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Abstract 

The Hepatitis B surface antigen (HBsAg) is the hallmark of HBV infection. Detection of 

antibodies to HBs and the core (i.e. HBsAg and HBcAb) are primary serological algorithms in 

the laboratory diagnosis of HBV. Detection of HBsAg DNA is an important supplement to 

serological diagnosis especially in clinical cases. Simultaneous amplification of internal 

cellular controls is a good indicator of sample quality. Human P-globin is a well characterised 

housekeeping gene (HKG) that is often applied as internal controls (IC) in molecular 

diagnosis. In this study, individual plasmid clones of the human P-globin and HBs genes were 

constructed. These plasmid constructs have been applied to characterise a multiplex PCR 

assays for HBs and P-globin genes. The findings suggest detection limits of less than 10 

genome copies of either template In vitro using conventional and multiplex PCR conditions. 

Under the multiplex conditions, co-amplification of P-globin and HBsAg DNA had a resultant 

effect on assay sensitivity. This study further highlights the importance of molecular diagnosis 

in HBV infectious individuals. If fully optimised, this assay could provide a possible 

diagnostic complement to serological detection in developing countries. 

Keywords: Hepatitis B, HBs gene, Multiplex Polymerase Chain Reaction, Housekeeping 

Genes, Molecular diagnosis, Sensitivity
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Introduction 

Hepatitis B Virus (HBV) infection is a common cause of chronic hepatitis, liver cirrhosis, 

and hepatocellular carcinoma which may lead to death [1, 2]. Annually, approximately 4.5 

million new cases occur worldwide, 25% of which progress to chronic liver disease. 

Approximately 5% of the world’s populations are chronic carriers with an estimated 620,000 

annual deaths as a result of acute and chronic HBV. Although two main vaccines against 

HBV have been in use for over three decades, HBV infections still remain highly endemic in 

sub-Saharan Africa and East Asia with dire public health concerns [3, 4]. 

HBV is an enveloped DNA virus of the family Hepadnaviridae. It has a relaxed-circular 3.2 

kb genome, which is partially double-stranded (rcDNA). The HBV genome is replicated by 

reverse transcription of an RNA intermediate. It encodes four overlapping open reading 

frames that are translated into the viral core protein (C-gene), a highly conserved surface 

protein (S-gene), the viral polymerase (P-gene), and the X protein (X-gene) [5]. In part, due 

to the poor fidelity of the viral reverse transcriptase there is broad sequence-variability of the 

HBV genome with eight main genotypes (A-H) distributed worldwide [5-7]. In addition to 

other possible human genotypes [8, 9], HBV has also been reported in non-human primates 

including chimpanzees, woolly monkeys, orangutans and gorillas [10-12], while non-human 

HBV-like viruses have been reported in rodents and birds [13-15]. 

Serological and genetic markers are employed as primary algorithms for the screening and 

diagnosis of various stages and genotypes of HBV infections. The choice diagnostic 

specimen for HBV infection is the blood and the most significant targets are the viral 

envelope and capsid [16, 17]. Repeated isolation of the S-antigen (HBsAg) from the blood of 

infected persons for over 6 months is a diagnostic marker for chronicity, while ongoing 

infections are diagnosed by the presence of the e-antigen (HBeAg) in the blood [17]. HBV 

genome quantification in serum or plasma samples is an effective means of measuring viral 
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load over time and remains most informative in diagnosing a carrier state [18]. This has been 

demonstrated by PCR, which is able to detect less than 10 HBV genome copies/mL of serum 

or plasma in chronic cases [17]. Despite the high sensitivity of PCR, sensitivity or specificity 

could be adversely affected by a variety of factors such as poor sample quality or genomic 

extraction procedures; therefore the application of HKGs as ICs in molecular biology is vital. 

