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PCV2-DNA in formalin-fixed and paraffin
embedded lymph nodes of wild boar (Sus scrofa
ssp. scrofa): one sampling approach for two
laboratory techniques
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Abstract

Superficial inguinal lymph nodes from 72 wild boars examined in a previous immunohistochemical (IHC) study on
porcine circovirus type 2 (PCV2) were selected for a PCV2 polymerase chain reaction (PCR) analysis. Four of these
lymph nodes were PCV2-IHC strongly positive with PMWS histological lesions (outcome 1), 6 weak to mild PCV2-
IHC positive without PMWS histological lesions (outcome 2) and 62 PCV2-IHC negative. Considering IHC the gold
standard for diagnosis, the aims of the study were to evaluate the suitability of the PCV2-DNA extraction from
formalin-fixed and paraffin-embedded (FFPE) tissue and the sensitivity and specificity of PCR under two IHC
interpretations criteria: (A) the sample was considered positive if the result was outcome 1; (B) the sample was
considered positive if the result was outcome 1 or 2. Under (A) criteria, sensitivity and specificity of PCR were 100%
and 89.7%, respectively; the Cohen’s Kappa coefficient was 0.49. Under (B) criteria, sensitivity and specificity of PCR
were 80.0% and 95.2%, respectively; the Cohen’s Kappa coefficient was 0.72. The high Cohen’s Kappa coefficient
under the (B) interpretative criteria indicates good agreement between the two methods. In conclusion, 1) DNA
extracted from FFPE specimens of wild boar is suitable for PCR and further represents a screening test for PCV2/
PCVD (PCV2 Diseases) investigations in wild boar as well; 2) routine histological sampling can also be useful for
PCV2 virological studies in wild boar.

Findings
Since 1998, Porcine Circovirus type 2 (PCV2) has been
recognized to play an important role in postweaning
multisystemic wasting syndrome (PMWS), as well as in
many other pathologies in pig [1] defined as PCVD
(PCV2 Diseases), causing huge economic losses to swine
husbandry in all affected countries. The host spectrum
is limited to the genus Sus [1] and numerous studies
report in wild boar both PCV2 infection and associated
diseases [2-5]. The wide spread of the infection and the
absence of a close correlation between this and the
pathological description made in situ tests (immunohis-
tochemistry-IHC and in situ hybridization-ISH) the gold
standard for the diagnosis of PCVD [1], whereby the

causative agent is highlighted in the lesion. Despite this,
it is also true that the greater sensitivity of PCR based
methods [6] can provide more accurate information in
assessing the infection prevalence in wild boar [3,7,8]. In
many cases, paraffin embedded material is available as
well as frozen serum samples [9,10].
In the light of that, some studies have developed

sophisticated techniques to extract viral nucleic acid,
from formalin-fixed and paraffin-embedded (FFPE) speci-
mens, sufficiently preserved to be submitted for biomole-
cular investigations [10,11]. The objectives of the present
study were: 1) to carry out PCV2-DNA extraction and a
subsequent investigation on FFPE with PCR in wild boar;
2) to compare the PCR results with those obtained on
the same samples by IHC.
In a previous study [2], 148 superficial inguinal lymph

nodes, from as many wild boar shot in the Bologna Pro-
vince (44°00’N, 11°00’E) and in the Colli Euganei Regional

* Correspondence: federico.morandi@unibo.it
1Department of Veterinary Medical Science, University of Bologna, via Tolara
di Sopra 50, 40064 Ozzano dell’Emilia, Bologna, Italy
Full list of author information is available at the end of the article

Morandi et al. Acta Veterinaria Scandinavica 2012, 54:17
http://www.actavetscand.com/content/54/1/17

© 2012 Morandi et al; licensee BioMed Central Ltd. This is an Open Access article distributed under the terms of the Creative Commons
Attribution License (http://creativecommons.org/licenses/by/2.0), which permits unrestricted use, distribution, and reproduction in
any medium, provided the original work is properly cited.

