Molecular Neurodegeneration

BioMed Central

Open Access

Research article

Differential expression of interferon responsive genes in rodent
models of transmissible spongiform encephalopathy disease
Michael J Stobart1,2, Debra Parchaliuk1, Sharon LR Simon1, Jillian LeMaistre3,
Jozef Lazar4, Richard Rubenstein5 and J David Knox*1,2
Address: 1Division of Host Genetics and Prion Diseases, Public Health Agency of Canada, Canadian Science Centre for Human and Animal Health,
Winnipeg, MB R3E 3R2, Canada, 2Department of Medical Microbiology and Infectious Diseases, Faculty of Medicine, University of Manitoba,
Winnipeg, MB R3E 0W3, Canada, 3Department of Pharmacology and Therapeutics, Faculty of Medicine, University of Manitoba, Winnipeg, MB
R3E 0W3, Canada, 4Department of Dermatology and Human Molecular Genetics Center, MCW, Milwaukee, WI 53226, USA and 5Department of
Biochemistry, SUNY Downstate Medical Center, Brooklyn, NY 11203, USA
Email: Michael J Stobart - Mike_Stobart@phac-aspc.gc.ca; Debra Parchaliuk - Debra_Parchaliuk@phac-aspc.gc.ca;
Sharon LR Simon - Sharon_Simon@phac-aspc.gc.ca; Jillian LeMaistre - jlemaistre@sbrc.ca; Jozef Lazar - jlazar@mcw.edu;
Richard Rubenstein - Richard_Rubenstein@downstate.edu; J David Knox* - david_knox@phac-aspc.gc.ca
* Corresponding author

Published: 16 March 2007
Molecular Neurodegeneration 2007, 2:5

doi:10.1186/1750-1326-2-5

Received: 24 October 2006
Accepted: 16 March 2007

This article is available from: http://www.molecularneurodegeneration.com/content/2/1/5
© 2007 Stobart 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.

Abstract
Background: The pathological hallmarks of transmissible spongiform encephalopathy (TSE) diseases are the deposition of a
misfolded form of a host-encoded protein (PrPres), marked astrocytosis, microglial activation and spongiosis. The development
of powerful gene based technologies has permitted increased levels of pro-inflammatory cytokines to be demonstrated.
However, due to the use of assays of differing sensitivities and typically the analysis of a single model system it remained unclear
whether this was a general feature of these diseases or to what extent different model systems and routes of infection influenced
the relative levels of expression. Similarly, it was not clear whether the elevated levels of cytokines observed in the brain were
accompanied by similar increases in other tissues that accumulate PrPres, such as the spleen.
Results: The level of expression of the three interferon responsive genes, Eif2ak2, 2'5'-OAS, and Mx2, was measured in the
brains of Syrian hamsters infected with scrapie 263K, VM mice infected with bovine spongiform encephalopathy and C57BL/6
mice infected with the scrapie strain ME7. Glial fibrillary acidic expression confirmed the occurrence of astrocytosis in all models.
When infected intracranially all three models showed a similar pattern of increased expression of the interferon responsive
genes at the onset of clinical symptoms. At the terminal stage of the disease the level and pattern of expression of the three
genes was mostly unchanged in the mouse models. In contrast, in hamsters infected by either the intracranial or intraperitoneal
routes, both the level of expression and the expression of the three genes relative to one another was altered. Increased
interferon responsive gene expression was not observed in a transgenic mouse model of Alzheimer's disease or the spleens of
C57BL/6 mice infected with ME7. Concurrent increases in TNFα, TNFR1, Fas/ApoI receptor, and caspase 8 expression in ME7
infected C57BL/6 mice were observed.
Conclusion: The identification of increased interferon responsive gene expression in the brains of three rodent models of TSE
disease at two different stages of disease progression suggest that this may be a general feature of the disease in rodents. In
addition, it was determined that the increased interferon responsive gene expression was confined to the CNS and that the TSE
model system and the route of infection influenced the pattern and extent of the increased expression. The concurrent increase
in initiators of Eif2ak2 mediated apoptotic pathways in C57BL/6 mice infected with ME7 suggested one mechanism by which
increased interferon responsive gene expression may enhance disease progression.
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Background
Transmissible spongiform encephalopathies (TSEs) are
slowly progressive, invariably fatal degenerative disorders
of the central nervous system. The hallmark of these diseases is the accumulation of misfolded isoforms of a hostencoded protein, PrP or prion protein. The disease related
isoforms, PrPres, are derived from the host PrPc protein by
a post-translational process and can be distinguished
from the endogenous protein by their partial resistance to
digestion by proteinase K [1,2].
TSEs share similarities with a 'family' of neurodegenerative diseases, including Alzheimer's, that are characterized
by the deposition of insoluble amyloid plaques composed of host encoded proteins, astrocytosis and microglial activation [3-5]. TSE diseases are distinguished by the
fact that in addition to familial and spontaneous forms of
the disease they can be transmitted iatrogenically or
through dietary exposure to contaminated tissue [6].
Another feature specific to TSEs is the existence of multiple strains, each having a distinct incubation period, pattern of PrPres deposition and vacuolation profile in a given
host [7-10].
Studies examining TSE disease induced gene expression
have demonstrated an increased expression of markers for
astrocyte and microglial activation and proliferation, as
well as pro-inflammatory cytokines [11-17]. Collectively,
these studies are in part responsible for the view that TSE
diseases evoke an atypical inflammatory response. Unfortunately, due to the use of assays of differing sensitivities
and typically the analysis of a single model system it is
unclear to what extent different model systems and routes
of infection influence the relative levels of expression. In
addition, it is unknown whether there is a coincident
increase in expression of some of the same genes in
peripheral tissues, such as the spleen, where significant
amounts of PrPres are observed [18]. To explore these
issues we chose to examine the expression of two interferon responsive genes, 2'5'-oligoadenylate synthetase
(2'5'-OAS) and myxovirus resistance gene 2 (Mx2) whose
increased expression had previously been described in
one or more models of TSE disease [19,20]. The expression of an additional interferon responsive gene not previously analyzed and key mediator of apoptotic pathways,
eukaryotic translation initiation factor 2 alpha kinase 2
(Eif2ak2), was also determined [21].
In this study, we take advantage of the fact that each TSE
strain, once adapted to a particular host, follows a very
predictable disease course [22-26]. The expression levels
of 2'5'-OAS, Mx2 and Eif2ak2 genes were measured at the
time of the onset of symptoms as well as at the terminal
stage of disease in four TSE models as well as a transgenic
model of Alzheimer's disease by quantitative real-time
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PCR (qPCR). qPCR is a highly sensitive method of determining the cycle numbers at which exponential amplification occurs and the amplification of a single specified
product can be confirmed by gel electrophoresis. Unlike
conventional PCR and Northern blot analysis, the qPCR
results, based solely upon the cycles during which exponential amplification occurs, enable the relative or absolute template copy numbers to be determined from a
standard curve [27-29]. This permits a direct comparative
measurement of the influence of TSE model system, route
of infection, and tissue specific effects on the level of
expression of these three genes, even if the differences are
minute.

