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ABSTRACT: Infections with hantaviruses in the natural host rodent may result in persistent,
asymptomatic infections involving shedding of virus into the environment. Laboratory studies
have partially characterized the acute and persistent infection by Sin Nombre virus (SNV) in its
natural host, the deer mouse (Peromyscus maniculatus). However, these studies have posed questions that may best be addressed using longitudinal studies involving sequential sampling of
individual wild-caught, naturally infected mice. Using enzyme immunoassay and polymerase chain
reaction (PCR) analysis of monthly blood samples, we followed the infection status of deer mice
in a mark-recapture study in Montana for 2 yr. Only six of 907 samples without IgG antibody to
SNV contained detectable SNV RNA, suggesting that there is a very brief period of viremia
before the host develops detectable antibody. The simultaneous presence of both antibody and
viral RNA in blood was detected in consecutive monthly samples for as long as 3 mo. However,
chronic infection was typified by alternating characteristics of PCR positivity and PCR negativity.
Two possible interpretations of these results are that 1) viral RNA may be consistently present
in the blood of chronically infected deer mouse, but that viral RNA is near the limits of PCR
detectability or 2) SNV RNA sporadically appears in blood as a consequence of unknown physiological events. The occurrence of seasonal patterns in the proportion of samples that contains
antibody and that also contained SNV RNA demonstrated a temporal association between recent
infection (antibody acquisition) and presence of viral RNA in blood.
Key words: Deer mouse, enzyme-linked immunoassay, epizootiology, hantavirus, Peromyscus
maniculatus, polymerase chain reaction, seasonal, Sin Nombre virus, transmission.

INTRODUCTION

Hantaviruses (family Bunyaviridae, genus Hantavirus) are rodent-borne pathogens that may produce chronic (persistent)
infections in their reservoir hosts. Approximately 40 hantaviruses are recognized
throughout the world, with each usually
restricted to a particular rodent host species in the family Muridae. In humans, distinct hantaviruses are responsible for hemorrhagic fever with renal syndrome in Asia
and Europe, or hantavirus pulmonary syndrome (HPS) in the Americas (Plyusnin
and Morzunov, 2001; Plyusnin, 2002).
Most cases of HPS in the United States
are caused by Sin Nombre virus (SNV),
the principal reservoir of which is the deer
mouse (Peromyscus maniculatus; Nichol et
al., 1993; Childs et al., 1994).
Following the first recognized outbreak
473

Downloaded From: https://bioone.org/journals/Journal-of-Wildlife-Diseases on 28 Feb 2020
Terms of Use: https://bioone.org/terms-of-use

