to the HSV2 target gene
than the reference primers (Figure 2b).11,12 The melting temperature (Tm) of the amplicon using the designed primers
(82.6°C) was also higher than that of the reference primers (about 78°C). The explanation behind this may be a higher GC
content of the product or larger fragments than the product amplified by reference primers.13 On the other hand, some
unusual peaks for the negative controls were found in the melt curve, which have much higher Ct values (more than 35)
and lower Tm of around 70-74°C, which indicates the possibilites of being either non-specific products or primer-
dimers.14

In this assay, some secondary non-specific products or primer-dimers were observed in the melt curve, hence,
the amplification reaction needs to be optimized. Increasing the annealing temperature of the reaction may reduce

Figure 2. Amplification of HSV2 DNA by RT-PCR. (a) Amplification curves of HSV1 and HSV2 using designed (own)
and standard (reference) primers; a lagging stage, logging cycle andplateau are clearly visible; (b)Melt curve ofHSV1
and HSV2 using designed (own) and reference (reference) primers.
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non-specific amplification of the product.15 Here, the annealing temperature of the reaction was 60°C; it would be better
to use a slightly higher annealing temperature to get only the specific product. However, the annealing temperature should
not be too high, as it would reduce the yield of the desired product.16 The optimal annealing temperature can easily be
obtained using gradient real-time PCR.16 On the other hand, the concentration of primers can slightly be decreased to
prevent the formation of primer-dimer if formed.15,17

The optimization of Magnesium ion (Mg2+) concentrations is also an important factor to achieve specific and desired
product amplification.18 It has been documented that the higher theMg2+ concentration, the higher the affinity of primers
towards hybridization, leading to the formation of primer-dimers and non-specific priming.15,18 Furthermore, to verify
the SYBR Green reaction specificity, an additional agarose gel electrophoresis can be performed using the product and
non-specific bands, to confirm the presence of a single PCR product.16,19 As the SYBRGreen fluorescent dye binds with
double-stranded DNA and provides fluorescence at the same time as the amplification is running (hence being a real-time
assay), all the steps of the protocol should be handled carefully and aseptically. That is why the lack of aseptic conditions
may lead to the contamination of the reaction, giving rise to secondary non-specific products.20

Conclusions
According to the results, the annealing temperature of the reaction should be slightly increased to get specific
amplification of HSV2. Furthermore, the primer concentration needs to be decreased to prevent primer-dimer formation.
On the other hand, the concentration of Mg2+ in the buffer system can also be reduced to promote the specificity and
efficiency of the reaction. Observing the real-time PCR assay, I believe that my designed primers do not need to be altered
as the specificity of determining HSV2 is good enough compared with other primers used.

One limitation of this study is that we were not able to include clinical samples to validate the results of HSV2-specific
PCR. However, some modifications to this assay such as proper optimization of the reaction and the use of a probe,
specific to that gene, can render it appropriate to be used in a diagnostic laboratory.7 As SYBR Green assays detects all
dsDNA, the introduction of a probe (consisting of fluorescent–labeled target-specific oligonucleotides that increase
sensitivity and specificity) may establish this assay as a diagnostic test to detect HSV2. Furthermore, to establish this
assay as a diagnostic test, positive control with a housekeeping gene (constitutive genes expressed in all cells) is
necessary.21 This may promote the efficiency and reliability of this test.

Data availability
Underlying data
Figshare: HSV-2 primer and qPCR Ct values, https://doi.org/10.6084/m9.figshare.14603934.v4.22

This project contains the designed HSV2 primer pair and the cycle threshold (Ct) values of HSV2- and HSV1-positive
samples generated using qPCR.

NCBI GenBank: Human alphaherpesvirus 2 isolate HSV2_1 DNA polymerase (UL30) gene, complete cds. Accession
number: MH697422.1; https://www.ncbi.nlm.nih.gov/protein/MH697422.1.

NCBI GenBank: Human herpesvirus 2 strain RR 60279 DNA polymerase gene, complete cds. Accession number:
AY038366.1; https://www.ncbi.nlm.nih.gov/protein/AY038366.1.

NCBI GenBank: HIV-1 clone MNT3-2-12 from USA gag protein (gag) gene, partial cds. Accession number:
AY038267.1; https://www.ncbi.nlm.nih.gov/protein/AY038267.1.