Results
The increased expression of the interferon (IFN) responsive genes, 2'5'-OAS, and Mx proteins previously reported
in mouse models suggested that the induction of interferon responsive genes may be a general response to TSE
infection [19,20]. To investigate this possibility we compared the whole brain gene expression profiles observed
in Syrian hamsters infected with scrapie 263K, VM mice
infected with bovine spongiform encephalopathy (BSE)
and C57BL/6 mice infected with the scrapie strain ME7. In
order to check the expression of Eif2ak2 in all three models a fragment of the hamster Eif2ak2 mRNA was amplified and cloned, using primers based on homologous
sequences found in the human, mouse and rat.
In the three model systems infected via the IC route a statistically significant (p < 0.008) increase in the expression
of all three IFN responsive genes was observed at the onset
of clinical disease (Figure 1A). In addition, the pattern of
increased expression was similar in the three IC infected
rodent models. The greatest increase in expression was
exhibited by 2'5'-OAS followed by Mx2 and Eif2ak2. No
statistically significant increase in the expression of the
three interferon responsive genes was observed in either
the hamster IP model or the transgenic mouse model of
Alzheimer's disease at the onset of clinical symptoms.
At the terminal stage of the disease a statistically significant (p ≤ 0.002) increased expression of the three IFN
responsive genes was observed in all three rodent models
of TSE disease and by both routes of infection (Figure 1B).
In the mouse models of TSE disease the levels of 2'5'-OAS
and Mx2 expression did not increase further as the mice
progressed from the onset of clinical signs to the terminal
stage of the disease. Similarly, no further increase in
Eif2ak2 expression was observed in the mouse model of
BSE, but a statistically significant 67% increase in Eif2ak2
expression (p = 0.00052) was observed in the scrapie
mouse model. The pattern of increased expression of the
interferon responsive genes relative to one another in
these two models remained the same as that observed at
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Figure 1 levels of interferon responsive genes in four different models of amyloid disease
Expression
Expression levels of interferon responsive genes in four different models of amyloid disease. Pooled samples of
total RNA isolated from the whole brains of diseased or age-matched control animals were used to determine relative gene
expression levels by quantitative real-time PCR. The histograms represent the average of the means of three independent
quantitative real-time PCR reactions, done in duplicate, for each gene ± standard deviation. All plotted data represent gene
expression levels in diseased animals relative to gene expression levels in age and strain-matched control animals. The days
post infection (dpi) indicated correspond to the times at which the onset of clinical symptoms and terminal stage disease are
observed in the different model systems. At the onset of clinical symptoms (panel A) significantly higher expression levels of
the three interferon responsive genes were observed in all the models of TSE disease via the IC route (p ≤ 0.008). No significant increase was observed in the hamster scrapie 263K 63 day IP sample or the similar disease stage transgenic mouse model
of Alzheimer's disease. At the terminal stage of disease (panel B) the expression of the three interferon responsive genes was
significantly increased in all rodent models of TSE disease (p ≤ 0.002) but not in the Alzheimer's disease model (p ≤ 0.32).
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the onset of clinical signs. In contrast, in the IC hamster
model all three genes increased more than twofold as the
animals progressed on to the terminal stage of disease and
therefore to a significantly higher level than that observed
in the mouse models. The more than three fold increase
in Mx2 expression over this period also caused the pattern
of increased interferon responsive gene expression in the
IC hamster model to change from that observed at the
onset of disease (Figure 1). In terminal stage hamsters
infected with the scrapie strain 263K, Mx2 exhibited the
greatest increase in expression followed by 2'5'-OAS and
Eif2ak2 respectively. The pattern of interferon responsive
gene expression displayed by the IC infected hamsters at
the terminal stage of the disease was shared by terminal
stage hamsters infected with the same scrapie strain via
the IP route. The absolute levels of increased expression in
the IP model were less than that observed when administered via the IC route. No significant change in the expression of the three IFN responsive genes was observed in
this transgenic mouse model of Alzheimer's disease at the
terminal stage of the disease when compared to age
matched isogenic controls (Figure 1B).
To test the specificity of the interferon responsive gene up
regulation in the models of TSE disease and not the mouse
model of Alzheimer's disease the level of glial fibrillary
acidic protein (GFAP) mRNA was determined (Figure 2).
The four fold or more increase in GFAP expression
observed in all models is consistent with the well established astrocytosis known to occur in the mouse model of
Alzheimer's disease as well as the models of TSE disease
[30].
The above results were generated using pooled total RNA
derived from whole brain samples. In order to determine
how consistently the increased expression of the IFN
responsive genes would be observed in individual mice, a
panel of 9 terminal stage ME7 infected C57BL/6 mice and
10 mock-infected age-matched controls were analyzed.
An additional sample consisting of a pool of the 10 control samples was also used. In Figure 3A it can be seen that
using the mean value of all the samples as the delineation
mark resulted in two distinct groups, one consisting of 9
samples and the other consisting of 11 samples. All the
samples that fell above the mean value represented
infected samples and those below represented mock
infected control samples. A two-way two-sample T-test
assuming equal variance was used to determine the degree
of significant difference between the infected and control
groups for each of the three IFN responsive genes. The calculated p-values for these groupings were p = 1.39E-23 for
Eif2ak2, p = 7.04E-21 for 2'5'-OAS and p = 7.08E-26 for Mx2
as calculated using the Data Analysis package in Microsoft
Excel©. Therefore, with a high degree of confidence, individual infected samples at the terminal stage of disease
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can be distinguished from uninfected samples based upon
qPCR expression analysis of Eif2ak2, 2'5'-OAS, and Mx2.
In order to determine if a change in the interferon responsive gene expression levels could be seen in a peripheral
tissue known to accumulate high levels of PrPres, total
RNA isolated from the spleens of the same 9 ME7 infected
C57BL/6 mice and 10 mock infected C57BL/6 controls
were used to create a second panel. These samples were
analyzed in the same manner as the brain samples and
this result demonstrated that the levels of mRNA for
Eif2ak2, 2'5'-OAS and Mx2 in the spleen were not significantly affected by TSE disease (Figure 3B).
In addition to their antiviral roles, both Eif2ak2 and 2'5'OAS are known mediators of stress induced apoptosis
[31,32], the major type of cell death associated with TSEinduced neurodegeneration. Eif2ak2 in particular has
been implicated in the induction of the pro-apoptotic factors Fas/ApoI receptor and TNFR1 as well as their respective ligands FasL and TNFα [33,34] potentially through
the Eif2ak2 mediated activation of NF-κB [35]. In addition, it has been reported that Eif2ak2 is able to trigger
apoptosis through the FADD mediated activation of caspase 8 in a manner independent of Fas/ApoI and TNFR1
receptors [36]. To determine the most likely downstream
signalling effects of Eif2ak2 influencing disease progression the levels of expression of these pro-apoptotic genes
was measured in the panel of 9 terminal stage ME7
infected C57BL/6 mice and 8 mock-infected age-matched
controls. In Figure 4 it can be observed that there is a clear
and consistent induction of TNFα, TNFR1, Fas/ApoI
receptor and caspase 8 in the panel of infected mice. In
contrast, no significant induction of FasL was observed.
The calculated p-values for these groupings were p =
3.74E-32 for TNFα, p = 1.03E-25 for TNFR1, p = 0.07 for
FasL, p = 6.62E-27 for Fas/ApoI receptor and p = 1.37E-15
for caspase 8 as calculated using the Data Analysis package
in Microsoft Excel©.

