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ABSTRACT.	 Maedi/visna (MV) is a lentiviral disease of sheep caused by the maedi/visna virus (MVV). Although MV is prevalent in many 
countries, it had not been reported in Japan. In 2011, however, three sheep in northern Japan were reported to be seropositive against the 
MVV antigen, indicating a persistent MVV infection. In the present study, we isolated MVV from one sheep to confirm MVV infection and 
conducted genomic classification of the virus. The co-culture of leukocytes from a seropositive sheep with fetal goat lung cells resulted in 
the formation of syncytial cells and the amplification of a long terminal repeat sequence of MVV by polymerase chain reaction. The isolate 
was confirmed as being MVV, rather than the caprine arthritis-encephalitis virus based on phylogenetic analysis of the gag gene sequence. 
Although the sheep was asymptomatic, nonpurulent meningitis and demyelination were found in the spinal cord. These were considered to 
be early lesions associated with pathogenic MVV infection. Therefore, the present study demonstrated that MVV is distributed in Japan.
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Maedi/visna (MV) is a lentiviral disease caused by the 
maedi/visna virus (MVV) that mainly affects domestic 
sheep. Infected sheep develop fatal and progressive pneu-
monia and encephalomyelitis after a latent period of several 
months to years [7, 12, 13]. Because most MVV infected 
sheep produce a specific antibody that persists for life, MVV 
infection can be diagnosed serologically by the agar gel im-
munodiffusion (AGID) test and enzyme-linked immunosor-
bent assay [4]. MVV infection is recognized worldwide and 
leads to economic loss entailing not only death caused by 
fatal disease but also premature culling and the restriction 
of exports. Therefore, MVV infection has been considered a 
target for eradication, particularly in certain European coun-
tries [14]. In contrast, clinical MV has yet to be recognized 
in Japan, and no epidemiological studies of MVV infection 
had previously been reported. However, a recent serological 
survey demonstrated that three out of 267 sheep in the pre-
fectures of Hokkaido and Iwate were seropositive against the 
MVV antigen, as based on AGID and enzyme-linked immu-
nosorbent assay tests [5]. These sheep were asymptomatic, 
but the presence of an antibody indicated a persistent MVV 

infection. Therefore, in the present study, we tried to isolate 
MVV from one of the sheep on a farm in Iwate Prefecture, 
in order to confirm the infection and conduct genomic clas-
sification of the virus.

MATERIALS AND METHODS

Virus isolation: Peripheral blood was obtained from a 
Cheviot sheep (estimated to be 13 years old) that had already 
been diagnosed as seropositive against the MVV antigen [5]. 
The blood was mixed with an equal volume of 0.83% ammo-
nium chloride to lyse erythrocytes for the isolation of whole 
leukocytes. The isolated leukocytes were then co-cultured 
with the primary cultured cells of fetal lamb lung (FLL) 
(passaged 10 times) and fetal goat lung (FGL) (passaged 2 
times) in Eagle’s minimum essential medium supplemented 
with 10% fetal bovine serum, 100 unit/ml of penicillin, 100 
µg/ml of streptomycin and 5 µg/ml of amphotericin B. The 
FLL and FGL cells were passaged approximately every five 
days. These cultured cells were subjected to Giemsa staining 
for the detection of multinucleated giant cells and to genomic 
DNA extraction for polymerase chain reaction (PCR), in or-
der to analyze the integration and propagation of MVV.

PCR: PCR was performed to amplify a partial sequence of 
a long terminal repeat (LTR) and a complete sequence of the 
gag gene of MVV. The templates used for PCR were the ge-
nomic DNA extracted from the peripheral blood leukocytes 
of the seropositive sheep, those from the FLL or FGL cells 
co-cultured with infected sheep leukocytes or those from 
tissues taken at euthanasia of the sheep. The tissue samples 
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included the cerebrum, lung, spleen, turbinate and lymph 
nodes adjacent to the lung, intestine, spleen and spinal cord.