HKGs are indigenous genes expressed in each cell of an organism under any condition and 

typically play important roles in many basic cellular functions. There are numerous human 

HKGs, many of which have been characterised and are often applied as ICs in experimental 

studies as a result of their consistent levels of expression and high conservation despite 

infection or other factors [19, 20]. In laboratory and clinical diagnosis, the diagnostic ability 

of a test is expressed as percentages of real cases that are accurately diagnosed as positive 

and percentages of non-existent cases that are accurately diagnosed as negative i.e. sensitivity 

and specificity of the test. The occurrence of false negative (Type I error) and/ or false 

positive (Type II errors) test results largely determine how effectively an assay could 

diagnose a condition [21, 22]. 

In many developing economies, HBV diagnosis is predominantly serological [23, 24] despite 

alarming levels of prevalence reported even among blood donors [25-28], which suggests 

possibilities of misdiagnosed cases. The ideal molecular diagnostic procedure should be 

highly sensitive and reliable as well as relatively cheap and cost-effective. PCR was first 

reported by Karry Mulis in 1985 for the amplification of individual target DNA segments in a 

genome [29, 30]. In 1988, a multiplex PCR that combined several primer pairs in the same 

reaction to amplify different specific amplicons was reported [31]. The use of multiplex PCR 

is applicable to the detection of multiple amplicons, thus saving resources and substantially 

reducing turnaround time [32]. In this study a multiplex PCR assay for the detection of HBs 

gene and human P-globin is characterised as a molecular diagnostic model with ICs. Findings 
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are discussed. 
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Materials and Methods 

Cell culture 

The human lung epithelial cell line A549 and hepatoma cell line Huh7 were a generous gift 

from Professor Mark Harris (University of Leeds, UK). Human embryonic kidney epithelial 

HEK293T and cervical epithelial HeLa cell lines were a generous gift from Professor Nicola 

Stonehouse (University of Leeds, UK). Cells were maintained as monolayers in DMEM 

supplemented with 10% foetal bovine serum (FBS), 100 U/ml penicillin and 100 U/ml 

streptomycin. All cells were incubated at 37°C with 5% CO2 and passaged upon confluence 

according to standard methods [33]. 

DNA extraction 

Cells were harvested at 80% confluency by trypsinisation with Trypsin EDTA. Total genomic 

DNA was extracted using TRIZOL (phenol-chloroform method) following standard protocols 

[34]. 

Plasmid clones 

The HBsAg open reading frame flanked with Notl restriction sites and 6 base pairs (bp) 

linkers was synthesised commercially (Invitrogen, UK). The synthesised HBsAg gene was 

ligated into a ^twI-linearized pCR-Blunt vector plasmid. The ligated plasmid was transformed 

into chemically competent E.coli DH5a cells and colonies screened by digestion with Notl. 

Nucleotide BLAST of all four cell line extracts matched NCBI reference human P-globin 

(NC_018922.2) [35]. 

The human P-globin gene from A549 cells was amplified by PCR, purified by gel extraction 

and ligated into linearized pGEM T-easy plasmid vector (Life Technologies), following 

manufacturer’s instructions. Plasmid vectors were then transformed into chemically 

competent E.coli DH5a cells and colonies screened by digestion with EcoRI.  
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For quantitative analyses, plasmid copy number (PCN) was determined by standard methods 

[36]. 

PCR reagents, primers and thermocycling conditions 

All PCR reactions were carried out using QIAGEN fast cycling PCR kit, following 

manufacturer’s protocol. HBs gene was amplified using forward primer HBsAgF (5' 

GTAGTAGCCGGCCGCATGGAAGGCAT) with reverse primer HBsAgR (5' 

TACATTTAGCGGCCGCGTGTA). Human P-globin was amplified using modified GH20 

upstream (5' GTAGTAGCGGCCGCGAAGAGCCAAGGACAGGTAC) and PC04 

downstream (5' TACTACGCGGCCGCCCAACTTCATCCACGTTCACC) primers [37]. 