Discussion
To the best of our knowledge, this is the first comparative
study based upon quantitative real-time PCR analysis
measuring the influence of model system, route of infection, and tissue on TSE induced expression of Eif2ak2,
2'5'-OAS, and Mx2 mRNA. Transgenic mice that develop
Alzheimer's disease like pathology were included in the
study to determine whether changes in the levels of
expression of these interferon responsive genes were a
general feature of amyloid diseases of the central nervous
system. TSE disease and Alzheimer's disease are both
slowly progressive diseases where the formation of amyloid deposits is accompanied by an inflammatory
response, and extensive gliosis [37-39]. The three rodent
models of TSE disease and the Tg2576 mouse model of
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Figure 2 level of GFAP in four different models of amyloid disease
Expression
Expression level of GFAP in four different models of amyloid disease. Pooled samples of total RNA isolated from the
whole brains of diseased or age-matched control animals were used to determine relative GFAP expression levels by quantitative real-time PCR. The histograms represent the average of the means of three independent quantitative real-time PCR reactions, done in duplicate, ± standard deviation. All plotted data represent expression levels in diseased animals relative to gene
expression levels in age and strain-matched control animals. A statistically significant increase in GFAP expression was
observed in all terminal disease models (p = 3.44E-5 for Alzheimer's model, p = 0.000364 for VM BSE mice, p = 3.24E-5 for
Hamster 263K 56 IC, p = 0.0068 for Hamster 263K IP, and p = 0.0014 for C57BL/6 ME7 mice).

Alzheimer's disease used in this study have all previously
been shown to exhibit these characteristics, however, significant neurodegeneration is restricted to the models of
TSE disease [37,40-44]. Despite the gliosis demonstrated
in all the rodent disease models, no statistically significant
increase in expression of the three IFN responsive genes
was observed in the mouse model of Alzheimer's disease
(Figure 1 and Figure 2). This indicated that increased
expression of the three IFN responsive genes in brain tissue was not a general feature of these amyloid diseases.
TSE disease transmission, incubation period and disease
phenotype are regulated by complicated interactions
between the host genes and the specific TSE strain, however, when a TSE agent is serially passaged within a given
host these disease characteristics are very stable. Using
well characterized host adapted strains of TSE disease permitted tissue samples to be collected at similar stages of