DNA was extracted using a Gentra Puregene Kit (QIA-
GEN, Hilden, Germany) according to the manufacturer’s 
instructions. PCR was performed using a GoTaq Green Mas-
ter Mix (Promega, Madison, WI, U.S.A.). Table 1 lists the 
primers used to amplify LTR and the gag gene, which were 
added at 0.5 µM. The primer pair used for LTR has been 
previously reported [1]. The amplification of LTR was per-
formed as follows: initial denaturation at 94°C for two min, 
followed by 35 cycles at 94°C for 30 sec, at 58°C for 30 sec 
and then at 72°C for 30 sec. The gag gene was amplified as 
follows: initial denaturation at 94°C for two min, followed 
by 35 cycles at 94°C for 30 sec, at 52°C for 30 sec and then 
at 72°C for 1.5 min. The MVV positive control was kindly 
provided by Prof. Misao Onuma at Hokkaido University. 
Triplicate PCRs were performed for sequence determination 
to exclude PCR-generated errors. The amplified products 
were cloned into the pCR2.1-TOPO vector (Life Technolo-
gies, Gaithersburg, MD, U.S.A.). The LTR and gag gene 
sequences were analyzed using a BigDye Terminator v3.1 
Cycle Sequencing Kit with an Applied Biosystems 3130 
Genetic Analyzer (Life Technologies).

Phylogenetic analysis of the virus: Phylogenetic analysis 
was performed using Clustal W in MEGA5 software [21]. A 
phylogenetic tree based on gag gene nucleotide sequences 
was generated using the Neighbor-Joining method with a p-
distance model. The analysis included MVV strain 1514 as 
the reference strain (M60610) [20], 85/34 (AY101611) [10], 
P1OLV (AF479638) [2], SA-OMVV (M31646) [16] and 
EV1 (S51392) [18]. The caprine arthritis-encephalitis virus 
(CAEV) strains included in the study were Cork as the refer-
ence strain (M33677) [17], Ov496 (FJ195346) [6], Gansu 
(AY900630) and No. 40, which was isolated from a goat in 
Japan [8]. The gag gene of equine infectious anemia virus 
(EIAV) (AF247394) was used as the outgroup.

AGID: The serum sample taken from the sheep used in 
the present study was analyzed by the AGID test to confirm 
the animal’s seropositivity against the MVV antigen. The 
reference MVV antigen and antiserum were provided from 
National Institute of Animal Health (Tsukuba, Japan). In 
addition, the antigen of the present isolate was prepared to 
confirm its antigenicity against the reference MVV antisera. 
Briefly, virus-infected FGL cells were cultured in tissue cul-
ture flasks and passaged every five days. The culture fluids 
collected from each passage were pooled and concentrated 
100 times using ammonium sulfate, as previously described 
for the preparation of bovine leukemia virus antigen for the 
AGID test [9].

Histopathology and immunostaining: The sheep used in 
the present study was humanely sacrificed for pathological 
analysis. Tissue samples were fixed in 10% formalin and 
embedded in paraffin wax. Sections (4 µm) were stained 
with hematoxylin and eosin (HE), along with Klüver-Barrera 
staining for histological examination. Immunostaining was 
performed using the antibodies for MVV (1:100, VMRD Inc., 
Pullman, WA, U.S.A.), CD3 (1:50, Dako, Glostrup, Den-
mark) and CD20 (1:2,000, Thermo, Waltham, MA, U.S.A.).

RESULTS

Virus isolation from a seropositive sheep: Although the 
presence of MVV in peripheral blood leukocytes and tis-
sues from the MVV-seropositive sheep was investigated by 
genomic PCR, the amplification of LTR was not observed. 
However, the FGL cells cultivated with the leukocytes 
formed numerous multinucleated giant cells after the fourth 
passage (Fig. 1). In contrast, FLL cells did not show any 
syncytial cells. The MVV LTR fragment was amplified by 
genomic PCR from the FGL cells forming multinucleated 
giant cells (Fig. 2), and a 253-bp long sequence without 48 
bp of primer sequences was determined (AB821356). The 
ampricon of the positive control was 346-bp long (data not 

Table 1.	 Sequence of the primers used for LTR and gag 
gene amplification

Name Sequence (5’→3’)
LTR 2s CAGAAATCATAGTCAGGATGACAC
LTR 2a CCACGTTGGGCGCCAGCTGCGAGA
Gag-F AACTTCGGGGACGCCTGAAG
Gag-Ra,b) WTCCCATTTTTCYCCTTCTA

a) W: A+T. b) Y: C+T.