PCR reactions were cycled as follows; one-cycle initial denaturation at 95°C for 1 minute; 40 

cycles of 5 second denaturation at 96°C, 5 seconds annealing at 55°C (for HBV template) or 

68oC (for Human P-globin template), and extension at 68°C for a duration of 1 second per 10 

base pairs. This was immediately followed by one cycle of final extension at 72°C for 1 

minute. 

Conventional PCR 

Respective template PCN was determined as previously described. A set each of upstream 

and downstream HBs gene or P-globin primers was maintained at 0.5 pM, for respective 

templates, in a 20 pl reaction. Thermocycling conditions were maintained as previously 

described. 

Mixed primer competition PCR 

Template PCN was determined as previously described. Reactions were setup using 

increasing copies of P-globin or HBs gene templates. A set each of upstream and downstream 

HBs gene and P-globin primers was applied to final concentrations of 0.25 pM for each 

primer in a 20 pl reaction. Thermocycling conditions were maintained as previously 

described.  
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Multiplex PCR 

Template PCN was determined as previously described. Multiplex PCR was set up with 

increasing copies of P-globin and HBs gene plasmid templates (Table 1). Reactions were 

setup using upstream and downstream HBs gene and P-globin primers as previously 

described at a final concentration of 0.25 pM for each primer in a 20 pl reaction. 

Thermocycling conditions included one-cycle initial denaturation at 95°C for 1 minute; 40 

cycles of 5 second denaturation at 96°C, 5 seconds annealing at 55°C (i.e. to cover lower 

annealing temperature), and extension at 68°C for a duration of 75 minutes (i.e. to cover 

larger target size). This was immediately followed by one cycle of final extension at 72°C for 

1 minute.
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Results 

Generating control materials for PCR. 

The laboratory diagnose of clinical infections is more frequently employing molecular 

diagnostic techniques such as PCR. The use of IC in such techniques is essential for validating 

specimen quality and quantity, reducing the likelihood of false negative results. Targets 

typically used as ICs including HKG such as of P-globin, the abundance of which in 

mammalian cells is well characterised (10, 11). 

In order to isolate the human P-globin gene to use as an IC in the molecular diagnosis of HBV 

in human samples, the total genomes were extracted from four human cell lines; Huh7, A549, 

HEK293T and HeLa. The human P-globin gene was amplified from each cell extract, using 

target-specific modified PCR primers GH20 and PC04. The PCR amplicon from each cell line 

was gel-purified and sequenced. The nucleotide BLAST against known sequences showed a 

match (100 %) of all cell lines with the human chromosome 11 (from region 5226978 to 

5227216), alternate assembly CHM1_1.1 (NCBI sequence ID: re^NC_018922.2) [38]. The 

purified PCR amplicon from cells was subsequently introduced into the cloning vector pGEM 

T-easy (Figure 1A) to be employed in the downstream assays. The known sequence of the 

HBs gene was commercially synthesised as a blunt-ended DNA fragment and cloned into a 

^twI-linearized pCR-Blunt vector plasmid (Figure 1B) for downstream assays. Relative 

sensitivity of p-globin and HBs gene PCR. 

Stable plasmid clones containing the human P-globin or HBs gene allowed us to establish a 

controlled PCR for the detection of P-globin and HBs gene. In order to define the detection 

limits of these assays, respective PCR reactions were set up with a 10-fold serial dilution of 

HBs gene and human P-globin plasmid copies. PCR amplicons were separated through 2% 

agarose gel and product band intensities determined by densitometry (Figure 2). 
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For the human P-globin PCR, product was clearly detected with 102 to 1011 genomes copies 

per reaction, with a linear range of 102 to 106 genome copies per reaction. In comparison, the 

PCR for HBs gene demonstrated a reduced linear range of 101 to 105 genome copies per 

reaction. These results may suggest a 10-fold greater sensitivity for HBs gene amplification 

under these PCR conditions compared to human P-globin, albeit with a reduced overall linear 

range. 

Mixed primers competition assays. 