disease progression [22-26] leaving disease phenotype as
the principle factor determining gene expression. Despite
different neuropathological features, based on the pattern
and degree of increased expression of the three interferon
responsive genes used in this study no difference was
observed between the three IC infected models at the
onset of clinical symptoms (Figure 1A). Only at the terminal stage of the disease did the magnitude of the increase
and the relative amounts of the three genes to one another
distinguish the IC infected hamster model from the two
mouse models that remained remarkably similar to one
another (Figure 1B).
In the hamster model the route of infection played a dominant role in the magnitude of the increase in expression
observed. Following peripheral infection no statistically
significant increase in interferon responsive gene expression was observed until the terminal stage of the disease.
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IFN
Figure
responsive
3
gene expression in the brains and spleens of individual ME7 infected and mock infected C57BL/6 mice
IFN responsive gene expression in the brains and spleens of individual ME7 infected and mock infected C57BL/
6 mice. cDNA from whole brains and spleens of 9 ME7 infected and 10 mock infected C57BL/6 mice that were analyzed in a
blinded fashion. Equal amounts of cDNA from the 10 mock infected samples were pooled to make an eleventh sample. Each
data point represents the mean of three independent quantitative real-time PCR reactions for each gene normalized to the
average level of expression exhibited by the mock infected samples. Filled diamonds represent those samples obtained from
brains of ME7 infected C57BL/6 mice. The shaded circles represent cDNA samples obtained from age-matched mock infected
C57BL/6 mice. The lines represent the mean value of the 20 samples for each gene. A clear segregation of the infected and
mock-infected samples based upon the relative expression of any of the three interferon responsive genes was observed in
brain tissue (A, Eif2ak2 p = 1.39E-23, 2'5'-OAS p = 7.04E-21, Mx2 p = 7.08E-26). A random distribution of infected and mock
infected samples derived from the corresponding spleen tissue relative to the mean of the sample set was observed (B, Eif2ak2
p = 0.75, 2'5'-OAS p = 0.80, Mx2 p = 0.48).
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Figure 4pro-apoptotic gene expression in the brains of individual ME7 infected and mock infected C57BL/6 mice
Increase
Increase pro-apoptotic gene expression in the brains of individual ME7 infected and mock infected C57BL/6
mice. cDNA from whole brains of 9 ME7 infected and 8 mock infected C57BL/6 mice were analyzed in a blinded fashion. Each
data point represents the mean of three independent quantitative real-time PCR reactions for each gene normalized to the
average level of expression exhibited by the mock infected samples. Filled diamonds represent those samples obtained from
brains of ME7 infected C57BL/6 mice. The shaded circles represent cDNA samples obtained from age-matched mock infected
C57BL/6 mice. The lines represent the mean value of the 17 samples for each gene. A clear segregation of the infected and
mock-infected samples based upon the relative expression of TNFα, TNFR1, Fas/ApoI and caspase 8 was observed in brain tissue. In contrast, FasL was not significantly differentially expressed between infected and mock infected samples (TNFα p =
3.74E-32, TNFR1 p = 1.03E-25, FasL p = 0.071, Fas/ApoI p = 6.62E-27, and caspase 8 p = 1.37E-15).

Though the increase observed in the terminal stage IP
infected hamsters was less robust than that exhibited by
the IC infected animals the pattern of expression
remained the same and suggested that the interaction of
TSE strain and host dependent factors, rather than the
route of infection, governed the pattern of expression of
the three interferon responsive genes analyzed (Figure
1B). The increased expression of the interferon responsive
genes following IP infection also indicated that their
induction was a result of the disease rather than the IC
infection procedure and the associated T lymphocytes
observed up to 12 weeks post inoculations at the IC injection site[39].

The 2.0–6.5 fold increase in Mx2 and 2'5'-OAS detected
by qPCR is relatively modest, but comparable to values
reported previously [19,20]. In contrast, microarray profiling of scrapie infected brain tissue has not identified the
three IFN responsive genes reported here as differentially
expressed though increased expression of other interferon
responsive genes was observed [45,46]. The method probably had more influence than TSE strain differences on the
discrepancies observed as one of these studies included
C57BL/6 mice infected I.C. with the scrapie strain ME7. In
addition, the prior detection of increased expression of
Eif2ak2 in TSE infected brain tissue by conventional PCR
required the isolation of activated microglia [19]. Both
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instances attest to the sensitivity of the qPCR method. The
ability to detect small differences in mRNA expression in
whole brain also avoids the potential introduction of
sample bias during the isolation of a particular cell type or
brain region.
To demonstrate that the differential expression observed
was not due to a subset of samples within the pooled RNA
a set of 10 biological replicates were analyzed. The results
obtained from individual ME7 infected brain samples
confirmed that they all clearly exhibited increased expression of the three interferon responsive genes relative to
mock infected controls (Figure 3A). In addition each biological replicate exhibited the same pattern of expression
as was observed with the pooled mRNA derived from ME7
infected samples. The mRNA with the highest relative
increase in expression was 2'5'-OAS followed by Mx2 and
Eif2ak2 respectively. This set of experiments further supported the suggestion that TSE induced induction of these
interferon responsive genes in brain tissue is a general feature of the disease in rodents.
Although the principal effects of the disease are limited to
the CNS, there is considerable deposition of the misfolded PrPc isoform, PrPres, in peripheral lymphoreticular
tissue and in particular the spleen [47,48]. The suggestion
that it is the microglial cells of the brain that are primarily
responsible for the expression of Eif2ak2 and 2'5'-OAS
made us question whether the cells of macrophage lineage
present in the spleen would respond similarly to infective
PrPres deposition. To answer this question the spleens of
the biological replicates described above were tested for
expression levels of these three interferon responsive
genes. No differential expression of Eif2ak2, 2'5'-OAS or
Mx2 was observed following qPCR analysis of mRNA isolated from the spleens (Figure 3B). Despite the sensitivity
of qPCR demonstrated in the analyses of the brain, we
cannot exclude the possibility that these genes are
induced in some minor spleen cell population. Nonetheless, the results obtained suggest that induction of the
three interferon responsive genes is not a generalized
response to PrPres deposition, but instead appears to be
confined to the primary site of the disease, the CNS.
In a disease where the infectious agent is widely accepted
to be an aberrantly folded isoform of the host encoded
protein, PrPc [49], the consequence of the induction of
potent anti-viral factors on disease progression is
unknown. Our results suggest that one consequences of
increased Eif2ak2 expression is a positive effect on disease
progression through the activation of the stress induced
TNFα/TNFR1 apoptotic pathway. The abundance of FasL
is regulated by post translation mechanisms [50,51] that
would go unnoticed in our screen of mRNA levels. Therefore, the increased expression of Fas/Apo1 could be
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accompanied by increased FasL abundance resulting in
the activation of both external apoptotic pathways.
Conclusion
The results suggested that the induction of the interferon
responsive genes, Eif2ak2, 2'5'-OAS, and Mx2, may be a
general feature of rodent models of TSE disease that may
contribute to disease progression through the activation
of stress induced apoptotic pathways. Based upon the TSE
models analyzed the route of infection primarily influenced the extent of the increased expression observed
while strain and host specific factors determined the pattern of expression
The absence of an induction of the interferon responsive
genes in either the Alzheimer's disease model or the
spleens of infected animals indicated that amyloid deposition in the brain or an accumulation of PrPres in the lymphoreticular system are not sufficient to elicit this
response. Instead the induction of the interferon responsive genes must result from an interaction of the infectious
agent with as yet unidentified host specific factors in the
CNS.

Methods
Experimental animals
An internal review of all animal experiments was done
prior to the commencement of the work to ensure that the
procedures were carried out in accordance with the guidelines of the Canadian Council on Animal Care.