Fig. 1.	 Representative syncytium (arrow) formed in FGL cells. The 
FGL cells co-cultured with leukocytes from a MVV-seropositive 
sheep were passaged four times and stained with Giemsa.

Fig. 2.	 Amplification of LTR fragments by genomic PCR. 
DNA from FGL cells passaged four times (P4) produced a 
band representing a 301 bp fragment, whereas DNA from 
seropositive sheep leukocytes before co-culture (Pre) did 
not undergo amplification. The positive control (P.C.) 
sample was 346-bp long. Autoclaved double-distilled wa-
ter was used for negative control (N.C.). M: DNA marker.
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Fig. 3.	 Multiple alignment of the nucleotide (A, this page) or amino acid (B, next page) sequences of gag genes.  
(A) MVV-1514 and CAEV-Cork (CAEV-Co) were used for nucleotide comparison as the MVV and CAEV reference 
strains, respectively. (B) Nine viruses including our isolate were compared in their amino acid sequences. Nucleotides 
or amino acids identical to the present isolate are shown as dots. Gaps are indicated by dashes.
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shown). The shorter LTR length in the present isolate mainly 
resulted from the lack of a 36 bp sequence in the U3 and a 
11 bp sequence in the R region, in addition to sparse single 
nucleotide insertions and deletions.

Gag gene sequence of the isolated virus: The complete 
gag gene sequence of the isolated virus was found to 
be 1,308-bp long and encoded 435 amino acid residues 
(AB818536). When compared with the MVV and CAEV 
reference strains, the nucleotide sequence showed 82.8 and 
72.0% homology with MVV strain 1514 and the CAEV 
strain Cork, respectively (Fig. 3A). The homology of the gag 
protein N-terminal region was higher to MVV strains than 
that to CAEV strains (Fig. 3B). However, a 21 bp sequence 
between nt 403 and nt 423 of MVV-1514 was lacking in the 
isolate. The seven corresponding amino acid residues were 
also found in the other four MVV strains, but not in all three 
CAEV strains. The homology with the reported partial gag 
gene of CAEV-No. 40 was 84.5% (Fig. 4).

Phylogenetic analysis of the virus: Phylogenetic analysis 
based on the gag gene sequence was performed to confirm 
that the isolated virus was MVV. The gag sequence obtained 
was compared with those of viruses that have already been 
reported as MVVs or CAEVs. The isolated virus was classi-
fied as MVV in the phylogenetic tree containing MVV and 
CAEV clusters (Fig. 5). In addition, the virus was similar to 
MVV strain 85/34, which was isolated in North America. In 
contrast, CAEV-No. 40 isolated in Japan was classified in 
the CAEV cluster, although its available gag gene sequence 
was as short as 129 bp.

Confirmation of MVV infection in the seropositive sheep: 
The sheep used for virus isolation in the present study was 

reconfirmed as being seropositive against the MVV antigen 
by the AGID test (Fig. 6A). In addition, the antigen prepared 
from the present isolate formed a clear precipitation line 
and connected with the line produced between the positive 
reference serum and the reference antigen (Fig. 6B). The 
prepared antigen, which was the culture fluid concentrated 
to about 1/100 of the original volume, formed a precipitation 
line even when the antigen was diluted to eight fold.

Pathological examination: The sheep had not shown any 
clinical manifestations. Gross examination revealed pulmo-
nary atelectasis in a restricted region of the right cranial lobe, 
but prominent lesions were not observed in the cerebrum, 
cerebellum and spinal cord. However, mononuclear cell in-
filtration was identified in many areas of meninges between 
the cervical and lumbar cords (Fig. 7A and 7B). The infil-
trates included CD3 or CD20 positive lymphocytes (Fig. 7C 
and 7D). The white matter of these segments also sparsely 
showed demyelination (Fig. 7E), vacuolation and the swell-
ing of astrocytes. The MVV antigen was not detected by 
immunohistochemistry (data not shown).