of HPS in the United States in 1993, studies documented the occurrence of deer
mice with antibody throughout the range
of that species in the United States, Canada, and Mexico (Kaufman et al., 1994;
Weigler et al., 1996; Mills et al., 1997;
Langlois et al., 2001; Suzan et al., 2001).
To study the epizootiology of SNV within
deer mouse populations and to thereby
provide data necessary to predict and reduce human risk of SNV infection, longterm mark-recapture studies were initiated
in the southwestern United States and
Montana (Mills et al., 1999). These studies
were designed to monitor changes in rodent population densities, to determine
prevalence and incidence of SNV infection
in host populations, and to quantify environmental and ecological factors associated with changes in these parameters (Mills
et al., 1999).
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Laboratory studies have demonstrated a
consistent pattern of events following hantavirus infections of their natural rodent
hosts (Lee et al., 1981; Yanagihara et al.,
1985; Gavrilovskaya et al., 1990; Hutchinson et al., 1998; Botten et al., 2000, 2003).
First, there is a brief viremia, followed by
the development of circulating antibody,
and then consequent clearance of virus
from the blood. At the same time, these
viruses establish chronic infections in certain cells and virus is shed in urine, feces,
and saliva.
Because of the simplicity of antibody assays, most investigators use these techniques to determine past or current infections of deer mice or other hosts of hantaviruses. It has been generally accepted
that once a host is infected it will remain
infected and infectious (capable of shedding infectious virus into the environment)
for the remainder of its life. Although this
may be correct, it is likely that the period
of occurrence of the highest rate of shedding of SNV from the infected host is during the first several weeks after infection,
when virus is shed at the highest titer (Lee
et al., 1981; Gavrilovskaya et al., 1990;
Hutchinson et al., 1998). This period of
infectivity may be quenched by the appearance of neutralizing antibody and the
consequent disappearance of infectious virus from the blood. Several authors recently have addressed virus and antibody
dynamics in the deer mouse-SNV system.
Netski et al. (1999) divided wild-caught
deer mice into four hypothetical groups
based on serology (for viral antibody) and
polymerase chain reaction (PCR; for viral
RNA) results in blood samples. These authors labeled these groups as naive (antibody negative and RNA negative), recent
infection (antibody negative and RNA positive), acute infection (antibody positive
and RNA positive), and chronic infection
(antibody positive and RNA negative). The
appropriateness of this classification,
which assumes that deer mice in the
chronic stage of infection do not have viral
RNA in their blood, has not been tested.
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More recent studies have suggested that,
for the SNV-deer mouse system, there
may be periodic episodes of viral recrudescence during persistent infection. Botten et al. (2003) found that some laboratory-inoculated deer mice had detectable
viral RNA in blood for as much as 217
days postinfection, while others did not.
Because individual mice were not followed
through time, it was unclear whether this
finding represented periodic recrudescence or genetically determined differences in responses to infection among individual mice.
In this article, we use PCR and enzymelinked immunosorbent assay (ELISA) data
from a longitudinal mark-recapture study,
following individual rodents through time
to improve our understanding of SNV infection in its natural host and to test interpretations of previous cross-sectional
laboratory studies. We also present data
regarding 1) the proportion of deer mice
in both peridomestic and sylvan populations with antibody to SNV and with SNV
RNA in their blood, 2) seasonal patterns
of SNV RNA prevalence, and 3) temporal
relationships between antibody acquisition
and presence of circulating SNV RNA.
MATERIALS AND METHODS
Study sites

Peridomestic populations were sampled at
three study sites in western Montana and sylvan populations were sampled at six sites in
western and central Montana. Detailed descriptions of the peridomestic sites and populations can be found in Kuenzi et al. (2001),
while details of the sylvan sites and populations
are published in Douglass et al. (2001).
Trapping rodents and collecting blood samples

Peridomestic deer mice were live trapped at
three sites for three consecutive nights each
month from November 1996 to August 1999.
Sylvan deer mice were live trapped at five sites
for three consecutive nights each month from
May through October in 1996 and 1997. The
sixth sylvan site was trapped monthly from January 1996 through December 1997. All live
trapping was conducted according to standardized protocols (Douglass et al., 2001; Kuenzi et
al., 2001). Briefly, captured deer mice in both
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peridomestic and sylvan habitats were transported to a central site for processing, where
pertinent data (species, gender, mass, age, and
reproductive condition) were recorded and
blood samples were collected. Blood samples
were collected from the retro-orbital sinus of
each animal using a heparinized capillary tube
and then stored in plastic cryovials on dry ice
until transferred to a 2708C mechanical freezer. Rodents were identified with sequentially
numbered metal ear tags and returned to the
appropriate field or peridomestic setting.
Enzyme-linked immunosorbent assays and
reverse transcriptase polymerase chain reaction