NCBI GenBank: Human herpesvirus 2 strain 1605/2007 DNA polymerase (UL30) gene, complete cds. Accession
number: JQ352193.1; https://www.ncbi.nlm.nih.gov/protein/JQ352193.1.

NCBI GenBank: Human herpesvirus 2 strain 1541/2008 DNA polymerase (UL30) gene, complete cds. Accession
number: JQ352194.1; https://www.ncbi.nlm.nih.gov/protein/JQ352194.1.

NCBI GenBank: Human herpesvirus 2 isolate HSV-2v_pat1 DNA polymerase (UL30) gene, complete cds. Accession
number : JX905315.1; https://www.ncbi.nlm.nih.gov/protein/JX905315.1NCBI GenBank: Human herpesvirus 1 UL30
gene for DNA polymerase, complete cds. Accession number: AB072389.1; https://www.ncbi.nlm.nih.gov/protein/
AB072389.1.
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NCBI GenBank: Human herpesvirus 1 gene for DNA polymerase, complete cds, clone: HSV-1 R98/0. Accession
number: AB070847.2; https://www.ncbi.nlm.nih.gov/protein/AB070847.2.

NCBI GenBank: Herpes simplex virus type 1 DNA polymerase gene. Accession number: X04771.1; https://www.ncbi.
nlm.nih.gov/protein/X04771.1.

NCBI GenBank: Herpes simplex virus type 1 strain ANG gene for DNA polymerase. Accession number: X04495.1;
https://www.ncbi.nlm.nih.gov/protein/X04495.1.

NCBI GenBank: Herpes simplex virus type 1 (KOS) ori-L region and polymerase (pol) gene, complete cds. Accession
number: M10792.1; https://www.ncbi.nlm.nih.gov/protein/M10792.1.

NCBI GenBank: Human herpesvirus 1 gene for DNA polymerase, complete cds, clone: HSV-1 R98/3. Accession
number: AB070848.2; https://www.ncbi.nlm.nih.gov/protein/AB070848.2.

Data are available under the terms of the Creative Commons Zero “No rights reserved” data waiver (CC0 1.0 Public
domain dedication).

References

1. Dropulic LK, Cohen JI: The challenge of developing a
herpes simplex virus 2 vaccine. Expert Rev Vaccines. 2012; 11:
1429–40.
PubMed Abstract|Publisher Full Text|Free Full Text

2. Whitley R, Kimberlin DW, Prober CG: Pathogenesis and disease. In:
Arvin A, Campadelli-Fiume G, Mocarski E, et al. (ed), Human
Herpesviruses: Biology, Therapy, and Immunoprophylaxis. Cambridge;
2007.

3. Looker KJ, Magaret AS, Turner KM, et al. : Global estimates of
prevalent and incident herpes simplex virus type 2 infections in
2012. PLoS One. 2015; 10: e114989.
PubMed Abstract|Publisher Full Text|Free Full Text

4. Schiffer JT, Corey L: New concepts in understanding genital
herpes. Curr Infect Dis Rep. 2009; 11: 457–64.
PubMed Abstract|Publisher Full Text|Free Full Text

5. BrunnerM, et al.:Useof a corneal impressionmembraneandPCR
for the detection of herpes simplex virus type-1. J. Med. Microbiol.
2019; 68(9): 1324–9.

6. Zida S, et al. : Combined testing for herpes simplex virus and
Mycobacterium tuberculosis DNA in cerebrospinal fluid of
patients with aseptic meningitis in Burkina Faso, West Africa.
J. Clin. Lab. Anal. 2019; 33(3): e22719.

7. Deepak S, Kottapalli K, Rakwal R, et al. : Real-Time PCR:
Revolutionizing Detection and Expression Analysis of Genes.
Curr Genomics. 2007; 8: 234–51.
PubMed Abstract|Publisher Full Text|Free Full Text

8. Ye J, Coulouris G, Zaretskaya I, et al.:Primer-BLAST: a tool to design
target-specific primers for polymerase chain reaction. BMC
Bioinformatics. 2012; 13: 134.
PubMed Abstract|Publisher Full Text|Free Full Text

9. Stowers CC, Haselton FR, Boczko EM: An Analysis of Quantitative
PCR Reliability Through Replicates Using the CMethod. J Biomed
Sci Eng. 2010; 3: 459–69.
PubMed Abstract|Publisher Full Text|Free Full Text