DISCUSSION

MVV is a slow virus, and the latent period of MV is 
generally several months to years. Because infection with 
lentiviruses persists for life, serological surveillance is im-
portant to prevent the spread of disease from asymptomatic 
carrier animals. The three sheep reported in Japan as being 
seropositive against the MVV antigen were highly likely 
to be infected persistently with MVV. Therefore, the pres-
ent study aimed to isolate MVV from one of those sheep 

Fig. 4.	 Alignment of the partial gag gene sequences from the isolated MVV (Isolate) and CAEV-No. 40 isolated 
from a goat in Japan.

Fig. 5.	 Phylogenetic analysis of the isolated virus (Isolate) and other MVV and CAEV strains. The 
phylogenetic tree was generated using the entire gag gene sequences of previously reported MVVs 
and CAEVs, except for CAEV-No. 40, the available sequence of which was 129-bp long.
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and characterize the virus based on comparisons with other 
MVV and CAEV strains.

Although MVV and CAEV are now classified as small 
ruminant lentiviruses (SRLVs), both were considered to 
be distinct viral species restricted to their respective hosts. 
Therefore, the viruses isolated from sheep and goats were 
referred to as MVV and CAEV, respectively [11]. However, 

MVV in the present study was isolated from a co-culture of 
peripheral blood leukocytes taken from a seropositive sheep 
with primary cultured goat cells, but not with sheep cells, 
probably due to the effect of the low passage times of FGL 
cells as compared with the high passage times of FLL cells.

It has become evident that MVV and CAEV can cross 
the species barrier [19]. An epidemic of CAEV in goats oc-

Fig. 6.	 A) Confirmation of MVV-seropositivity of the sheep analyzed in the present study 
by the AGID test. SS: Serum of the MVV-seropositive sheep. NS: Negative serum (NS1 
and NS2). PS: Positive reference antiserum. PA: Positive reference antigen. Phosphate 
buffered saline (PBS) was used for a negative control reaction. B) Antigenicity of the 
isolated MVV. The prepared antigen was used without dilution (×1) or was diluted two 
(×2), four (×4) or eight (×8) times with PBS. The negative control reaction was carried 
out using PBS. PS: Positive reference antiserum. PA: Positive reference antigen.

Fig. 7.	 Spinal cord lesions in the MVV-seropositive sheep. (A) Infiltration of mononuclear cells into 
meninges of the thoracic spinal cord region (HE staining). Higher magnification is shown in (B). The 
infiltrates include CD3 positive T cells (C) and CD20 positive B cells (D). (E) Demyelinating lesion 
in white matter (Klüver-Barrera staining).
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curred in 2002 on a farm in Nagano Prefecuture, where a 
CAEV strain was isolated and characterized [8]. Thus, one 
possible source of the isolate’s origin was CAEV that may 
have spread from goats on the farm to sheep probably related 
to the sheep used in the present study. However, the gag gene 
and amino acid sequence of the isolate were closer to that of 
MVV than to that of the CAEV reference strain and appar-
ently distinct from that of CAEV reported in Japan, although 
the analyzed partial gag gene sequence of which was as short 
as 129 bp. Moreover, our phylogenetic analysis revealed 
that the present isolate belonged to the MVV cluster. These 
data indicated that the present isolated virus was MVV, but 
not CAEV. It was also demonstrated that the present MVV 
(named MVV-Iwate) was similar to MVV strain 85/34 iso-
lated in North America. This suggests that the present isolate 
might be related to the North American strain. Another point 
of view is that the present isolate might be a recombinant 
of MVV and CAEV, which could be attributed to the lack 
of a 21 bp nucleotide sequence in the isolate and in all 
three CAEV strains analyzed. The recombination of MVV 
and CAEV reportedly occurred due to their coinfection or 
superinfection, resulting in the generation of replication-
competent chimerical viruses [15]. However, the sheep used 
in the present study were not considered simultaneously in-
fected with MVV and CAEV, as the several gag gene clones 
amplified had a uniform sequence despite PCR using prim-
ers that were designed in highly conserved regions among 
several MVV and CAEV strains. The ancestral virus might 
have originated from a recombination of MVV and CAEV.