Serologic testing was conducted at Montana
State University (Bozeman, Montana, USA).
All samples of whole blood were diluted 1:100
and tested for IgG antibody reactive with SNV
recombinant nucleocapsid protein (supplied by
the US Centers for Disease Control and Prevention, Atlanta, Georgia, USA) by ELISA, according to a standardized protocol (Feldmann
et al., 1993). Samples were tested at four-fold
dilutions from 1:100 to 1:6400.
All samples of whole blood from the sylvan
populations of deer mice were tested for the
presence of SNV RNA using PCR. Because of
logistical constraints, only antibody-positive
deer mice from peridomestic populations were
tested by PCR. The extraction method for the
PCR was modified from Chomczynski (1993).
Fifty microliters of blood were diluted in 200
ml of phosphate-buffered saline containing
0.2% Tween 20 (Sigma Chemical Co., St. Louis, Missouri, USA). Twenty-five microliters of
microcarrier gel BD and 750 ml of TriBD were
added and the RNA extraction was completed
as recommended by the manufacturer (Molecular Research Center, Inc., Cincinnati, Ohio,
USA). Reverse transcription of the RNA was
done using PCR with a nested set protocol using the Access PCR kit, as recommended by
the manufacturer (Promega, Madison, Wisconsin, UDA). External primers were SNM2581P
(59-CTCCAGCCAGGTGATACCTT) and SNM3330M (59-CCAGCACTTGATTGTACAGG);
internal primers were SNM2755P (59-GCTACGACACCAACATGTGA) and SNM3094M
(59-TGTCACTGTGGCTCCATAAC). The PCR
amplicons were identified by agarose gel electrophoresis (1% agarose [Sigma] in Tris acetate-EDTA buffer) (Voytas, 1999).
We used chi-square tests (Zar, 1984) to determine whether the proportions of antibody-positive samples and of individuals that were PCR
positive were similar among subgroups of deer
mice. All statistical tests were run using JMP
(SAS Institute Inc., 1996) and an alpha of 0.05.
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RESULTS

Because only a subset of the blood samples without antibody were tested by PCR
(only those individuals from sylvan habitats), we present results separately for
samples with and samples without antibody. For brevity and simplicity, we refer
to the mice or samples in which we detected IgG antibody reactive with SNV as
Ab1 and those without detectable antibody as Ab2. We refer to samples or mice
that were found to have SNV viral RNA in
blood by PCR as RNA1 and those without
PCR-detectable RNA as RNA2.
Deer mice with antibody

PCR assays were completed with 883
blood samples (from 532 deer mice) from
those with antibody to SNV. Of these, 572
samples (352 deer mice) were from those
captured in a peridomestic habitat and 311
samples (180 deer mice) were from those
captured in a sylvan habitat (Table 1). SNV
RNA was detected in 19% of the blood
samples with antibody (26% of the mice).
The proportions of samples with antibody
and individuals that were PCR positive
were similar when peridomestic and sylvan
habitats were compared (for samples:
x250.44, P50.50; for individuals: x251.5,
P50.22). The proportions of samples that
were Ab1 and individuals that were
RNA1 were similar when males and females were compared, in both peridomestic habitats (for samples: x2 with Yates’
correction50.57, P50.45; for individuals:
x250.28, P5 0.60) and sylvan habitats (for
samples: x250.87, P50.85; for individuals:
x250.19, P50.67).
Deer mice without antibody

We completed PCR assays of 907 blood
samples (546 deer mice) from those without antibody in sylvan populations (Table
1). SNV RNA was found in less than 1%
of these samples (i.e., approximately 1% of
individual mice—Table 1). These RNA2
samples were from six Ab2 individuals
that were captured only once. All had
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TABLE 1. Results of reverse transcription polymerase chain reaction (PCR) assays on 883 blood samples
from antibody-positive deer mice captured in sylvan and peridomestic habitats and 907 antibody-negative
blood samples from deer mice captured in sylvan habitats in western Montana.
Antibody-negative blood samples

Antibody-positive blood samples

Type of population

Peridomestic

Sylvan

Total

Sex

Both
Male
Female
Both
Male
Female
Both
Male
Female

% blood samples
PCR positive
(no. positive/total)

20
21
18
18
16
21
19
19
19

% individuals
PCR positive
(no. positive/total)

% blood samples
PCR positive
(no. positive/total)

% individuals
PCR positive
(no. positive/total)

28 (97/352)
29 (63/219)
26 (34/133)
22 (40/180)
21 (23/111)
25 (17/69)
26 (137/532)
26 (86/330)
25 (51/202)

None tested
None tested
None tested
0.66 (6/907)
0.43 (2/465)
0.90 (4/442)

None tested
None tested
None tested
1 (6/546)
0.69 (2/289)
2 (4/257)