10. Kessler HH, Muhlbauer G, Rinner B, et al. : Detection of Herpes
simplex virus DNA by real-time PCR. J Clin Microbiol. 2000; 38:
2638–42.
PubMed Abstract|Publisher Full Text|Free Full Text

11. Huang Q, Yue H, Zhang B, et al. : Development of a
real-time quantitative PCR for detecting duck
hepatitis a virus genotype C. J Clin Microbiol. 2012; 50:
3318–23.
PubMed Abstract|Publisher Full Text|Free Full Text

12. Gardella C, Huang ML, Wald A, et al. : Rapid polymerase chain
reactionassay todetectherpes simplex virus in thegenital tract

of women in labor. Obstet Gynecol. 2010; 115: 1209–16.
PubMed Abstract|Publisher Full Text|Free Full Text

13. Mammedov TG, Pienaar E, Whitney SE, et al.:A Fundamental Study
of the PCR Amplification of GC-Rich DNA Templates. Comput Biol
Chem. 2008; 32: 452–7.
PubMed Abstract|Publisher Full Text|Free Full Text

14. Wadle S, Lehnert M, Rubenwolf S, et al. : Real-time PCR probe
optimization using design of experiments approach. Biomol
Detect Quantif. 2016; 7: 1–8.
PubMed Abstract|Publisher Full Text|Free Full Text

15. Ponchel F, Toomes C, Bransfield K, et al. : Real-time PCR based on
SYBR-Green I fluorescence: an alternative to the TaqMan assay
for a relative quantification of gene rearrangements, gene
amplifications andmicro gene deletions. BMC Biotechnol. 2003; 3:
18.
PubMed Abstract|Publisher Full Text|Free Full Text

16. Juskowiak B: Nucleic acid-based fluorescent probes
and their analytical potential. Anal Bioanal Chem. 2011; 399:
3157–76.
PubMed Abstract|Publisher Full Text|Free Full Text

17. Mikeska T, Dobrovic A: Validation of a primer
optimisation matrix to improve the performance
of reverse transcription - quantitative real-time PCR assays.
BMC Res Notes. 2009; 2: 112.
PubMed Abstract|Publisher Full Text|Free Full Text

18. Lorenz TC: Polymerase chain reaction: basic protocol plus
troubleshooting and optimization strategies. J Vis Exp. 2012;
10.3791/3998: e3998.
PubMed Abstract|Publisher Full Text|Free Full Text

19. Gudnason H, Dufva M, Bang DD, et al. : Comparison of
multiple DNA dyes for real-time PCR: effects of dye
concentration and sequence composition on DNA
amplification and melting temperature. Nucleic Acids Res.
2007; 35: e127.
PubMed Abstract|Publisher Full Text|Free Full Text

20. Espy MJ, Uhl JR, Sloan LM, et al. : Real-time PCR in clinical
microbiology: applications for routine laboratory testing. Clin
Microbiol Rev. 2006; 19: 165–56.
PubMed Abstract|Publisher Full Text|Free Full Text

21. Kozera B, Rapacz M: Reference genes in real-time PCR. J Appl
Genet. 2013; 54: 391–406.
PubMed Abstract|Publisher Full Text|Free Full Text