Although the sheep used in the present study had not 
shown any clinical signs, degenerative and nonpurulent 
inflammatory lesions were identified in the histological 
examination of the spinal cord. Benavides et al. classified 
spinal cord lesions associated with MV into three patterns: 
the vascular pattern characterized by perivascular cuffs 
with minimal lesions in the adjacent neuroparenchyma; 
the malacic pattern (the most common type) characterized 
by severe white matter destruction and small numbers of 
macrophages; and the infiltrative pattern characterized by a 
severe infiltrate of histiocytes in the parenchyma [3]. How-
ever, the present spinal lesions did not match any of these 
patterns. Because Benavides’s classification is based on the 
spinal lesions of 12 sheep with clinically recognized neuro-
logic signs, it was considered that the present findings were 
early lesions that formed during latent MVV infection. The 
negative result of MVV immunostaining might be attributed 
to limited viral antigens in the tissues or the reactivity of the 
primary antibody.

The MVV infection route to the sheep used in the present 
study remains unknown due to a lack of available informa-
tion about this animal. The quarantine of imported sheep 
and goats against SRLVs that entails serological tests had 
not been performed in Japan before the outbreak of CAEV. 
Therefore, it was suggested that MVV-infected sheep had 
been imported prior to the SRLV quarantine and thus be-
came a source of infection. The present study reconfirmed 
the importance of serological surveys to identify sheep with 
subclinical but persistent MVV infection. Further surveil-

lance is required to elucidate the current distribution of 
MVV in Japan.

ACKNOWLEDGMENTS. We are grateful to Dr. Misako 
Konishi at the National Institute of Animal Health (Tsu-
kuba, Japan) for her help in the AGID tests. This study was 
supported by a Grant-in-Aid for Scientific Research and a 
Grant-in Aid for the Academic Frontier Project for Private 
Universities from the Ministry of Education, Culture, Sports, 
Science and Technology (MEXT) of Japan.

REFERENCES

	 1.	 Angelopoulou, K., Brellou, G. D. and Vlemmas, I. 2006. Detec-
tion of maedi-visna virus in the kidneys of naturally infected 
sheep. J. Comp. Pathol. 134: 329–335. [Medline]  [CrossRef]

	 2.	 Barros, S. C., Ramos, F., Duarte, M., Fagulha, T., Cruz, B. and 
Fevereiro, M. 2004. Genomic characterization of a slow/low 
maedi visna virus. Virus Genes 29: 199–210. [Medline]  [Cross-
Ref]

	 3.	 Benavides, J., Fuertes, M., García-Pariente, C., Ferreras, M. C., 
García Marín, J. F. and Pérez, V. 2006. Natural cases of visna 
in sheep with myelitis as the sole lesion in the central nervous 
system. J. Comp. Pathol. 134: 219–230. [Medline]  [CrossRef]

	 4.	 de Andrés, D., Klein, D., Watt, N. J., Berriatua, E., Torsteinsdot-
tir, S., Blacklaws, B. A. and Harkiss, G. D. 2005. Diagnostic 
tests for small ruminant lentiviruses. Vet. Microbiol. 107: 49–62. 
[Medline]  [CrossRef]

	 5.	 Giangaspero, M., Osawa, T., Orusa, R., Frossard, J. P., Naidu, 
B., Robetto, S., Tatami, S., Takagi, E., Moriya, H., Okura, N., 
Kato, K., Kimura, A. and Harasawa, R. 2011. Epidemiological 
survey for visna-maedi among sheep in northern prefectures of 
Japan. Vet. Ital. 47: 437–451. [Medline]

	 6.	 Glaria, I., Reina, R., Crespo, H., de Andrés, X., Ramírez, H., Bi-
escas, E., Pérez, M. M., Badiola, J., Luján, L., Amorena, B. and 
de Andrés, D. 2009. Phylogenetic analysis of SRLV sequences 
from an arthritic sheep outbreak demonstrates the introduction 
of CAEV-like viruses among Spanish sheep. Vet. Microbiol. 138: 
156–162. [Medline]  [CrossRef]