Inoculated infective material for all experiments consisted
of rodent-adapted TSE strains corresponding to the appropriate rodent model. Isolation of RNA from animals at a
specific age were based upon previously determined age
of disease onset studies [22-26].
RNA samples extracted from the brains of scrapie 263K
infected and mock infected Syrian hamsters 42 and 56
days following intracerebral (IC) inoculation, scrapie
263K infected and mock infected Syrian hamsters aged 63
and 105 days following intraperitoneal (IP) inoculation,
and BSE infected and mock infected VM mice 84 and 127
days post IC inoculation were graciously provided by the
laboratory of Dr. Robert Rohwer (VAMC Baltimore, MD).
A total of 30 RNA samples from each group at each time
point were pooled together to control for biological variation. The RNA of brains and spleens of scrapie ME7
infected and mock infected C57BL/6 mice aged 120
(onset of symptoms) and 150 (terminal stage disease)
days post infection were prepared at the CSCHAH. The
pooled samples consisted of RNA isolated from 10 mice.
RNA samples from the brains of four Tg2576 transgenic
Alzheimer mice and isogenic controls (strain C57BL/6-
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SJL) aged 350 days or from the brains of three 490 day old
mice were used as a pooled sample (Taconic) [52]. All
RNA was extracted from whole brains using RNeasy® Lipid
Tissue Midi Kit from Qiagen and reverse transcribed to
cDNA as described below.
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human Eif2ak2 sequences (GenBank accession numbers
BC016422, NM_019335, and NM_002759 respectively)
were used to design the primer pair below to amplify an
834 base pair portion of the hamster Eif2ak2 gene.
Eif2ak2 forward: 5'-AGGTTTACATTTCAAGTT-3'

C57BL/6 mice 6–8 weeks old were anaesthetized with isoflurane prior to being IC infected with 20 μL, 1% w/v
brain homogenate in phosphate buffered saline (PBS).
The brain homogenate used for scrapie infection was prepared from terminal stage C57BL/6 mice that had been
previously IC infected with strain ME7 (TSE Resource
Centre, Newbury, U.K.). Age matched controls were inoculated with uninfected brain homogenate. Prior to injection the homogenates were prepared by sonicating three
times for 30 seconds at amplitude setting 40 (ColeParmer
Ultrasonic Processor, model CP-130), then centrifuged at
500 × g for 10 minutes.
Infected mice were observed for clinical signs throughout
the course of the disease. At the days indicated infected
mice and the corresponding mock infected mice serving as
controls were euthanized by cervical dislocation and the
brain and spleen tissue samples collected. RNA was
extracted from the brain and spleen tissues using Qiagen
RNeasy Lipid Tissue Midi kit according to manufacturers
specifications. Two micrograms of total RNA from each
sample was reverse transcribed as described below. Reactions were then purified using Microcon 30 columns (Millipore Corp. Cat. #42410) according to the manufacturers
instructions. The resultant cDNA samples were quantified
on a NanoDrop ND-1000 (NanoDrop Technologies) and
the concentrations adjusted to 25 ng μl-1.
Generation of cDNA template from total RNA samples for
calibrator construction
Two micrograms of total RNA from each sample was
reverse transcribed for 1 hour at 42°C in a 20 μL reaction
containing 50 mM Tris pH 8.3, 75 mM KCl, 3 mM MgCl2,
10 mM DTT, 0.5 μg oligo dT primer, 0.5 mM each dNTP,
40U RNaseOUT RNase inhibitor, and 200 U SuperScript
III RNase H- reverse transcriptase (Invitrogen Cat.#18080044). Reactions were inactivated by heating at 70°C for 15
minutes. RNA complimentary to the cDNA was removed
by the addition of 2 U of E. coli RNase H (Invitrogen
Cat.#18021-071) and incubation at 37°C for 20 minutes.
Reactions were then purified using a Qiagen PCR purification kit according to manufacturers instructions. All
cDNA samples were adjusted to 25 ng μL-1.
Cloning of hamster Eif2ak2 for sequence determination
The sequence of the hamster Eif2ak2 gene was not available in the GenBank database, requiring us to amplify,
clone and sequence a fragment of this gene. Regions of
complete sequence homology between mouse, rat and

Eif2ak2 reverse: 5'-CTTTATCACAGAATTCC-3'
Using cDNA derived from Syrian hamster adult brain tissue (reverse transcription as described above, RNA isolated using the RNeasy® Lipid Tissue Midi Kit from
Qiagen), the fragment of interest was amplified using the
following protocol. Initial denaturation at 95°C for 5
mins, followed by 35 cycles at 95°C for 45 sec, annealing
at 50°C for 45 sec, extension at 72°C for 1 min, followed
by a final extension at 72°C for 10 minutes in a 100 μL
reaction containing 50 ng of each primer and 1.5 mM
MgCl2. The resulting fragment was visualized on a 1%
agarose gel, and then subsequently cloned into pCR® 2.1
vector using a TA cloning kit (Invitrogen Cat.#45-0046).
The 834 base pair hamster fragment was sequenced and
further analyzed using the NCBI GenBank database. It was
found to have homology to Eif2ak2 in mouse, rat and
human. The entire Syrian hamster Eif2ak2 sequence was
obtained using the Invitrogen GeneRacer™ Kit L1500-01,
and is available at GenBank: DQ645944. Primers to be
used in quantitative real-time PCR analysis were chosen
on the basis of this sequence (Table 1).
Construction of calibrator plasmids and standard curves
for quantitative real-time PCR gene expression analysis
Plasmids containing each gene of interest were constructed and used as standards/calibrators in qPCR analysis. Amplicons representing Mx2, 2'5'-OAS, GAPdH,
GFAP, Caspase 8, TNFα, TNFR1, FasL, and Fas/ApoI receptor were generated using the primers listed in Table 1 on
an MJ Research thermocycler. The mouse Eif2ak2 amplicon was amplified using the forward primer 5'-GTA CAA
GCG CTG GCA GAA CTC AAT-3' and the reverse primer
5'-AAG AGG CAC CGG GTT TTG TAT-3'. cDNA was generated from mouse and hamster RNA as described above
to serve as template in all PCR reactions. Reaction conditions for PCR reactions were an initial denaturation at
95°C for 5 minutes, then 35 cycles of 95°C for 30 seconds, 55°C for 30 seconds, and 72°C for 45 seconds, followed by 72°C for 10 minutes. All PCR reactions
contained 50 ng of forward and reverse primers, 15 mM
dNTPs, 1× PCR buffer (10 mM Tris-HCL, 50 mM KCl,
pH8.3), and 1 U of Taq DNA Polymerase (Roche Cat. #1
647 687). The amplicons were gel purified using
QIAquick Gel Extraction kit (Qiagen) according to manufacturers specifications, then cloned into the pCR® 2.1 vector using a TA cloning kit (Invitrogen). Each construct was
checked by restriction enzyme digestion with 20 U of
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Table 1: PCR conditions for quantitative real-time PCR analysis of hamster and mouse models of TSE disease.
Hamster
Gene