mailto:federico.morandi@unibo.it
http://creativecommons.org/licenses/by/2.0


Park (45°14’N, 11°45’E), were examined with an IHC tech-
nique. Within the total amount, 72 lymph nodes were
selected according to the following criteria: PCV2-IHC
strongly positive lymph nodes with PMWS histological
lesions (4 samples; outcome 1); weak to mild PCV2-IHC
positivity without PMWS histological lesions (6 samples;
outcome 2); randomly chosen PCV2-IHC negative lymph
nodes (62 samples; outcome 3) (Table 1).
A number of FFPE 4-μm-thick sections were cut in

order to collect 20 mg of tissue in a 1.5 ml tube. The sec-
tions were dewaxed twice in 1.2 ml of Solvent Plus (Carlo
Erba, Milan, Italy) at room temperature (RT) for 10 min-
utes and centrifuged at 13.000 Rpm for 4 minutes. The
specimens were then rinsed twice in 1.2 ml of 100% Etha-
nol (Carlo Erba, Milan, Italy) at RT and centrifuged at
13.000 Rpm for 4 minutes. The tissues were dried at 37°C
for 15 minutes (allowing ethanol to evaporate) and then
processed for DNA isolation with a RBC BioScience kit,
according to the manufacturer’s instructions. Nucleic acid
was then loaded on a PCR reaction in accordance with the
protocol published by Ouardani et al. [12]. The set of pri-
mers, including ORF2.PCV2.S4 and ORF2.PCV2.AS4, was
designed to amplify a 493 bp product located on PCV2
ORF-2. The cycling conditions were the following: 1’ at
95°C; 1’ at 95°C, 1’ at 55°C, 1’ at 72°C (for 35 cycles); a
final extension at 72°C for 7’. Products were run on a 1%
agarose gel, in 1x TAE Buffer, stained with GelRed and
DNA fragments were separated by size by electrophoresis.
The relative sensitivity and specificity of PCR versus IHC
were evaluated using two criteria of interpretation: A) con-
sidering positive only samples with “outcome 1” (strict
interpretation), or B) considering positive samples with
“outcome 1 or 2” (permissive interpretation). The overall
agreement between the two methods, separately as for
strict and permissive interpretation, was calculated as well
as sensitivity and specificity.
The results from the 72 samples are presented in Table

1. Comparing the two methods, an overall agreement of
results (IHC vs PCR) was found in 93.1% of cases (67 of
72). Concordance was 100% in the 4 cases showing both
typical PMWS lesions and strong IHC positivity (IHC-out-
come 1). In 2 samples, showing moderate to weak IHC
positivity and focal distribution (IHC-outcome 2), PCR
was negative. The opposite result was registered in 3

subjects of the IHC negative group (IHC-outcome 3) that
showed PCR positivity. Finally, 10 of the 72 selected sam-
ples were IHC-positive, while PCR revealed a ratio of
11/72 positive. For IHC strict interpretation, sensitivity
and specificity of PCR vs IHC were 100% and 89.7% (95%
C.I.: 82.5-96.9), respectively. For IHC permissive interpre-
tation, they were 80.0% (95% C.I.: 55.2-100) and 95.2%
(95% C.I.: 89.8-100), respectively. Cohen’s Kappa values
were 0.49 (moderate agreement) and 0.72 (good agree-
ment), respectively.
The mutual importance of the domestic pig and wild

boar in the spread and transmission of PCV2 has been
recently investigated [3]. The availability of methods to
conduct retrospective studies in pigs [9,13] can help to
increase knowledge regarding the dynamics of PCV2
infection also in wild boar. By means of the proposed
techniques, it is possible to extract PCV2-DNA from
FFPE samples, as in domestic pigs, both in subjects bear-
ing PMWS lesions and in those with only infection.
The method can provide several advantages such as: 1)