Multiplex PCR employs multiple primer sets for the simultaneous amplification of multiple 

amplicons. However, the use of multiple primer sets in a single reaction can result in reduced 

specificity and sensitivity in comparison to single target PCR, partly due to the reduced 

primer concentration as well as primer dimerization, which can significantly reduce template-

binding [39]. In order to address this, assays were designed to establish whether multiplex 

PCR conditions reduced the relative sensitivity of P-globin and HBs gene amplification. 

Individual reactions were setup to amplify P-globin or HBs gene using multiplex PCR 

conditions and amplicons bands quantified by densitometry (Figure 3). For both the P-globin 

and HBs gene multiplex PCR, products were detected with greater than 2.8 x 102 genome 

copies per reaction. This result would suggest that the multiplex reaction conditions reduced 

the sensitivity of HBs gene PCR approximately 10-fold, even in the absence of any P-globin 

or other competitive templates. 

Multiplex PCR. 

In the application of HKG as ICs it is possible their consistent availability, which could be in 

greater amounts than target pathogens, can change the relative sensitivity of the PCR. In order 

to assess how an excess of host-specific P-globin [19, 20, 40, 41] could change the sensitivity 

of the multiplex assay, increasing copy numbers of human P-globin and HBs gene were co-

amplified in multiplex PCR reactions. Both amplicons were co-analysed by gel 
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electrophoresis and intensities of the HBs gene (0.75 kb) and human P-globin (0.26 kb) DNA 

bands measured by densitometry (Figure 4). 

A linear relationship between input multi-template genome copy number and amplified 

product within a multiplex PCR environment was observed. Like before, for the HBs gene 

under multiplex conditions in the absence of competing P-globin DNA (i.e. 0 P-globin gene 

copy), products were only detected with greater than 2.8 x 102 genome copies per reaction. 

Upon addition of an increasing amount of competing P-globin DNA, a stepwise increase in 

product was observed even with below-detectable levels of HBs gene targets. This is 

indicative of non-specific amplification under multiplex PCR conditions when both target 

templates are present. Despite such, non-specific amplification, a linear increase in product 

was observed with greater that 2.8 x 102 HBs genome copies up to 2.8 x 104 copies per 

reaction. Therefore, after accounting for the non-specific amplification, the multiplex PCR 

can still be specifically detected above 2.8 x 102 HBs genome copies per reaction. 

Similar results were observed for the detection of P-globin target under multiplex conditions, 

with an addition of increasing amount of competing DNA resulting in a stepwise increase in 

product observed with below-detectable levels of HBs of P-globin target gene. Again, such 

observations would be suggestive of non-specific amplification. However, an increase in PCR 

product was observed with greater than 2.8 x 102 of P-globin gene copies per reaction. Thus, 

the multiplex PCR can detect greater than 2.8 x 102 copies of P-globin DNA even under 

greater quantity of competing DNA. Therefore the multiplex PCR conditions can specifically 

detect both HBs and P-globin at greater than 2.8 x 102 DNA copies per reaction.
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Discussion 

The data suggests that PCR-amplification of HBs gene may be a highly sensitive and 

reliable means of diagnosing hepatitis. Serological detection of HBV infection is often 

applied to screening, diagnosis, and immuno-surveillance [16] as an affordable option 

with a quick turnaround time, [42-44] however, it does not detect career status, levels 

of viremia or chronicity. The supplementary detection of the HBVs gene may be more 

robust for diagnosis; to determine viral load, HBV genotype; to screen for anti-viral 

resistance, drug/therapeutic efficacy [43], etc. Under conditions of conventional PCR, 

target genes are primed from single templates by a set of forward- and reverse-oriented 

gene-specific oligoes, and amplified by a DNA polymerase in the presence of dNTPs. 

With these assays, 10 genomic copies of HBs gene were detectable with a single set of 

primers from a single template in a conventional PCR. Thus, as would be anticipated, 

amplification of parts or all of the HBV genome by conventional PCR is very specific 

with low detection limits [43]. 

