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Raccoon dogs might have been intermediate hosts for
severe acute respiratory syndrome–associated coronavirus in 2002–2004. We demonstrated susceptibility of raccoon dogs to severe acute respiratory syndrome coronavirus 2 infection and transmission to in-contact animals.
Infected animals had no signs of illness. Virus replication
and tissue lesions occurred in the nasal conchae.

S

evere acute respiratory syndrome coronavirus 2
(SARS-CoV-2) emerged in Wuhan, China, at the
end of 2019. Researchers have identified close relatives to SARS-CoV-2 in bats (1) and pangolins (order
Pholidota) (2,3). Whether the pandemic was initiated by direct transmission from bats or through an
intermediate mammalian host is still under debate
(4). During the 2002–2004 severe acute respiratory
syndrome pandemic, researchers documented the
causative virus in raccoon dogs (Nyctereutes procyonoides) in China, indicating that these animals might
have been intermediate hosts for the virus (5). Fur
producers in China own >14 million captive raccoon
dogs, accounting for ≈99% of the global share of raccoon dogs (6) (Appendix Figure 1, panel A, https://
wwwnc.cdc.gov/EID/article/26/12/20-3733-App1.
pdf). However, whether these animals are susceptible
to SARS-CoV-2 is unknown. Using our established
study design (7), we characterized susceptibility, viral shedding, transmission potential, serologic reactions, and pathologic lesions of raccoon dogs after
experimental SARS-CoV-2 infection.
The Study
We intranasally inoculated 9 naive raccoon dogs
with 105 50% tissue culture infectious dose (TCID50)
SARS-CoV-2 2019_nCoV Muc-IMB-1. We introduced
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3 naive animals 24 hours after inoculation to test for
direct transmission (Figure 1). We sorted animals into
4 groups of 3 individual cages separated by meshed
wire and placed each naive contact animal between
2 inoculated animals (Appendix Figure 2). We also
used 2 naive animals as controls. Although several
animals (animal nos. 4, 5, and 10) were slightly lethargic 4 days after inoculation, none of the exposed or
contact animals had fever, weight loss, or other signs
of clinical infection.
To monitor viral shedding, we collected nasal,
oropharyngeal, and rectal swab samples on days 2,
4, 8, 12, 16, 21, and 28. We measured viral RNA by
quantitative reverse transcription PCR and the levels
of infectious virus by titration on Vero E6 cells (Figure 2). We observed viral shedding in 6 (66.7%) of 9
inoculated animals. Because we did not detect viral
shedding in animal nos. 4, 8, and 9 during the 28-day
observation period, we concluded that these animals
were not successfully infected. The infected animals
shed virus in nasal and oropharyngeal swab samples
on days 2–4; we found viral RNA in nasal swab samples until day 16 (animal no. 7). The mean viral genome load was 3.2 (range 1.0–6.45) log10 genome copies/mL for nasal swab samples, 2.9 (range 0.54–4.39)
log10/mL for oropharyngeal swab samples, and 0.71
(range 0.31–1.38) log10/mL for rectal swab samples.
Titrations showed the same trend; viral titers peaked
at 4.125 log10 TCID50/mL in nasal swabs on day 2. We
successfully isolated virus from all except 2 RNApositive samples that had a cycle threshold of <27.
However, we could not isolate virus from samples
that had a cycle threshold >27 (Appendix Figure 3).
We detected infection in 2 (66.7%) of 3 contact animals (nos. 10 and 11) (Figure 2; Appendix Figure 2).
We first detected viral RNA in animal no. 10 on day
8 (i.e., 7 days after contact). Viral shedding, mainly
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in nasal secretions, lasted until day 16 (15 days after
contact), and we identified viral titers of 1.625 log10
TCID50/mL in nasal swab samples on day 8 (7 days
after contact). One contact raccoon dog (no. 12) remained negative for SARS-CoV-2 because infection
did not develop in either of his inoculated cage neighbors (nos. 8 and 9) (Appendix Figure 2).
On days 4, 8, 12, and 28, we euthanized and conducted autopsies on 2 animals in sequential order. We
tested tissues and body fluids for SARS-CoV-2 RNA
and replicating virus (Appendix Figure 4). We found
viral loads of up to 4.87 log10 genome copies/mL in
the nasal mucosa on day 4 but only minute amounts
in other organs. We cultivated infectious virus from
the nasal conchae of animal nos. 1 (2.86 log10 TCID50/
mL) and 2 (1.63 log10 TCID50/mL). None of the lung
samples tested positive for viral RNA.
In the autopsies, we did not find gross lesions definitively caused by SARS-CoV-2 infection. We used hematoxylin and eosin staining on tissues taken at autopsy
on days 4, 8, and 12 to identify mild rhinitis affecting the
respiratory and olfactory regions in all infected animals
(Appendix Figure 5) but not in negative controls. We
used immunohistochemical tests to verify the presence
of intralesional SARS-CoV-2 antigen in the nasal respiratory and olfactory epithelium on days 4 and 8 (Appendix Figure 5). We did not find the antigen at later
time points, possibly because of virus clearance or the
limited sensitivity of the immunohistochemical test. We
did not detect histopathologic lesions nor viral antigen
in animal no. 4, which had not been successfully infected, on day 8. On day 28, 1 infected (no. 7) and 1 contact animal (no. 10) had histologic lesions indicative of
SARS-CoV-2 replication in the nasal conchae (Appendix
Figure 6). We still detected viral RNA but no antigen.
We did not detect further lesions definitively caused by
SARS-CoV-2-infection. All other tissues tested negative
for SARS-CoV-2 antigen (Appendix).
We took serum samples on days 4, 8, 12, 16, 21,
and 28. We tested these samples for antibodies against
SARS-CoV-2 using the indirect immunofluorescence
assay and virus neutralization test as described (7).
We detected SARS-CoV-2–specific antibodies in 4
(57.1%) of 7 inoculated animals on day 8 using ELISA
(Appendix Figure 7, panel A) and indirect immunofluorescence assay (>1:64) (Table). Titers increased to
1:1,024 on day 28 (animal no. 7). We observed neutralizing antibodies in 2 of the infected animals (nos. 6
and 7) as early as day 8 (animal no. 6, 1:5.04) (Table).
The highest titer of neutralizing antibodies was 1:12.7
(found in no. 6 on day 12, and no. 7 on day 28). We
characterized SARS-CoV-2–specific immunoglobulins, revealing that IgM, IgG, and IgA developed