	 7.	 Houwers, D. J., König, C. D., de Boer, G. F. and Schaake, J. 
Jr. 1983. Maedi-visna control in sheep. I. Artificial rearing of 
colostrum-deprived lambs. Vet. Microbiol. 8: 179–185. [Med-
line]  [CrossRef]

	 8.	 Konishi, M., Tsuduku, S., Haritani, M., Murakami, K., Tsuboi, 
T., Kobayashi, C., Yoshikawa, K., Kimura, K. M. and Sentsui, 
H. 2004. An epidemic of caprine arthritis encephalitis in Japan: 
isolation of the virus. J. Vet. Med. Sci. 66: 911–917. [Medline]  
[CrossRef]

	 9.	 Kono, Y., Arai, K., Sentsui, H., Matsukawa, S. and Itohara, 
S. 1986. Protection against bovine leukemia virus infection 
in sheep by active and passive immunization. Nihon Juigaku 
Zasshi 48: 117–125. [Medline]  [CrossRef]

	10.	 Lairmore, M. D., Akita, G. Y., Russell, H. I. and DeMartini, J. 
C. 1987. Replication and cytopathic effects of ovine lentivirus 
strains in alveolar macrophages correlate with in vivo pathoge-
nicity. J. Virol. 61: 4038–4042. [Medline]

	11.	 L’Homme, Y., Ouardani, M., Lévesque, V., Bertoni, G., Simard, 
C. and Pisoni, G. 2011. Molecular characterization and phyloge-
netic analysis of small ruminant lentiviruses isolated from Cana-
dian sheep and goats. Virol. J. 8: 271. [Medline]  [CrossRef]

	12.	 Narayan, O., Zink, M. C., Gorrell, M., Crane, S., Huso, D., Jolly, 
P., Saltarelli, M., Adams, R. J. and Clements, J. E. 1993. The len-

http://www.ncbi.nlm.nih.gov/pubmed/16709422?dopt=Abstract
http://dx.doi.org/10.1016/j.jcpa.2006.01.002
http://www.ncbi.nlm.nih.gov/pubmed/15284480?dopt=Abstract
http://dx.doi.org/10.1023/B:VIRU.0000036380.01957.37
http://dx.doi.org/10.1023/B:VIRU.0000036380.01957.37
http://www.ncbi.nlm.nih.gov/pubmed/16615937?dopt=Abstract
http://dx.doi.org/10.1016/j.jcpa.2005.11.003
http://www.ncbi.nlm.nih.gov/pubmed/15795077?dopt=Abstract
http://dx.doi.org/10.1016/j.vetmic.2005.01.012
http://www.ncbi.nlm.nih.gov/pubmed/22194226?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19339126?dopt=Abstract
http://dx.doi.org/10.1016/j.vetmic.2009.03.002
http://www.ncbi.nlm.nih.gov/pubmed/6306902?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/6306902?dopt=Abstract
http://dx.doi.org/10.1016/0378-1135(83)90064-0
http://www.ncbi.nlm.nih.gov/pubmed/15353840?dopt=Abstract
http://dx.doi.org/10.1292/jvms.66.911
http://www.ncbi.nlm.nih.gov/pubmed/3007840?dopt=Abstract
http://dx.doi.org/10.1292/jvms1939.48.117
http://www.ncbi.nlm.nih.gov/pubmed/2824834?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21639904?dopt=Abstract
http://dx.doi.org/10.1186/1743-422X-8-271


K. OGUMA ET AL.218

tiviruses of sheep and goats. pp. 229–255. In: The Retroviridae 
(Levy, J.A. ed.), Plenum Press, New York.