22. Shaha M, Roy B, Islam MA: HSV-2 primer and qPCR Ct values.
figshare. Dataset. 2021.
Publisher Full Text

Page 6 of 12

F1000Research 2021, 10:655 Last updated: 30 NOV 2021

https://www.ncbi.nlm.nih.gov/protein/AB070847.2
https://www.ncbi.nlm.nih.gov/protein/X04771.1
https://www.ncbi.nlm.nih.gov/protein/X04771.1
https://www.ncbi.nlm.nih.gov/protein/X04495.1
https://www.ncbi.nlm.nih.gov/protein/M10792.1
https://www.ncbi.nlm.nih.gov/protein/AB070848.2
http://creativecommons.org/publicdomain/zero/1.0/
http://www.ncbi.nlm.nih.gov/pubmed/23252387
https://doi.org/10.1586/erv.12.129
https://doi.org/10.1586/erv.12.129
https://doi.org/10.1586/erv.12.129
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC3593236
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC3593236
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC3593236
http://www.ncbi.nlm.nih.gov/pubmed/25608026
https://doi.org/10.1371/journal.pone.0114989
https://doi.org/10.1371/journal.pone.0114989
https://doi.org/10.1371/journal.pone.0114989
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC4301914
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC4301914
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC4301914
http://www.ncbi.nlm.nih.gov/pubmed/19857385
https://doi.org/10.1007/s11908-009-0066-7
https://doi.org/10.1007/s11908-009-0066-7
https://doi.org/10.1007/s11908-009-0066-7
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2804398
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2804398
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2804398
http://www.ncbi.nlm.nih.gov/pubmed/18645596
https://doi.org/10.2174/138920207781386960
https://doi.org/10.2174/138920207781386960
https://doi.org/10.2174/138920207781386960
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2430684
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2430684
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2430684
http://www.ncbi.nlm.nih.gov/pubmed/22708584
https://doi.org/10.1186/1471-2105-13-134
https://doi.org/10.1186/1471-2105-13-134
https://doi.org/10.1186/1471-2105-13-134
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC3412702
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC3412702
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC3412702
http://www.ncbi.nlm.nih.gov/pubmed/20634997
https://doi.org/10.4236/jbise.2010.35064
https://doi.org/10.4236/jbise.2010.35064
https://doi.org/10.4236/jbise.2010.35064
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2902203
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2902203
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2902203
http://www.ncbi.nlm.nih.gov/pubmed/10878056
https://doi.org/10.1128/JCM.38.7.2638-2642.2000
https://doi.org/10.1128/JCM.38.7.2638-2642.2000
https://doi.org/10.1128/JCM.38.7.2638-2642.2000
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC86985
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC86985
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC86985
http://www.ncbi.nlm.nih.gov/pubmed/22855514
https://doi.org/10.1128/JCM.01080-12
https://doi.org/10.1128/JCM.01080-12
https://doi.org/10.1128/JCM.01080-12
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC3457435
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC3457435
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC3457435
http://www.ncbi.nlm.nih.gov/pubmed/20502292
https://doi.org/10.1097/AOG.0b013e3181e01415
https://doi.org/10.1097/AOG.0b013e3181e01415
https://doi.org/10.1097/AOG.0b013e3181e01415
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC3034453
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC3034453
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC3034453
http://www.ncbi.nlm.nih.gov/pubmed/18760969
https://doi.org/10.1016/j.compbiolchem.2008.07.021
https://doi.org/10.1016/j.compbiolchem.2008.07.021
https://doi.org/10.1016/j.compbiolchem.2008.07.021
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2727727
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2727727
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2727727
http://www.ncbi.nlm.nih.gov/pubmed/27077046
https://doi.org/10.1016/j.bdq.2015.12.002
https://doi.org/10.1016/j.bdq.2015.12.002
https://doi.org/10.1016/j.bdq.2015.12.002
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC4827641
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC4827641
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC4827641
http://www.ncbi.nlm.nih.gov/pubmed/14552656
https://doi.org/10.1186/1472-6750-3-18
https://doi.org/10.1186/1472-6750-3-18
https://doi.org/10.1186/1472-6750-3-18
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC270040
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC270040
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC270040
http://www.ncbi.nlm.nih.gov/pubmed/21046088
https://doi.org/10.1007/s00216-010-4304-5
https://doi.org/10.1007/s00216-010-4304-5
https://doi.org/10.1007/s00216-010-4304-5
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC3044240
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC3044240
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC3044240
http://www.ncbi.nlm.nih.gov/pubmed/19549292
https://doi.org/10.1186/1756-0500-2-112
https://doi.org/10.1186/1756-0500-2-112
https://doi.org/10.1186/1756-0500-2-112
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2706253
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2706253
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2706253
http://www.ncbi.nlm.nih.gov/pubmed/22664923
https://doi.org/10.3791/3998
https://doi.org/10.3791/3998
https://doi.org/10.3791/3998
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC4846334
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC4846334
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC4846334
http://www.ncbi.nlm.nih.gov/pubmed/17897966
https://doi.org/10.1093/nar/gkm671
https://doi.org/10.1093/nar/gkm671
https://doi.org/10.1093/nar/gkm671
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2095797
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2095797
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2095797
http://www.ncbi.nlm.nih.gov/pubmed/16418529
https://doi.org/10.1128/CMR.19.1.165-256.2006
https://doi.org/10.1128/CMR.19.1.165-256.2006
https://doi.org/10.1128/CMR.19.1.165-256.2006
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC1360278
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC1360278
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC1360278
http://www.ncbi.nlm.nih.gov/pubmed/24078518
https://doi.org/10.1007/s13353-013-0173-x
https://doi.org/10.1007/s13353-013-0173-x
https://doi.org/10.1007/s13353-013-0173-x
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC3825189
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC3825189
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC3825189
https://doi.org/10.6084/m9.figshare.14603934.v4