(115/572)
(73/343)
(42/229)
(56/311)
(31/192)
(25/119)
(171/883)
(104/535)
(67/348)

been captured in the spring: one in March,
four in April, and one in May.
Analysis of the samples with antibody allowed us to track certain individual mice
through time. A total of 194 deer mice
were captured two or more times, were
tested by both IgG ELISA and PCR, and
eventually were shown to have acquired
antibody to SNV; that is, to have become
infected. None of 23 mice that had at first
been captured prior to infection (Ab2/
RNA2) were subsequently captured as
Ab2/RNA1. This is not surprising, given
that only 1% of the deer mice without antibody were in this presumably very brief
recent-infection stage (Table 1). However,
seven of the 23 deer mice that were initially captured prior to infection were later
captured as Ab1/RNA1; the remaining 16
later were captured as Ab1/RNA2. Thirty-one mice were Ab1/RNA1 when first
captured and Ab1/RNA2 one or more
times subsequently. A large number (58)
of mice were found Ab1/RNA2 after being found Ab1/RNA2, or alternated between Ab1/RNA1 and Ab1/RNA2 on
several subsequent captures after they
were found Ab1/RNA2.
The most consecutive months that an
individual mouse was RNA1 was three;
the most consecutive months that an Ab1
mouse was RNA2 was five. When it occurred, the alternating condition lasted as
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long as 13 mo; six mice had detectable
SNV RNA and then did not (alternated
between RNA1 and RNA2) three times
over periods of 5–13 mo.
We differentiated antibody titers as high
($6,400) or low (#1,600) and found a statistically significant positive association between antibody titer and PCR positivity
(x258.32, P5.004). Of 73 samples with antibody titers $6,400, 26% were PCR positive; of the 93 samples with titers #1,600,
only 17% were PCR positive.
Seasonal patterns

Monthly SNV RNA prevalence in blood
(percentage blood samples with antibody
that also contained SNV RNA) ranged
from 0% to 31% in sylvan populations and
0% to 49% in peridomestic populations
(Fig. 1). The SNV RNA was detected in
at least some blood samples collected in
all months of the year, but the highest
prevalences were observed during the early part of the breeding season (January–
April) in peridomestic populations. We
were able to collect few samples from
mice in sylvan habitats during the early
part of the breeding season, but the highest prevalences of SNV RNA in those we
did capture were found during the midpart of the breeding season (April–July).
In both sylvan and peridomestic populations, SNV RNA prevalence decreased as
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FIGURE 1. Percentage of deer mice with antibody to Sin Nombre virus that also had circulating SNV
RNA, by month (1996 and 1997 combined). Total numbers of samples with antibody are shown above bars.

the breeding season came to an end in October and November (Fig. 1).
Peridomestic deer mouse population
sizes were sufficient to determine seasonal
acquisition of SNV antibody, which we
take as an indicator of infection. Of 2,185
individuals captured in peridomestic settings (Kuenzi et al., 2001), we documented
131 that serocoverted. Most of these (88/
131, 67%) were males in a population
comprising essentially 50% males. Ninetynine mice seroconverted between consecutive trapping sessions. The greatest proportion of these seroconversions occurred
in spring, between April and May, with another peak in the late summer to early fall,
between August and November (Fig. 2).
DISCUSSION

This is the first study to present data
concerning the presence of SNV RNA in
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samples from natural populations of deer
mice collected over time. We found that
the presence of SNV RNA in the blood of
infected deer mice was variable and mice
were not consistently PCR negative over
time. Thus, the notion (Netski et al., 1999)
that four stages of infection can be distinguished using serology and PCR results is
not supported by our data.
The apparent chronic stage of infection
was characterized by alternating PCR-positive and PCR-negative results, suggesting
that viral RNA was present intermittently
in blood or was consistently present at low
levels, near the threshold of PCR detectability. Other studies suggest that hantaviral replication in tissues is variable during chronic infection; intervals of virus
shedding in urine, feces, and saliva and intermittent presence of viral RNA or even
infectious virus in blood can be expected
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FIGURE 2. Seasonal distribution of acquisition of antibody to Sin Nombre virus in 99 deer mice seroconverting between consecutive monthly captures in Montana, 1996–97. Numbers above bars represent numbers
of mice seroconverting during each period.