The large difference in size between HBs gene and P-globin amplicons allowed for 

easy differentiation of both PCR products with these assays at varied primer 

concentrations. The ability to co-amplify templates within a single PCR reaction could 

significantly reduce diagnostic turnaround time especially in clinical settings. HKGs 

are indigenous and host- specific [20]. They are ideal quality indicators in medical 

diagnostics. The multiplex PCR conditions reduced PCR sensitivity approximately 10-

fold compared to conventional PCR, limiting the dynamic range from 2.8 x 102 up to 

2.8 x 104 gene copies per reaction. This reduced dynamic range could suggest that a 

limited serial dilution of sample may be required for semi-quantitative diagnostic 

purposes. Under conditions where both PCR targets are present, the sensitivity of the 

multiplex PCR did not appear to change significantly. However, the specificity of the 
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multiplex PCR was reduced with some non-specific amplification observed in the 

presence of high concentration of non-target DNA.  
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The multiplex assays suggest that, at optimal priming conditions, co-amplifying P-

globin together with the gene of interest (e.g. HBs DNA) integrates a standard 

qualitative sample- based positive control, as an alternative to multiple PCR reactions, 

thereby avoiding risks of contamination. However these advantages come at the cost of 

a slightly reduced sensitivity, and importantly reduced specificity. This latter limitation 

could however be potentially accounted for by performing a small limiting dilution 

alongside standardised dilution series of P-globin and HBs target DNA clones. 

Furthermore, a dilution series of P-globin could be used to generate an ideal standard 

curve to quantitatively assess abundance of template in the sample. 

In the laboratory diagnosis of HBV, PCR has been shown to have very high sensitivity 

and specificity [16]. In this study, the sensitivity [22], of conventional PCR was 

observed to be higher than the multiplex PCR assays and multi-primer competition 

PCR. This strengthens the submission that PCR efficiency is dependent on amounts of 

available primers and if they are in excess [45]. It further suggests that assay multiplex 

PCR assay could be ideal for multiple template amplification within a single reaction. 

Conclusion 

These findings suggest detection limits of less than 10 genome copies of either template 

in conventional and multiplex PCR conditions. With the use of multi-primer sets for the 

amplification of single and multi-template samples, these findings show that not only 

are ICs good indicators of quality assurance of sample processing, co-amplification of 

IC with gene of interest (HBs) may have a resultant effect on the viability of the chosen 

assay. If fully optimised, this assay would provide a diagnostic complement to 

serological diagnosis and/ or screening of HBV thus providing a semi-quantitative 

measurement of viral load. Such assays have been applied to diagnose multiple of 

organisms [46] or conditions from limited clinical samples within a single reaction. 



15 
 

Author’s contributions 

OOA conceived the study; OOA and MRH designed the study protocol; OOA carried 

out all experiments; OOA and MRH analysed and interpreted the data. All authors 

drafted the manuscript. All authors critically revised the manuscript for intellectual 

content. All authors read and approved the final manuscript. 

Acknowledgement 

The authors would like to thank Professors N.J. Stonehouse and D.J. Rowlands for 

accommodating the study. 

Funding 

This work was supported by the Tertiary Education Trust Fund (TETfund), Nigeria 

[grant number, TETFund/DESS/NRF/20/13/STI/VOL.1] and carried out in 

collaboration with the Stonehouse group at the School of Cellular and Molecular 

Biology, Faculty of Biological Sciences, University of Leeds, UK. 

Competing interests: None declared. 

Ethical approval: Not required.



15 

 

References 

1. Goldstein, S.T., et al., A mathematical model to estimate global hepatitis B disease 
burden and vaccination impact. Int J Epidemiol, 2005. 34(6): p. 1329-39. 

2. Zanetti, A.R., P. Van Damme, and D. Shouval, The global impact of vaccination 
against hepatitis B: a historical overview. Vaccine, 2008. 26(49): p. 6266-73. 