Open Peer Review
Current Peer Review Status:   

Version 2

Reviewer Report 30 November 2021

https://doi.org/10.5256/f1000research.78555.r99494

© 2021 Modak J. This is an open access peer review report distributed under the terms of the Creative Commons 
Attribution License, which permits unrestricted use, distribution, and reproduction in any medium, provided the 
original work is properly cited.

Joyanta Modak  
School of Medicine, Deakin University, Waurn Ponds, VIC, Australia 

The authors have addressed all the comments. I don't have any further comments on this 
manuscript.
 
Competing Interests: No competing interests were disclosed.

Reviewer Expertise: My area of expertise is microbiology and molecular biology.

I confirm that I have read this submission and believe that I have an appropriate level of 
expertise to confirm that it is of an acceptable scientific standard.

Reviewer Report 22 November 2021

https://doi.org/10.5256/f1000research.78555.r99493

© 2021 Hossain A. This is an open access peer review report distributed under the terms of the Creative 
Commons Attribution License, which permits unrestricted use, distribution, and reproduction in any medium, 
provided the original work is properly cited.

ASM Monjur Al Hossain  
Department of Pharmaceutical Technology, Faculty of Pharmacy, University of Dhaka, Dhaka, 
Bangladesh 

Shaha et al. addressed all the issues scientifically. Therefore, the manuscript can be indexed.
 
Competing Interests: No competing interests were disclosed.

Reviewer Expertise: Drug delivery

 
Page 7 of 12

F1000Research 2021, 10:655 Last updated: 30 NOV 2021

https://doi.org/10.5256/f1000research.78555.r99494
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://doi.org/10.5256/f1000research.78555.r99493
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/


I confirm that I have read this submission and believe that I have an appropriate level of 
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Shaha et al., aimed to develop a new primer for the detection of herpes simplex virus 2 using real-
time PCR. They used the Primer-BLAST tool to design a primer that can detect only HSV2, not 
HSV1. However, they are few issues about the manuscript that needs to be addressed.

Title of the manuscript – this is not a rapid antigen test using a kit or 
immunochromatographic test that can be done in 5 minutes. So, the word “Rapid” should 
remove from the title. 
 

1. 

There are quite a few published articles that developed a real-time PCR method for the 
detection of HSV2. In the introduction, authors should acknowledge previously published 
articles and should describe what is lacking the previous method and why they are 
developing new methods. 
 

2. 

What type of samples were used, e.g. clinical sample, extracted DNA, lab strains etc. 
 

3. 

How many samples were used to validate the method? 
 

4. 

What are the sensitivity and specificity of the primer? 
 

5. 

Please provide a table for the new and reference primer. 
 

6. 

Authors should write results and discussions together instead of results alone. 
 

7. 

The authors should highlight the limitation of the method such as the number of samples 
were used. 
 

8. 

Please delete the word “my” in the conclusion. 
 

9. 

Authors should consider improving the flow of writing. 
 

10. 

Please update the references with the most recent articles.11. 
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Is the rationale for developing the new method (or application) clearly explained?
Partly

Is the description of the method technically sound?
Yes

Are sufficient details provided to allow replication of the method development and its use 
by others?
No

If any results are presented, are all the source data underlying the results available to 
ensure full reproducibility?
Yes

Are the conclusions about the method and its performance adequately supported by the 
findings presented in the article?
Yes

Competing Interests: No competing interests were disclosed.

Reviewer Expertise: My area of expertise is microbiology and molecular biology.

I confirm that I have read this submission and believe that I have an appropriate level of 
expertise to confirm that it is of an acceptable scientific standard, however I have 
significant reservations, as outlined above.