(Hutchinson et al., 1998; Botten et al.,
2002). A second possible explanation for
the alternating nature of viral RNA is viral
recrudescence. Under various forms of
stress, including immunosuppression, immunologic dyscrasias, malignancies, heat,
cold, shock, pregnancy, etc., herpesviruses,
Hepatitis B virus, Hepatitis C virus, B19
virus, and other viruses may be reactivated
(Halford et al., 1996; Mehta et al., 2004).
The SNV reactivation in deer mice due to
seasonal influences or immunosuppression
has been suggested (Botten et al., 2002)
and replication of Seoul virus appears to
be much faster in the immunosuppressed
nude rat than in normal rats (Dohme et
al., 1994). The exact initiating causes of recrudescence in these cases are unclear.
Based on laboratory infections, Botten
et al. (2003) described two broad categories of SNV infection in deer mice: a) a
widespread infection characterized by the
presence of viral RNA in blood, abundant
antigen expression, and abundant replicative form RNA in tissues and b) a more
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restricted infection pattern with no RNA
in blood, only rare antigen expression, and
little or no detectable replicative form
RNA in tissues. Because experimental animals were sacrificed, these authors could
not determine whether these two categories reflected temporal changes in individual mice or whether they represented differences (perhaps genetically fixed) in response to infection by different mice. Our
only indicator of virus replication was the
presence of SNV RNA in blood. However,
it is likely that the condition of Ab1/
RNA1 corresponds to the widespread-infection condition described by Botten et
al. (2003). Thus, our data support the existence of these two broad patterns and
suggest that the two patterns are stages
that occur periodically in individual mice
during the course of persistent infection.
The positive association between antibody titer and PCR positivity was surprising. This contrasts with what was predicted in the four-stage pattern suggested by
Netski et al. (1999) and may indicate that
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a large percentage of the samples with antibody and SNV RNA were from deer
mice that were in the later chronic stage
of infection and not the early acute stage,
when IgG antibody titers would be expected to be still relatively low.
Our study does not address the temporal pattern of infectiousness or shedding of
virus by infected deer mice. In laboratory
studies, recently and acutely infected hispid cotton rats (Sigmodon hispidus) clearly
had more Black Creek Canal virus in their
tissues, blood, urine, and saliva (Hutchinson et al., 1998) than they did later in their
infections. These studies also demonstrated that rodents infected with hantaviruses
may lack detectable viral RNA in their
blood and still have high titer viruria
(Hutchinson et al., 1998). Given this array
of results, it is reasonable to assume that
an accurate field assessment of the relative
infectiousness of vertebrate carriers of
hantaviruses can only be made using an
assay for infectious virus.
Of 907 samples without antibody that
were tested by PCR, only 6 (about 0.7%)
had SNV RNA; these likely represented
recent infections. These results are concordant with findings by Botten et al.
(2000), who also found this stage of infection to be transient or rarely detected.
Netski et al. (1999) found that SNV antigen concentrations were highest in the
kidneys of wild-caught deer mice that had
no antibody to SNV but had SNV RNA in
the blood (those that they presumed to
have been infected very recently). That we
rarely found deer mice in this early stage
of infection may partially explain the infrequence of human infections with SNV,
even in the presence of many chronically
infected deer mice. All the mice we identified as having SNV RNA but no antibody
had been captured in the spring (March–
May), suggesting that this may be the period of highest risk of SNV transmission to
humans in Montana. Indeed, eight of the
22 confirmed HPS cases in Montana had
onset dates in spring (March–May); seven
had onset in summer, three in autumn,
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and four in winter (J. Murphy 2004, Montana Public Health and Human Services,
pers. comm.). Even if all the RNA1 deer
mice were shedding infectious virus, their
overall numbers were small relative to the
entire deer mouse population. In Montana, where an average of 13% of sylvan
deer mice had antibody to SNV (1994–98)
(Douglass et al., 2001), one could expect
about 3% (0.22 3 13%) of individuals in
the population to have SNV RNA in their
blood at any particular time. In peridomestic populations in Montana, in
which an average antibody prevalence of
25% has been observed (Kuenzi et al.,
2001), one might expect about 7% (0.28 3
25%) of individuals in the population to
have SNV RNA in their blood at any particular time.
Despite our findings that PCR positivity
may not necessarily indicate recent infection, we did find a clear seasonal pattern
to the occurrence of SNV RNA in blood.
The greatest proportion of samples with
antibody also contained SNV RNA early in
the breeding season, with a second and
lower peak detected late in the breeding
season.
In Montana, breeding in deer mice, as
indicated by an increase in the proportion
of males with testes in the scrotal position,
begins during the apparently most physiologically stressful time of year, January
and February, in both sylvan and peridomestic settings (Kuenzi et al., 2001).
Weather conditions during these months
are characterized by cold temperatures (as
low as 238 C) and persistent snow cover.
These weather conditions occur at the
same time that deer mice are depending
on the dwindling supply of food produced
the previous summer.
The temporal pattern of the proportion
of peridomestically captured deer mice
that had circulating SNV RNA (Fig. 1) had
characteristics in common with the pattern
of seroconversions (Fig. 2). In both sylvan
and peridomestic samples, the prevalence
of deer mice that had SNV RNA was high
early in the year, when breeding began
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(Douglass et al., 2001; Kuenzi et al., 2001),
and low at year end, perhaps showing a
secondary peak in fall, at least in the peridomestic population. This pattern may indicate an infection cycle that begins in
overwintered adults, with a decline in infection in the middle of the breeding season, and then an increase in infection
when young of the year begin to breed.
However, in sylvan populations (Douglass
et al., 2001), incidence was not observed
to occur bimodally through the breeding
season. It may be that sylvan deer mice do
not begin breeding as early as do peridomestic deer mice and that the April–
May seroconversion peak associated with
spring breeding in peridomestic populations did not occur (Douglass et al., 2001).
Thus, for humans in contact with peridomestic rodent populations, there may be
a second period of increased disease risk
in the summer to fall period. Because
most human cases derive from peridomestic exposure, this may be an important observation.
The resolution of questions concerning
the exact intervals during which SNV-infected deer mice are capable of transmitting infectious virus will require the development and application of a reliable assay for infectious virus. Meanwhile, the
very low proportion of presumably infectious deer mice, compared with the high
proportion of deer mice with antibody at
high population densities, may, at least in
part, explain the low incidence of human
infections with SNV and of HPS.
ACKNOWLEDGMENTS