the use of archival material for retrospective studies on
the epidemiology of PCV2 infection in the wild; 2) histo-
logical sampling to be also tested and preserved for DNA
assessments (simplifying the work of both technicians
and hunters, as one sample can cover two fields of inves-
tigation). It is well known that DNA quality from FFPE
specimens depends on many factors, such as the length
of time between surgical removal of the tissues and for-
malin fixation, prolonged storage of samples (in formalin
or in paraffin blocks) [10,11], variable levels of nucleases
detected in different tissues [14]. Both the results of
amplification and IHC can be affected by subcellular
modifications (i.e. crosslinking between proteins and/or
nucleic acids that provides a strong steric hindrance
creating an intricate physical barrier) induced by these
treatments [15]. To follow the behavior of our samples,
both negative/positive and internal controls were added
to the collection examined. As reported in the literature
[6], the results show a greater specificity of IHC com-
pared to PCR in PMWS cases, where a very high amount
of PCV2 is present in the lesions [1]. Two IHC-positive
samples werenegative with PCR and this can be due, as
well as to the processing procedure [10,11] also to factors
intrinsic to the sample: weakly-positive IHC or, in parti-
cular, focal positivity in a few lymphoid follicles, decreas-
ing the probability to select areas containing the virus.
Finally, 3 IHC-negative but PCR-positive subjects would
confirm the greater sensitivity of the latter technique.
However, it should be noted that IHC does not detect
only the mere presence of infection, but also proves the
presence of the virus within the lesions, allowing the
diagnosis of PCVD. In epidemiologic studies in wild pigs,
the use of IHC as a single method could represent a lim-
iting factor due to the lower viral load observed than in

Table 1 Comparison of PCR and IHC results

IHC

strongly
positive

(outcome 1)

mildly/weakly positive
(outcome 2)

negative
(outcome 3)

PCR + 4 4 3 11

- 0 2 59 61

4 6 62 72
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domestic pigs [3]. This evidence is also supported by a
very low prevalence of disease [2-5], suggesting that a
more sensitive experimental approach, as the nested-
PCR, could allow to achieve more satisfactory results, as
also reported by Kim and Chae [10]. The relatively high
Cohen’s Kappa values observed, especially by permissive
interpretation, suggested possible advantages of using the
PCR method on FFPE specimens as a possible screening
approach also for wild boar samples: because it is more
sensitive than IHC, all cases of the disease were diag-
nosed as positive.
In conclusion, this sampling approach can be adopted

as a “ready to use protocol” by field technicians and/or
it allows the exploitation of archived samples for epide-
miological study of PCV2 in wild boar.

Acknowledgements
Special thanks for the helpfulness and kindness go to: Colli Euganei Regional
Park, in the person of M. Gallo; Institute for the Protection and
Environmental Research (ex-INFS), in the persons of F. Riga and M. Scacco.
Moreover, we thank N. Canetti and the Provinces of Bologna and Padua.

Author details
1Department of Veterinary Medical Science, University of Bologna, via Tolara
di Sopra 50, 40064 Ozzano dell’Emilia, Bologna, Italy. 2Department of Animal
Pathology, Prophylaxis and Food Hygiene, University of Pisa, Viale delle
Piagge 2, 56124 Pisa, Italy.

Authors’ contributions
FM participated in the design of the study, collection of samples and
prepared the manuscript. SP carried out lab assessments. RV participated in
the design of the study and the collection of samples. FO participated in the
analysis data and drafted the manuscript. CB and GS conceived the study,
and participated in its design and coordination. All authors read and
approved the final manuscript.

Competing interests
The authors declare that they have no competing interests.

Received: 31 May 2011 Accepted: 26 March 2012
Published: 26 March 2012

References
1. Segalés J, Allan GM, Domingo M: Porcine circovirus diseases. Anim Health

Res Rev 2005, 6:119-142.
2. Morandi F, Verin R, Sarli G, Canetti N, Scacco M, Panarese S, Poli A: Porcine

circovirus type 2 (PCV2) antigen localisation and post-weaning
multisystemic wasting syndrome (PMWS) in free-ranging wild boar (Sus
scrofa ssp scrofa) in Italy. Eur J Wildl Res 2010, 56:717-724.

3. Reiner G, Bronnert B, Hohloch C, Fresen C, Haack I, Willems H, Reinacher M:
Qualitative and quantitative distribution of PCV2 in wild boars and
domestic pigs in Germany. J Vet Microbiol 2010, 145:1-8.

4. Vicente J, Segalés J, Höfle U, Balasch M, Plana-Duràn J, Domingo M,
Gortàzar C: Epidemiological study on porcine circovirus type 2 (PCV2)
infection in European wild boar (Sus scrofa). Vet Res 2004, 35:243-253.