Figure 1. Study design for experimental infection of raccoon dogs
with severe acute respiratory syndrome coronavirus 2. Outline of
the in vivo experiment with an observation period of 28 days; 9
animals were inoculated intranasally with 105 50% tissue culture
infectious dose/mL, and 3 naive direct contact animals were
introduced 24 hours later. On days 4, 8 and 12, two raccoon
dogs were euthanized and autopsied. All remaining animals were
euthanized on day 28. Red indicates infected animals.
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Figure 2. Detection of severe acute respiratory syndrome coronavirus 2 in swab samples from experimentally infected raccoon dogs.
A) Viral genome loads in swab samples isolated on Vero E6 cells; B) viral genome loads in virus titers isolated on Vero E6 cells. Two
replicates per sample were analyzed. C) Individual viral loads of nasal swab specimens taken from infected and contact animals.

within 8 days after infection; IgM levels peaked on
day 8 and IgG on day 12 (Appendix Figure 7, panels
B–G). On days 8 and 12, we also detected antibodies specific for the receptor-binding domain of SARSCoV-2 in saliva samples from animals that developed
serum antibodies (Appendix Figure 7, panels H–I). In
contrast to SARS-CoV-2 isolates from infected ferrets
(7), the isolates from nasal swabs of infected raccoon
dogs (animal no. 2 on day 2 and no. 10 on day 8) demonstrated 100% sequence identity to the inoculum.
Conclusions
Our experimental study demonstrates that raccoon
dogs are susceptible to SARS-CoV-2 infection and can
transmit the virus to direct in-contact animals. In our
study, raccoon dogs had only subtle clinical signs. We
found evidence of viral replication and tissue lesions
in only the nasal conchae.
Increasing evidence supports the potential of
carnivore species, including farmed fur animals,
to become infected by SARS-CoV-2 (8–12). This
transmission could eventually cause zoonotic infections in humans (B.B. Oude Munnink, unpub. data,

https://www.biorxiv.org/content/10.1101/2020.09.
01.277152v1). Our results indicate that affected farms
might be reservoirs for SARS-CoV-2. Thus, efficient
and continuous surveillance should target susceptible
animals, including raccoon dogs, especially in China,
which is a key player in global fur production (6). We
also need to initiate large-scale epidemiologic field
studies with historic samples that might elucidate the
role of farmed animals in the current pandemic.
This article was preprinted at https://www.biorxiv.org/
content/10.1101/2020.08.19.256800v1.
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Table. Serologic response of raccoon dogs to experimental SARS-CoV-2 infection, by day after inoculation*
Day 8
Day 12
Day 16
Day 21
Animal no.
iIFA
VNT
iIFA
VNT
iIFA
VNT
iIFA
VNT
Inoculated
1
2
3
1:128
<1:4
4
<1:20
<1:2
5
1:64
<1:2
1:64
<1:2
6
1:128
1:5.04
1:64
1:12.7
7
1:128
<1:4
1:64
<1:2
1:64
1:4
1:128
1:10.08
8
<1:20
<1:2
<1:20
<1:2
<1:20
<1:2
<1:20
<1:2
9
<1:20
<1:2
<1:20
<1:2
<1:20
<1:2
<1:20
<1:2
In-contact
10
<1:20
<1:2
<1:20
<1:2
1:64
<1:2
1:128
<1:4
11
<1:20
<1:2
<1:20
<1:2
1:64
<1:2
1:128
1:5.04
12
<1:20
<1:2
<1:20
<1:2
<1:20
<1:2
<1:20
<1:2

Day 28
iIFA
VNT

1:1,024
<1:20
<1:20

1:12.7
<1:2
<1:2

1:512
1:256
<1:20

<1:4
<1:4
<1:2

*No serologic response recorded for days 0 and 4. Animal nos. 4, 8, and 9 did not show signs of infection. Each day, 2 raccoon dogs were euthanized and
autopsied. iIFA, indirect immunofluorescence assay; SARS-CoV-2, severe acute respiratory syndrome coronavirus 2; VNT, virus neutralization test.