We greatly appreciate receiving permission
from various land owners to work on their
ranches. As well, we thank the administrators
and peoples of the Salish Kootenai Reservation,
the Blackfoot Reservation, and the C. M. Russell National Wildlife Range. Russell Van
Horne, Don White, Jr., Courtney Younce, Tim
Wilson, Mark Phillips, Joshua Shutty, Carli
Rognlie, Sam Douglass, and Bill Semmons provided valuable assistance in the field, and
Bridgid Peterson provided laboratory assistance. Special thanks to Serena Reeder, Emily
Jentes, and Patty Yu for help with data analysis

Downloaded From: https://bioone.org/journals/Journal-of-Wildlife-Diseases on 28 Feb 2020
Terms of Use: https://bioone.org/terms-of-use

and work on the figures; and to Darin Carroll
and an anonymous reviewer for helpful comments on the manuscript. This research was
funded by the US Centers for Disease Control
and Prevention, Atlanta, Georgia, through Cooperative Agreement US3/CCU813599. Additional funding for manuscript preparation was
provided by NIH Grant number P20 RR1645504 from the INBRE-BRIN program of the National Center for Research Resources.
LITERATURE CITED
BOTTEN, J. K. MIROWSKY, D. KUSEWITT, M. BHARADWAJ, J. YEE, R. RICCI, R. M. FEDDERSEN, AND
B. HJELLE. 2000. Experimental infection model
for Sin Nombre hantavirus in deer mice (Peromyscus maniculatus). Proceedings of the National Academy of Sciences 97: 10578–10583.
, K. MIROWSKY, C. YE, K. GOTTLIEB, M. SAAVEDRA, L. PONCE, AND B. HJELLE. 2002. Shedding and intracage transmission of Sin Nombre
hantavirus in the deer mouse (Peromyscus maniculatus) model. Journal of Virology 76: 7587–
7594.
, J. K. MIROWSKY, D. KUSEWITT, C. YE, K.
GOTTLIEB, J. PRESCOTT, AND B. HJELLE. 2003.
Persistent Sin Nombre virus infection in the deer
mouse (Peromyscus maniculatus) model: Sites of
replication and strand specific expression. Journal of Virology 77: 1540–1550.
CHILDS, J. E., T. G. KSIAZEK. C. F. SPIROPOULOU, J.
W. KREBS, S. MORZUNOV, G. O. MAUPIN, P. E.
ROLLIN, J. SARISKY, AND R. E. ENSCORE. 1994.
Serologic and genetic identification of Peromyscus maniculatus as the primary rodent reservoir
for a new hantavirus in southwestern United
States. Journal of Infectious Diseases 169: 1271–
1280.
CHOMCZYNSKI, P. 1993. A reagent for the single-step
simultaneous isolation of RNA, DNA and proteins from cell and tissue samples. BioTechniques 15: 532–536.
DOHME, K., M. OKABE, AND Y. NISHIMUNE. 1994.
Experimental transmission of hantavirus infection in laboratory rats. Journal of Infectious Diseases 170: 1589–1592.
DOUGLASS, R. J., T. WILSON, W. J. SEMMENS, S. N.
ZANTO, C. W. BOND, R. C. VAN HORNE, AND J.