5. Ellis J, Spinato M, Yong C, West K, McNeilly F, Meehan B, Kennedy S, Clark E,
Krakowka S, Allan GM: Porcine circovirus 2-associated disease in Eurasian
wild boar. J Vet Diagn Invest 2003, 15:364-368.

6. Kim J, Chae C: A comparison of virus isolation, polymerase chain
reaction, immunohistochemistry, and in situ Hybridization for the
detection of porcine circovirus 2 and porcine parvovirus in
experimentally and naturally coinfected pigs. J Vet Diagn Invest 2004,
16:45-50.

7. Cságola A, Kecskeméti S, Kardos G, Kiss I, Tuboly T: Genetic
characterization of type 2 porcine circoviruses detected in Hungarian
wild boars. Arch Virol 2006, 151:495-507.

8. Toplak I, Grom J, Hostnik P, Barlič-Maganja D: Phylogenetic analysis of
type 2 porcine circoviruses identified in wild boar in Slovenia. Vet Rec
2004, 155:178-180.

9. Jacobsen B, Krueger L, Seeliger F, Bruegmann M, Segalés J,
Baumgaertner W: Retrospective study on the occurrence of porcine
circovirus 2 infection and associated entities in Northern Germany. Vet
Microbiol 2009, 138:27-33.

10. Kim J, Chae C: Optimized protocols for the detection of porcine
circovirus 2 DNA from formalin-fixed paraffin-embedded tissues using
nested polymerase chain reaction and comparison of nested PCR with
in situ hybridization. J Virol Methods 2001, 92:105-111.

11. Greer CE, Peterson SL, Kiviat NB, Manos MM: PCR amplification from
paraffin-embedded tissue. Effects of fixative and fixation time. Am J Clin
Pathol 1991, 95:117-124.

12. Ouardani M, Wilson L, Jetté R, Montpetit C, Dea S: Multiplex PCR for
detection and typing of porcine circoviruses. J Clin Microbiol 1999,
37:3917-3924.

13. Kim HH, Park SI, Hyun BH, Park SJ, Jeong YJ, Shin DJ, Chun YH, Hosmillo M,
Lee BJ, Kang MI, Cho KO: Genetic diversity of porcine circovirus type 2 in
Korean pigs with postweaning multisystemic wasting syndrome during
2005-2007. J Vet Med Sci 2009, 71:349-353.

14. Goelz SE, Hamilton SR, Vogelstein B: Purification of DNA from
formaldehyde fixed and paraffin embedded human tissue. Biochem
Biophys Res Commun 1985, 130:118-126.

15. Nuovo GJ: The foundations of successful RT in situ PCR. Front Biosci 1996,
1:c4-c15.

doi:10.1186/1751-0147-54-17
Cite this article as: Morandi et al.: PCV2-DNA in formalin-fixed and
paraffin embedded lymph nodes of wild boar (Sus scrofa ssp. scrofa):
one sampling approach for two laboratory techniques. Acta Veterinaria
Scandinavica 2012 54:17.

Submit your next manuscript to BioMed Central
and take full advantage of: 

• Convenient online submission

• Thorough peer review

• No space constraints or color figure charges

• Immediate publication on acceptance

• Inclusion in PubMed, CAS, Scopus and Google Scholar

• Research which is freely available for redistribution

Submit your manuscript at 
www.biomedcentral.com/submit

Morandi et al. Acta Veterinaria Scandinavica 2012, 54:17
http://www.actavetscand.com/content/54/1/17

Page 3 of 3

http://www.ncbi.nlm.nih.gov/pubmed/16583778?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15099500?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15099500?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12918819?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12918819?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/14974846?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/14974846?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/14974846?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/14974846?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16328152?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16328152?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16328152?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15357380?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15357380?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19268497?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19268497?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11226557?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11226557?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11226557?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11226557?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/1846996?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/1846996?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/10565907?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/10565907?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19346706?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19346706?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19346706?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/2992457?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/2992457?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9159200?dopt=Abstract

	Abstract
	Findings
	Acknowledgements
	Author details
	Authors' contributions
	Competing interests
	References