Primer Pairs

Mx2

5'-TGGCGGTAGGCATTCAGG-3'
5'-TGCCAGGACCAAGTTTACAGG-3'
5'-AGCCGCTGCCCCCACTGTA-3'
5'-TCCGAGACTGCCCTGAAGC-3'
5'TAGGCCTTGTCAACAGTTATGCTCA3'
5'-GCTGCTTTGCCTCCTGCTTGGTAG3'
5'ATGGCAAGTTCAAAGGCACAGTCA-3'
5'-TGGGGGCATCAGCAGAAGG-3'
5'-GGACATCGAGATTGCCACCTAT-3'
5'-CATCCCTCATCTCCACTGTCTTTA3'

2'5'-OAS
Eif2ak2

GAPdH
GFAP

Size (bp)

Denature
95°C (sec)

Anneal (°C)

Anneal Time
(sec)

Extension
72°C (sec)

Mg2+ (mM)

Number
Cycles

161

5

54

5

7

4

40

109

5

57

5

5

3

50

162

5

58

5

7

3

45

231

5

60

5

11

3

40

176

5

60

5

8

3

45

Mouse
Gene

Primer Pairs

Mx2

5'-CCTGCCTGCCATCGCTGTC-3'
5'-GCCTCTCCACTCCTCTCCCTCATT3'
5'-GAGGCGGTTGGCTGAAGAGG-3'
5'-GAGGAAGGCTGGCTGTGATTGG-3'
5'GTACAAGCGCTGGCAGAACTCAAT-3'
5'-AAGAGGCACCGGGTTTTGTAT-3'
5'-CACGGCAAATTCAACGGCACAGT3'
5'-TGGGGGCATCGGCAGAAGG-3'
5'-GAGCGAGCGTGCAGAGATGATGG3'
5'-CTCCCGAAGCTCCGCCTGGTAGA3'
5'TCTGCTGGGAATGGCTACGGTGAA-3'
5'GTGTGAAGGTGGGCTGTGGCATCT-3'
5'-TGCTCTGTGAAGGGAATGGGTGTT3'
5'AGTCCTTGATGGTGGTGCATGAGA-3'
5'-AACCAGTTCCAACGCTACCTGAGT3'
5'-AAGGGACGCACTCACTTTCTCTCA3'
5'ATCCCTCTGGAATGGGAAGACACA-3'
5'-ACCCAGTTTCGTTGATCACAAGGC3'
5'-TCGCCTATGGTTGTTGACCATCCT3'
5'-TGGTATGGTTTCACGACTGGAGGT3'

2'5'-OAS
Eif2ak2
GAPdH
GFAP

Caspase 8

TNFα

TNFα
Receptor
Fas
Ligand
Fas/ApoI
Receptor

Size (bp)

Denature
95°C (sec)

Anneal (°C)

Anneal Time
(sec)

Extension
72°C (sec)

Mg2+ (mM)

Number
Cycles

160

5

60

5

11

3

40

312

5

60

5

11

3

40

124

5

60

5

11

4

40

232

5

60

5

11

3

40

166

5

60

5

11

3

45

212

5

60

5

11

3

45

241

5

60

5

11

3

45

157

5

60

5

8

3

45

91

5

63

5

6

3

45

136

5

57

5

7

3

45

Conditions outlined above were used to determine the relative expression levels of the genes Eif2ak2, 2'5'-OAS, Mx2, GFAP, TNFα, TNFR1, FasL, Fas/ApoI, and caspase 8, as
well as the reference gene GAPdH using the Roche LightCycler® 1.5.

EcoRI in 1× React3 buffer for 1 hour at 37°C (Invitrogen)
and restriction product pattern visualized on a 1% agarose
gel. All constructs were subsequently sequenced and confirmed to contain the correct gene fragment.
For generation of standard curves, plasmids were diluted
to 20 pg μL-1 in 10 mM Tris-HCl pH8.5. To each dilution
20 ng μL-1 pGEM-NZ empty vector was added to stabilize
the target plasmid concentration over time. The samples

were subsequently serially diluted and amplified on the
Roche LightCycler® Real-Time PCR machine according to
conditions in Table 1. Using the Roche LightCycler® 1.5
and the Relative Quantification Software version 1.0
(Roche Diagnostics), coefficient files were created from
exported standard curves of target genes Mx2, 2'5'-OAS,
Eif2ak2, GFAP, TNFα, TNFR1, FasL, Fas/ApoI receptor,
caspase 8 and the reference gene, GAPdH. The inclusion
of one dilution of the plasmid used to generate the corre-
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sponding coefficient file in each run (calibrator) controlled for run-to-run variation. The calibrator adjusted
coefficient files, used to analyze all qPCR results, represent
the standard curves from which the original template copy
number in each sample was calculated, permitting run-torun comparisons. The use of coefficient files also enabled
normalization to GAPdH expression, taking into account
any variation in the amount of cDNA added to reaction
tubes.
Real time quantification of interferon responsive genes in
scrapie 263K infected Syrian hamsters, BSE infected VM
mice, scrapie ME7 infected C57BL/6 mice and transgenic
Alzheimer mice
Relative quantification of all cDNAs was performed using
the LightCycler® Fast Start DNA Master SYBR green kit, on
a LightCycler® 1.5 Real-time PCR instrument (Roche Diagnostics). Amplification conditions utilized for qPCR of
target cDNA are listed in Table 1. Subsequent to amplification, product purity was confirmed by melt curve analysis and visualization on a 1% agarose gel for fragment
size. Relative expression levels were calculated using the
Relative Quantification software from Roche Diagnostics,
with interferon responsive gene expression levels normalized relative to GAPdH expression levels. The average fold
increased expression shown in Figure 1 represents the
averages of duplicate reactions from three independent
trials (i.e. triplicates of duplicates). Interferon responsive
gene expression levels in control samples represent a baseline expression of one, with infected sample gene expression compared to this baseline.