N. MILLS. 2001. Longitudinal studies of Sin
Nombre virus in deer mouse-dominated ecosystems in Montana. American Journal of Tropical
Medicine and Hygiene 65: 33–41.
FELDMANN, H. A., SANCHEZ, S., MORZUNOV, C. F.
SPIROPOULOU, P. E. ROLLIN, T. G. KSIAZEK, C.
J. PETERS, AND S. T. NICHOL. 1993. Utilization
of autopsy RNA for the synthesis of the nucleocapsid antigen of a newly recognized virus associated with hantavirus pulmonary syndrome. Virus Research 30: 351–367.

KUENZI ET AL.—DYNAMICS OF SNV RNA AND ANTIBODY IN DEER MICE

GAVRILOVSKAYA, I. N., N. S. APEKINA, A. D. BERNSHTEIN, V. T. DEMINA, N. M. OKULOVA, Y. A.
MYASNIKOV, AND M. P. CHUMAKOV, M. P. 1990.
Pathogenesis of hemorrhagic fever with renal
syndrome virus infection and mode of horizontal
transmission of hantavirus in bank voles. Archives of Virology Supplement 1: 57–62.
HALFORD, W. P., B. M. GEBHARDT, AND D. J. J.
CARR. 1996. Mechanisms of Herpes simplex virus type 1 reactivation. Journal of Virology 70:
5051–5060.
HUTCHINSON,K.L., P. E. ROLLIN, AND C. J. PETERS.
1998. Pathogenesis of a North American hantavirus, Black Creek Canal virus, in experimentally
infected Sigmodon hispidus. American Journal of
Tropical Medicine and Hygiene 59: 58–65.
KAUFMAN, G. A., D. W. KAUFMAN, B. R. MCMILLAN,
AND D. E. BRILLHART. 1994. Prevalence of hantavirus antibodies in natural populations of deer
mice in north central Kansas. Prairie Naturalist
26: 209–216.
KUENZI, A. J., R. J. DOUGLASS, D. WHITE, JR., C. W.
BOND, AND J. N. MILLS. 2001. Antibody to Sin
Nombre virus in rodents associated with peridomestic habitats in west central Montana.
American Journal of Tropical Medicine and Hygiene 64: 137–146.
LANGLOIS, J. P., L. FAHRIG, G. MERRIAM, AND H.
ARTSOB. 2001. Landscape structure influences
continental distribution of hantavirus in deer
mice. Landscape Ecology 16: 255–266.
LEE, H. W., P. W. LEE, L. J. BAEK, C. K. SONG, AND
I. W. SEONG. 1981. Intraspecific transmission of
Hantaan virus, etiologic agent of Korean hemorrhagic fever, in the rodent Apodemus agrarius.
American Journal of Tropical Medicine and Hygiene 30: 1106–1112.
MEHTA, S. K., R. J. COHRS, B. FORGHANI, G. ZERBE,
D. H. GILDEN, AND D. L. PIERSON. 2004.
Stress-induced subclinical reactivation of varicella zoster virus in astronauts. Journal of Medical
Virology 72: 174–179.
MILLS, J. N., T. G. KSIAZEK, B. A. ELLIS, P. E. ROLLIN, S. T. NICHOL, T. L. YATES, W. L. GANNON,
C. E. LEVY, D. M. ENGELTHALER, T. DAVIS, D.
T. TANDA, J. W. FRAMPTON, C. R. NICHOLS, C.
J. PETERS, AND J. E. CHILDS. 1997. Patterns of
association with host and habitat: Antibody reactive with Sin Nombre virus in small mammals
in the major biotic communities of the south-