3. Kao, J.H. and D.S. Chen, Global control of hepatitis B virus infection. Lancet Infect 
Dis, 2002. 2(7): p. 395-403. 

4. Publication, W.H.O., Hepatitis B vaccines: WHO position paper--recommendations. 
Vaccine, 2010. 28(3): p. 589-90. 

5. Lau, J.Y. and T.L. Wright, Molecular virology and pathogenesis of hepatitis B. 
Lancet, 1993. 342(8883): p. 1335-40. 

6. Kramvis, A., M. Kew, and G. Francois, Hepatitis B virus genotypes. Vaccine, 2005. 
23(19): p. 2409-2423. 

7. Hayer, J., et al., HBVdb: a knowledge database for Hepatitis B Virus. Nucleic Acids 
Research, 2013. 41(D1): p. D566-D570. 

8. Tran, T.T., T.N. Trinh, and K. Abe, New complex recombinant genotype of hepatitis B 
virus identified in Vietnam. J Virol, 2008. 82(11): p. 5657-63. 

9. Tatematsu, K., et al., A genetic variant of hepatitis B virus divergent from known 
human and ape genotypes isolatedfrom a Japanese patient and provisionally assigned 
to new genotype J. J Virol, 2009. 83(20): p. 10538-47. 

10. Lanford, R.E., et al., Isolation of a hepadnavirus from the woolly monkey, a New 
World primate. ProcNatl Acad Sci U S A ,  1998. 95(10): p. 5757-61. 

11. Vaudin, M., et al., The complete nucleotide sequence of the genome of a hepatitis B 
virus isolatedfrom a naturally infected chimpanzee. J Gen Virol, 1988. 69 ( Pt 6): p. 
1383-9. 

12. Warren, K.S., et al., A new group of hepadnaviruses naturally infecting orangutans 
(Pongopygmaeus). J Virol, 1999. 73(9): p. 7860-5. 

13. Summers, J., J.M. Smolec, and R. Snyder, A virus similar to human hepatitis B virus 
associated with hepatitis and hepatoma in woodchucks. Proc Natl Acad Sci U S A, 
1978. 75(9): p. 4533-7. 

14. Marion, P.L., et al., A Virus in Beechey Ground-Squirrels That Is Related to Hepatitis-
B Virus of Humans. Proceedings of the National Academy of Sciences of the United 
States of America-Biological Sciences, 1980. 77(5): p. 2941-2945. 

15. Mason, W.S., G. Seal, and J. Summers, Virus of Pekin ducks with structural and 
biological relatedness to human hepatitis B virus. J Virol, 1980. 36(3): p. 829-36. 

16. Krajden, M., G. McNabb, and M. Petric, The laboratory diagnosis of hepatitis B virus. 
Can J Infect Dis Med Microbiol, 2005. 16(2): p. 65-72. 

17. Kao, J.H., Diagnosis of hepatitis B virus infection through serological and virological 
markers. Expert Rev Gastroenterol Hepatol, 2008. 2(4): p. 553-62. 

18. Heermann, K.H., et al., Quantitative detection of hepatitis B virus DNA in two 



16 

 

international reference plasma preparations. Eurohep Pathobiology Group. J Clin 
Microbiol, 1999. 37(1): p. 68-73. 

19. Dheda, K., et al., Validation of housekeeping genes for normalizing RNA expression in 
real-time PCR. Biotechniques, 2004. 37(1): p. 112-+. 

20. Eisenberg, E. and E.Y. Levanon, Human housekeeping genes, revisited (vol 29, pg 
569, 2013). Trends in Genetics, 2014. 30(3): p. 119-120. 

21. Akobeng, A.K., Understanding diagnostic tests 1: sensitivity, specificity and 
predictive values. Acta Paediatrica, 2007. 96(3): p. 338-341. 

22. Smith, C.J., Diagnostic tests (1) - sensitivity and specificity. Phlebology, 2012. 27(5): 
p. 250-251. 

23. Zampino, R., et al., Hepatitis B virus burden in developing countries. World J 
Gastroenterol, 2015. 21(42): p. 11941-53. 