	13.	 Pépin, M., Vitu, C., Russo, P., Mornex, J. F. and Peterhans, E. 
1998. Maedi-visna virus infection in sheep: a review. Vet. Res. 
29: 341–367. [Medline]

	14.	 Peterhans, E., Greenland, T., Badiola, J., Harkiss, G., Bertoni, G., 
Amorena, B., Eliaszewicz, M., Juste, R. A., Krassnig, R., Lafont, 
J. P., Lenihan, P., Pétursson, G., Pritchard, G., Thorley, J., Vitu, 
C., Mornex, J. F. and Pépin, M. 2004. Routes of transmission 
and consequences of small ruminant lentiviruses (SRLVs) infec-
tion and eradication schemes. Vet. Res. 35: 257–274. [Medline]  
[CrossRef]

	15.	 Pisoni, G., Bertoni, G., Puricelli, M., Maccalli, M. and Moroni, 
P. 2007. Demonstration of coinfection with and recombination 
by caprine arthritis-encephalitis virus and maedi-visna virus 
in naturally infected goats. J. Virol. 81: 4948–4955. [Medline]  
[CrossRef]

	16.	 Querat, G., Audoly, G., Sonigo, P. and Vigne, R. 1990. Nucleo-
tide sequence analysis of SA-OMVV, a visna-related ovine 
lentivirus: phylogenetic history of lentiviruses. Virology 175: 
434–447. [Medline]  [CrossRef]

	17.	 Saltarelli, M., Querat, G., Konings, D. A., Vigne, R. and Cle-
ments, J. E. 1990. Nucleotide sequence and transcriptional 

analysis of molecular clones of CAEV which generate infectious 
virus. Virology 179: 347–364. [Medline]  [CrossRef]

	18.	 Sargan, D. R., Bennet, I. D., Cousens, C., Roy, D. J., Black-
laws, B. A., Dalziel, R. G., Watt, N. J. and McConnell, I. 1991. 
Nucleotide sequence of EV1, a British isolate of maedi-visna 
virus. J. Gen. Virol. 72: 1893–1903. [Medline]  [CrossRef]

	19.	 Shah, C., Huder, J. B., Böni, J., Schönmann, M., Mühlherr, J., 
Lutz, H. and Schüpbach, J. 2004. Direct evidence for natural 
transmission of small-ruminant lentiviruses of subtype A4 from 
goats to sheep and vice versa. J. Virol. 78: 7518–7522. [Medline]  
[CrossRef]

	20.	 Staskus, K. A., Retzel, E. F., Lewis, E. D., Wietgrefe, S. W., 
Silsby, J. L., St. Cyr, S., Rank, J. M., Haase, A. T., Fast, D., 
Geiser, P. T., Harty, J. T., Kong, S. H., Cook, R., Lahti, C. J., 
Neufeld, T. P., Porter, T. E., Shoop, E. and Zachow, K. R. 1991. 
Isolation of replication-competent molecular clones of visna 
virus. Virology 181: 228–240. [Medline]  [CrossRef]

	21.	 Tamura, K., Peterson, D., Peterson, N., Stecher, G., Nei, M. 
and Kumar, S. 2011. MEGA5: molecular evolutionary genetics 
analysis using maximum likelihood, evolutionary distance, and 
maximum parsimony methods. Mol. Biol. Evol. 28: 2731–2739. 
[Medline]  [CrossRef]

http://www.ncbi.nlm.nih.gov/pubmed/9689746?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15210075?dopt=Abstract
http://dx.doi.org/10.1051/vetres:2004014
http://www.ncbi.nlm.nih.gov/pubmed/17344293?dopt=Abstract
http://dx.doi.org/10.1128/JVI.00126-07
http://www.ncbi.nlm.nih.gov/pubmed/2158181?dopt=Abstract
http://dx.doi.org/10.1016/0042-6822(90)90428-T
http://www.ncbi.nlm.nih.gov/pubmed/2171210?dopt=Abstract
http://dx.doi.org/10.1016/0042-6822(90)90303-9
http://www.ncbi.nlm.nih.gov/pubmed/1651983?dopt=Abstract
http://dx.doi.org/10.1099/0022-1317-72-8-1893
http://www.ncbi.nlm.nih.gov/pubmed/15220425?dopt=Abstract
http://dx.doi.org/10.1128/JVI.78.14.7518-7522.2004
http://www.ncbi.nlm.nih.gov/pubmed/1847257?dopt=Abstract
http://dx.doi.org/10.1016/0042-6822(91)90488-W
http://www.ncbi.nlm.nih.gov/pubmed/21546353?dopt=Abstract
http://dx.doi.org/10.1093/molbev/msr121