A two-sample two-tail t-test assuming equal variance was
used to determine if a significant difference in gene
expression existed between the control and infected/transgenic cDNA samples using the Data Analysis package in
Microsoft Excel©.
Analysis of individual ME7 infected and mock-infected
C57BL/6 mouse samples
Triplicate of duplicate real time qPCR reactions were performed as described above (primer sequences and reaction conditions used are listed in Table 1). The relative
expression levels (normalized to GAPdH) of the Mx2,
2'5'-OAS, Eif2ak2, GFAP, TNFα, TNFR1, FasL, Fas/ApoI
receptor, caspase 8 genes were obtained using Relative
Quantification Software (Roche Diagnostics). The expression level relative to the control average for each individual run was determined, and the three runs were averaged.
A two-sample two-tail t-test assuming equal variance was
used to determine if a significant difference in gene
expression existed between the control and infected cDNA
samples using the Data Analysis package in Microsoft
Excel©.

http://www.molecularneurodegeneration.com/content/2/1/5

Competing interests
The author(s) declare that they have no competing interests.

Authors' contributions
MJS generated the cDNA used for all qPCR results of
brain-derived mRNA, performed all qPCR analysis on
brain cDNA, generated all the calibrator plasmids and
curves, performed the statistical analysis, sequenced the
hamster Eif2ak2 mRNA, and helped draft the manuscript.
DP homogenized brain and spleen tissue, and blinded the
C57BL/6 mouse brain cDNA panel. SS aided in analysis
and interpretation of data from the LightCycler and
helped draft the manuscript. JLeM generated cDNA and
performed qPCR analysis on cDNA derived from C57BL/
6 mouse spleens. JL provided mRNA from control and
infected VM mice and Syrian hamsters. RR provided
mRNA from transgenic mouse models of Alzheimer's disease. JDK conceived of the study and its design, and primarily drafted the manuscript. All authors read and
approved the final manuscript.

Acknowledgements
We would like to thank the Animal Housing Facility staff at the CSCHAH
for taking care of the C57BL/6 mice. This research was supported by the
Public Health Agency of Canada.

References
1.
2.

3.

4.

5.

6.
7.
8.
9.

10.
11.

McKinley MP, Bolton DC, Prusiner SB: A protease-resistant protein is a structural component of the scrapie prion. Cell 1983,
35:57-62.
Basler K, Oesch B, Scott M, Westaway D, Walchli M, Groth DF,
McKinley MP, Prusiner SB, Weissmann C: Scrapie and cellular PrP
isoforms are encoded by the same chromosomal gene. Cell
1986, 46:417-428.
Kirkitadze MD, Bitan G, Teplow DB: Paradigm shifts in Alzheimer's disease and other neurodegenerative disorders: the
emerging role of oligomeric assemblies. J Neurosci Res 2002,
69:567-577.
Kayed R, Head E, Thompson JL, McIntire TM, Milton SC, Cotman
CW, Glabe CG: Common structure of soluble amyloid oligomers implies common mechanism of pathogenesis. Science
2003, 300:486-489.
Bucciantini M, Giannoni E, Chiti F, Baroni F, Formigli L, Zurdo J, Taddei N, Ramponi G, Dobson CM, Stefani M: Inherent toxicity of
aggregates implies a common mechanism for protein misfolding diseases. Nature 2002, 416:507-511.
Ironside JW: Neuropathological findings in new variant CJD
and experimental transmission of BSE. FEMS Immunol Med
Microbiol 1998, 21:91-95.
Bruce ME: TSE strain variation. Br Med Bull 2003, 66:99-108.
Chesebro B: Introduction to the transmissible spongiform
encephalopathies or prion diseases. Br Med Bull 2003, 66:1-20.
Bruce M, Chree A, McConnell I, Foster J, Pearson G, Fraser H:
Transmission of bovine spongiform encephalopathy and
scrapie to mice: strain variation and the species barrier. Philos Trans R Soc Lond B Biol Sci 1994, 343:405-411.
Bruce ME, Boyle A, Cousens S, McConnell I, Foster J, Goldmann W,
Fraser H: Strain characterization of natural sheep scrapie and
comparison with BSE. J Gen Virol 2002, 83:695-704.
Dandoy-Dron F, Guillo F, Benboudjema L, Deslys JP, Lasmezas C,
Dormont D, Tovey MG, Dron M: Gene expression in scrapie.
Cloning of a new scrapie-responsive gene and the identification of increased levels of seven other mRNA transcripts. J
Biol Chem 1998, 273:7691-7697.

Page 11 of 13
(page number not for citation purposes)

Molecular Neurodegeneration 2007, 2:5

12.
13.

14.

15.
16.

17.
18.

19.
20.
21.
22.
23.
24.

25.

26.

27.

28.

29.

30.
31.