24. Stabinski, L., et al., Prevalence of HIV and hepatitis B virus co-infection in sub- 
Saharan Africa and the potential impact and program feasibility of hepatitis B surface 
antigen screening in resource-limited settings. J Acquir Immune Defic Syndr, 2015. 
68 Suppl 3: p. S274-85. 

25. Afzali, H., et al., Prevalence of Hepatitis B Surface Antigen in Pregnant Women in 
Beheshti Hospital ofKashan, Isfahan. Iranian Red Crescent Medical Journal, 2015. 
17(7): p. e20598. 

26. Adegbesan-Omilabu, M., et al., Seroprevalence of hepatitis B virus infection among 
pregnant women at the antenatal booking clinic of a Tertiary Hospital in Lagos 
Nigeria. Nigerian Journal of Clinical Practice, 2015. 18(6): p. 819-823. 

27. Olokoba, A., et al., Hepatitis B virus infection amongst pregnant women in North-
Eastern Nigeria-A call for action. Nigerian Journal of Clinical Practice, 2011. 14(1): 
p. 10-13. 

28. Musa, B.M., et al., Prevalence of hepatitis B virus infection in Nigeria, 2000-2013: A 
systematic review and meta-analysis. Nigerian Journal of Clinical Practice, 2015. 
18(2): p. 163-172. 

29. Mullis, K., et al., Specific enzymatic amplification of DNA in vitro: the polymerase 
chain reaction. Cold Spring Harb Symp Quant Biol, 1986. 51 Pt 1: p. 263-73. 

30. Saiki, R.K., et al., Enzymatic amplification of beta-globin genomic sequences and 
restriction site analysis for diagnosis of sickle cell anemia. Science, 1985. 230(4732): 
p. 1350-4. 

31. Chamberlain, J.S., et al., Deletion screening of the Duchenne muscular dystrophy 
locus via multiplex DNA amplification. Nucleic Acids Res, 1988. 16(23): p. 11141-56. 

32. Markoulatos, P., N. Siafakas, and M. Moncany, Multiplex polymerase chain reaction: 
a practical approach. J Clin Lab Anal, 2002. 16(1): p. 47-51. 

33. Masters, J.R. and G.N. Stacey, Changing medium and passaging cell lines. Nat Protoc, 
2007. 2(9): p. 2276-84. 

34. Chomczynski, P., A Reagent for the Single-Step Simultaneous Isolation of Rna, DNA 
and Proteins from Cell and Tissue Samples. Biotechniques, 1993. 15(3): p. 532-&. 

35. Taylor, T.D., et al., Human chromosome 11 DNA sequence and analysis including 



17 

 

novel gene identification. Nature, 2006. 440(7083): p. 497-500. 

36. Cooper, N.S., M.E. Brown, and C.A. Caulcott, A mathematical methodfor analysing 
plasmid stability in micro-organisms. J Gen Microbiol, 1987. 133(7): p. 1871-80. 

37. Resnick, R.M., et al., Detection and Typing of Human Papillomavirus in Archival 
Cervical-Cancer Specimens by DNA Amplification with Consensus Primers. Journal of 
the National Cancer Institute, 1990. 82(18): p. 1477-1484. 

38. Lowe, T.M. and S.R. Eddy, tRNAscan-SE: A program for improved detection of 
transfer RNA genes in genomic sequence. Nucleic Acids Research, 1997. 25(5): p. 
955-964. 

39. Brownie, J., et al., The elimination of primer-dimer accumulation in PCR. Nucleic 
Acids Research, 1997. 25(16): p. 3235-3241. 

40. Gong, R. and S.Y. Li, Extraction of human genomic DNA from whole blood using a 
magnetic microsphere method. International Journal of Nanomedicine, 2014. 9: p. 
3781-3788. 

41. Banda, M., et al., Evaluation and validation of housekeeping genes in response to 
ionizing radiation and chemical exposure for normalizing RNA expression in realtime 
PCR. Mutation Research-Genetic Toxicology and Environmental Mutagenesis, 2008. 
649(1-2): p. 126-134. 