Author Response 18 Oct 2021
Modhusudon Shaha, National Institute of Biotechnology, Dhaka, Bangladesh 

Thank you so much for your thoughtful and constructive comments on the manuscript.
Title of the manuscript – this is not a rapid antigen test using a kit or 
immunochromatographic test that can be done in 5 minutes. So, the word “Rapid” should 
remove from the title.

○

Response: The title is revised as ‘Detection of herpes simplex virus 2: a SYBR-Green-
based real-time PCR assay’. 
 

○

There are quite a few published articles that developed a real-time PCR method for the 
detection of HSV2. In the introduction, authors should acknowledge previously published 
articles and should describe what is lacking the previous method and why they are 
developing new methods.

○

Response: The required section is updated as per the reviewer’s recommendation. 
 

○

What type of samples were used, e.g. clinical sample, extracted DNA, lab strains etc.○

Response: We used an HSV2 lab strain and extracted DNA to perform the PCR assay. 
It has been updated in the Methods section of the manuscript. 

○
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How many samples were used to validate the method?○

Response: We performed three experiments to confirm the specificity of the used 
primers to HSV2 strains. We also cross-checked the results with an HSV1 lab strain. 
The detailed results were described in the Results section of the manuscript. 
 

○

What are the sensitivity and specificity of the primer?○

Response: The primers were of improved sensitivity and specificity compared to the 
standard primer set that was used to amplify both HSV1 and HSV2 DNAs (described in 
the Results section). As we tried to declare a new HSV2-specific primer set, we did not 
determine the sensitivity and specificity of the primers. 
 

○

Please provide a table for the new and reference primer.○

Response: The designed primers used for this study were given in the data 
availability section. 
 

○

Authors should write results and discussions together instead of results alone.○

Response: The Results section is updated as Results and Discussion. 
 

○

The authors should highlight the limitation of the method such as the number of samples 
were used.

○

Response: The manuscript was updated with the inclusion of the limitation 
statement. 
 

○

Please delete the word “my” in the conclusion.○

Response: Required section is updated. ○

Authors should consider improving the flow of writing.○

Response: The manuscript was checked again and revised accordingly.○
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Bangladesh 

First, I would like to thank all the authors for their nice write up. The authors explained the 
methods clearly. In introduction, the authors clearly describe the background of the project. They  
sum up the conclusion nicely. They also included necessary citations. However, I have some 
queries for the researchers:

In the methods section, what are the default parameters used in the Primer-BLAST tool for 
designing the primer?  
 

1. 

What is the rationale behind selecting MH697422 as the reference one? 
 

2. 

What are the sequences of primer-3?  
 

3. 

In the results section, have you tried using different Mg++ concentrations, higher melting 
temp. to check whether the non-specific melting curve was still there or not?

4. 

 
Addressing these points, the manuscript can be indexed.
 
Is the rationale for developing the new method (or application) clearly explained?
Yes

Is the description of the method technically sound?
Yes

Are sufficient details provided to allow replication of the method development and its use 
by others?
Yes

If any results are presented, are all the source data underlying the results available to 
ensure full reproducibility?
Yes

Are the conclusions about the method and its performance adequately supported by the 
findings presented in the article?
Yes

Competing Interests: No competing interests were disclosed.

Reviewer Expertise: Drug delivery

I confirm that I have read this submission and believe that I have an appropriate level of 
expertise to confirm that it is of an acceptable scientific standard, however I have 
significant reservations, as outlined above.

Author Response 18 Oct 2021
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Modhusudon Shaha, National Institute of Biotechnology, Dhaka, Bangladesh 

Thank you so much for your constructive comments on this. To design the appropriate 
primers, we used the defaults parameters of Primer-BLAST tool of NCBI database. More 
specifically, max Tm difference of 3oC (min Tm- 67oC and max Tm 63oC), PCR product size of 
min 70 bp, and max 200 bp. With regards to the use of MH697422 as a reference sequence, 
this accession contains the complete sequence of DNA polymerase gene of HSV2, on which 
we were interested. 
 
The sequences of primer-3 are given in the data availability section which was deposited to 
Figshare. Additionally, the primer sequences are given below- 
Forward 
GATCTACAAGGTCCCGCTCG 
Reverse 
CACCATCCCGTTCACCTTGA 
 
Regarding question 4, we used a commercially available PCR master mix (described in the 
Methods section) for PCR amplification. Therefore, we did not use different Mg++ 
concentrations.  
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