Downloaded From: https://bioone.org/journals/Journal-of-Wildlife-Diseases on 28 Feb 2020
Terms of Use: https://bioone.org/terms-of-use

481

western United States. American Journal of
Tropical Medicine and Hygiene 56: 273–284.
, T. L. YATES, T. G. KSIAZEK, C. J. PETERS,
AND J. E. CHILDS. 1999. Long-term studies of
hantavirus reservoir populations in southwestern
United States: rationale, potential, and methods.
Emerging Infectious Diseases 5: 95–101.
NICHOL, S. T., C. F. SPIROPOULOU, S. MORZUNOV, P.
E. ROLLIN, T. G. KSIAZEK, H. FELDMANN, A.
SANCHEZ, J. CHILDS, S ZAKI, AND C. J. PETERS.
1993. Genetic identification of a hantavirus associated with an outbreak of acute respiratory illness. Science 262: 914–917.
NETSKI, D., B. H. THRAN, AND S. C. ST. JEOR. 1999.
Sin Nombre virus pathogenesis in Peromyscus
maniculatus. Journal of Virology 73: 585–591.
PLYUSNIN, A. 2002. Genetics of hantaviruses: Implications for taxonomy. Archives of Virology 147:
665–682.
PLYUSNIN, A., AND S. P. MORZUNOV. 2001. Virus
evolution and genetic diversity of hantaviruses
and their rodent hosts. Current Topics in Microbiology and Immunology 256: 47–75.
SAS Institute Inc. 1996. JMP start statistics. A guide
to statistics and data analysis using JMP and JMP
IN software. Wadsworth Publishing Company,
Belmont, California.
SUZAN, G., G. CEBALLOS, J. MILLS, T. G. KSIAZEK,
AND T. YATES. 2001. Serologic evidence of hantavirus infection in Sigmodontine rodents in
Mexico. Journal of Wildlife Diseases 37: 391–
393.
VOYTAS, D. 1999. Resolution and recovery of large
DNA fragments. In Short protocols in molecular
biology, F. A. Ausubel, R. Brent, R. E. Kingston,
D. D. Moore, J. G. Seidman, J. A. Smith, and K.
Struhl (eds.). John Wiley and Sons, New York,
pp. 2.5.1–2.5.9.
WEIGLER, B. J., T. G. KSIAZEK, J. G. VANDENBERGH,
M. LEVIN, AND W. T. SULLIVAN. 1996. Serological evidence for zoonotic hantaviruses in North
Carolina rodents. Journal of Wildlife Diseases.
32: 354–357.
YANAGIHARA, R., H. L. AMYX, AND D. C. GAJDUSEK.
1985. Experimental infection with Puumala virus, the etiologic agent of nephropathia epidemica, in bank voles (Clethrionomys glareolus).
Journal of Virology 55: 34–38.
ZAR, J. H. 1984. Biostatistical analysis, 2nd Edition.
Prentice-Hall, Inc., Englewood Cliffs, New Jersey.
Received for publication 31 May 2004.