2984

Emerging Infectious Diseases • www.cdc.gov/eid • Vol. 26, No. 12, December 2020

Susceptibility of Raccoon Dogs for SARS-CoV-2
European Union Horizon 2020 project (“Versatile Emerging
infectious disease Observatory” grant no. 874735).

About the Author
Dr. Freuling is a research scientist at the Friedrich-LoefflerInstitut. His research interests include viral zoonotic
diseases, in particular associated with bats, e.g. rabies.

EID Podcast:
Veterinarian Gets
Flu Virus from Cats

References
1.

2.

3.

4.
5.

6.

7.

8.

9.

10.

11.
12.

Zhou P, Yang X-L, Wang X-G, Hu B, Zhang L, Zhang W,
et al. A pneumonia outbreak associated with a new
coronavirus of probable bat origin. Nature. 2020;579:270–3.
https://doi.org/10.1038/s41586-020-2012-7
Zhang T, Wu Q, Zhang Z. Probable pangolin origin of
SARS-CoV-2 associated with the COVID-19 outbreak.
Curr Biol. 2020;30:1346–1351.e2. https://doi.org/10.1016/
j.cub.2020.03.022
Xiao K, Zhai J, Feng Y, Zhou N, Zhang X, Zou J-J, et al.
Isolation of SARS-CoV-2-related coronavirus from Malayan
pangolins. Nature. 2020;583:286–9. https://doi.org/10.1038/
s41586-020-2313-x
Andersen KG, Rambaut A, Lipkin WI, Holmes EC, Garry RF.
The proximal origin of SARS-CoV-2. Nat Med. 2020;26:450–2.
https://doi.org/10.1038/s41591-020-0820-9
Guan Y, Zheng BJ, He YQ, Liu XL, Zhuang ZX, Cheung CL,
et al. Isolation and characterization of viruses related
to the SARS coronavirus from animals in southern China.
Science. 2003;302:276–8. https://doi.org/10.1126/
science.1087139
ACTAsia.org. China’s fur trade and its position in the global
fur industry. 2019 Jul [cited 2019 Jul 7]. https://www.actasia.
org/wp-content/uploads/2019/10/China-Fur-Report7.4-DIGITAL-2.pdf
Schlottau K, Rissmann M, Graaf A, Schön J, Sehl J, Wylezich C,
et al. SARS-CoV-2 in fruit bats, ferrets, pigs, and chickens: an
experimental transmission study. Lancet Microbe. 2020;1:e218e225. https://10.1016/S2666-5247(20)30089-6.
Oreshkova N, Molenaar RJ, Vreman S, Harders F, Oude
Munnink BB, Hakze-van der Honing RW, et al. SARS-CoV-2
infection in farmed minks, the Netherlands, April and May
2020. Euro Surveill. 2020;25. https://doi.org/10.2807/
1560-7917.ES.2020.25.23.2001005
International Society for Infectious Diseases. COVID-19
update (227): Denmark (North Jutland) animal, farmed mink,
spread. 2020 Jul 2 [cited 2020 Jul 9]. https://promedmail.
org/promed-post/?id=7533033
International Society for Infectious Diseases. COVID-19
update (319): Spain (AR) animal, farmed mink, 1st rep.
2020 Jul 17 [cited 2020 Jul 29]. https://promedmail.org/
promed-post/?id=20200717.7584560
Enserink M. Coronavirus rips through Dutch mink farms,
triggering culls. Science. 2020;368:1169. https://doi.org/
10.1126/science.368.6496.1169
International Society for Infectious Diseases. COVID-19
update (366): animal, USA (UT) mink. 2020 Aug 18 [cited
2020 Sep 8]. https://promedmail.org/promed-post/
?id=20200818.7692815

Avian influenza viruses occasionally
cross the species barrier, infecting humans and other mammals after exposure to infected birds and contaminated
environments. Unique among the avian
influenza A subtypes, both low pathogencity and highly pathogenic H7 viruses have demonstrated the ability to infect
and cause disease in humans.
In this podcast, Dr. Todd Davis, a CDC
research biologist, discusses transmission
of avian H7N2 from a cat to a human.
Visit our website to listen:
https://www2c.cdc.gov/podcasts/
player.asp?f=8648481
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