42. Wu, X., et al., [Sensitivity and specificity of 4 domestic ELISA kits for detection of 
hepatitis B virus markers]. Zhonghua Liu Xing Bing Xue Za Zhi, 2008. 29(9): p. 915-
8. 

43. Villar, L.M., et al., Update on hepatitis B andC virus diagnosis. World J Virol, 2015. 
4(4): p. 323-42. 

44. Ba Alawi, F., et al., The reliability ofHBV core antibody in serological screening for 
hepatitis B virus. Pathology, 2013. 45(5): p. 501-5. 

45. Lorenz, T.C., Polymerase Chain Reaction: Basic Protocol Plus Troubleshooting and 
Optimization Strategies. Journal of Visualized Experiments : JoVE, 2012(63): p. 
3998. 

46. Binnicker, M.J., Multiplex Molecular Panels for Diagnosis of Gastrointestinal 
Infection: Performance, Result Interpretation, and Cost-Effectiveness. Journal of 
Clinical Microbiology, 2015. 53(12): p. 3723-3728. 

47. Saiki, R.K., et al., Primer-Directed Enzymatic Amplification of DNA with a 
Thermostable DNA-Polymerase. Science, 1988. 239(4839): p. 487-491. 

48. Coutlee, F., et al., Nonisotopic detection and typing of human papillomavirus DNA in 
genital samples by the line blot assay. Journal of Clinical Microbiology, 1999. 37(6): 
p. 1852-1857. 



 

  



Figure 1. Plasmid constructs. (A) Total genomic DNA was extracted from A549,    

HEK293T, Huh7 and HeLa cell lines. The く-globin gene was amplified by PCR using a    

modification of upstream (PC04) and downstream (GH20) く-globin primers [37, 47, 48].    

PCR amplicons were gel-purified and sequenced. Alignment of human く-globin gene extract    

against known human く-globin sequence are shown. The く-globin extract was ligated into an    

EcoRI-linearised pGEM T-easy vector plasmid. Plasmid map shows HBs gene (blue),    

restriction sites (red), and selection markers (black). Plasmid was transformed into    

chemically competent E. coli DH5g cells. Colonies were picked randomly, screened for 

inserts by digestion with EcoRI. (B) The HBV s-fragment gene was commercially    

synthesised with upstream and downstream NotI restriction sites (red letters) and ligated into    

a pCRBlunt vectors. Plasmid map shows HBs gene (blue), restriction sites (red), and    

selection markers (black). Plasmid was transformed into chemically competent (E. coli)    

DH5g cells. Twelve colonies were picked randomly, screened for inserts by restriction    

enzyme digest using NotI. 
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Figure 2. Input copy numbers assay showing densitometric plots of P-globin and HBs genes. 

In order to determine the linear ranges of conventional PCR for (A) P-globin and (B) HBs 

gene, the respective genes were amplified by PCR from a serial dilution of cloned targets 

with logarithmic increments in genome number. PCR amplicon was run through 2% agarose 

gel and DNA bands quantified by densitometry (n = 2 ± S.E.M). 
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on PCR efficiency either (A) human P-globin or (B) HBsAg was amplified in a multiplex 

reaction containing equal concentrations of P-globin and HBsAg -specific primers. PCR 

products were analysed by agarose gel electrophoresis and DNA bands quantified by 

densitometry (n = 2 ± S.E.M).
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Figure 1. Multiplex PCR of P-globin and HBsAg with increasing genome copies. (A) 

Multiplex PCR of HBVsAg with increasing input copy number of P-globin. (B) Multiplex PCR of P-

globin with increasing input copy number of HBVsAg. Both PCR amplicons were analysed by gel 

electrophoresis and DNA bands quantified by densitometry. A positive PCR was determined as 

having a relative density of above 0.05, based upon the data from the mixed primer competition 

assays. For clarity the area of the graph below 0.05 is shaded grey. (n = 2 ± S.E.M). 