Lazarini F, Boussin F, Deslys JP, Tardy M, Dormont D: Astrocyte
gene expression in experimental mouse scrapie. J Comp Pathol
1994, 111:87-98.
Kim JI, Ju WK, Choi JH, Choi E, Carp RI, Wisniewski HM, Kim YS:
Expression of cytokine genes and increased nuclear factorkappa B activity in the brains of scrapie-infected mice. Brain
Res Mol Brain Res 1999, 73:17-27.
Brown AR, Webb J, Rebus S, Walker R, Williams A, Fazakerley JK:
Inducible cytokine gene expression in the brain in the ME7/
CV mouse model of scrapie is highly restricted, is at a strikingly low level relative to the degree of gliosis and occurs
only late in disease. J Gen Virol 2003, 84:2605-2611.
Diedrich J, Wietgrefe S, Zupancic M, Staskus K, Retzel E, Haase AT,
Race R: The molecular pathogenesis of astrogliosis in scrapie
and Alzheimer's disease. Microb Pathog 1987, 2:435-442.
Kopacek J, Sakaguchi S, Shigematsu K, Nishida N, Atarashi R, Nakaoke
R, Moriuchi R, Niwa M, Katamine S: Upregulation of the genes
encoding lysosomal hydrolases, a perforin-like protein, and
peroxidases in the brains of mice affected with an experimental prion disease. J Virol 2000, 74:411-417.
Baker CA, Lu ZY, Zaitsev I, Manuelidis L: Microglial activation varies in different models of Creutzfeldt-Jakob disease. J Virol
1999, 73:5089-5097.
Madec JY, Groschup MH, Calavas D, Junghans F, Baron T: Proteaseresistant prion protein in brain and lymphoid organs of sheep
within a naturally scrapie-infected flock. Microb Pathog 2000,
28:353-362.
Baker CA, Lu ZY, Manuelidis L: Early induction of interferonresponsive mRNAs in Creutzfeldt-Jakob disease. J Neurovirol
2004, 10:29-40.
Riemer C, Queck I, Simon D, Kurth R, Baier M: Identification of
upregulated genes in scrapie-infected brain tissue. J Virol 2000,
74:10245-10248.
Stark GR, Kerr IM, Williams BR, Silverman RH, Schreiber RD: How
cells respond to interferons. Annu Rev Biochem 1998, 67:227-264.
Shaked GM, Engelstein R, Avraham I, Kahana E, Gabizon R: Dimethyl
sulfoxide delays PrP(sc) accumulation and disease symptoms in prion-infected hamsters. Brain Res 2003, 983:137-143.
Hsiao K: Strain dependent and invariant features of transgenic mice expressing Alzheimer amyloid precursor proteins. Prog Brain Res 1998, 117:335-341.
Bruce ME, McConnell I, Fraser H, Dickinson AG: The disease characteristics of different strains of scrapie in Sinc congenic
mouse lines: implications for the nature of the agent and
host control of pathogenesis. J Gen Virol 1991, 72 ( Pt
3):595-603.
Taylor DM, Fernie K, Steele PJ, McConnell I, Somerville RA: Thermostability of mouse-passaged BSE and scrapie is independent of host PrP genotype: implications for the nature of the
causal agents. J Gen Virol 2002, 83:3199-3204.
Zhang J, Chen L, Zhang BY, Han J, Xiao XL, Tian HY, Li BL, Gao C,
Gao JM, Zhou XB, Ma GP, Liu Y, Xu CM, Dong XP: Comparison
study on clinical and neuropathological characteristics of
hamsters inoculated with scrapie strain 263K in different
challenging pathways. Biomed Environ Sci 2004, 17:65-78.
Dixon TJ, Taggart JB, George SG: Application of real time PCR
determination to assess interanimal variabilities in CYP1A
induction in the European flounder (Platichthys flesus). Mar
Environ Res 2002, 54:267-270.
Flori P, Bellete B, Durand F, Raberin H, Cazorla C, Hafid J, Lucht F,
Sung RT: Comparison between real-time PCR, conventional
PCR and different staining techniques for diagnosing Pneumocystis jiroveci pneumonia from bronchoalveolar lavage
specimens. J Med Microbiol 2004, 53:603-607.
Ning ZY, Zhao DM, Yang JM, Cui YL, Meng LP, Wu CD, Liu HX:
Quantification of prion gene expression in brain and peripheral organs of golden hamster by real-time RT-PCR. Anim Biotechnol 2005, 16:55-65.
Hsiao K, Chapman P, Nilsen S, Eckman C, Harigaya Y, Younkin S, Yang
F, Cole G: Correlative memory deficits, Abeta elevation, and
amyloid plaques in transgenic mice. Science 1996, 274:99-102.
Chawla-Sarkar M, Lindner DJ, Liu YF, Williams BR, Sen GC, Silverman
RH, Borden EC: Apoptosis and interferons: role of interferonstimulated genes as mediators of apoptosis. Apoptosis 2003,
8:237-249.

http://www.molecularneurodegeneration.com/content/2/1/5

32.

33.

34.

35.

36.

37.
38.

39.
40.

41.

42.
43.

44.

45.

46.

47.

48.

49.
50.

Der SD, Yang YL, Weissmann C, Williams BR: A double-stranded
RNA-activated protein kinase-dependent pathway mediating stress-induced apoptosis. Proc Natl Acad Sci U S A 1997,
94:3279-3283.
Balachandran S, Kim CN, Yeh WC, Mak TW, Bhalla K, Barber GN:
Activation of the dsRNA-dependent protein kinase, PKR,
induces apoptosis through FADD-mediated death signaling.
EMBO J 1998, 17:6888-6902.
Meusel TR, Kehoe KE, Imani F: Protein kinase R regulates double-stranded RNA induction of TNF-alpha but not IL-1 beta
mRNA in human epithelial cells.
J Immunol 2002,
168:6429-6435.
Gil J, Alcami J, Esteban M: Induction of apoptosis by doublestranded-RNA-dependent protein kinase (PKR) involves the
alpha subunit of eukaryotic translation initiation factor 2 and
NF-kappaB. Mol Cell Biol 1999, 19:4653-4663.
Gil J, Esteban M: The interferon-induced protein kinase (PKR),
triggers apoptosis through FADD-mediated activation of
caspase 8 in a manner independent of Fas and TNF-alpha
receptors. Oncogene 2000, 19:3665-3674.
Hsiao K: Transgenic mice expressing Alzheimer amyloid precursor proteins. Exp Gerontol 1998, 33:883-889.
Hughes PE, Alexi T, Walton M, Williams CE, Dragunow M, Clark RG,
Gluckman PD: Activity and injury-dependent expression of
inducible transcription factors, growth factors and apoptosis-related genes within the central nervous system. Prog Neurobiol 1999, 57:421-450.
Betmouni S, Perry VH, Gordon JL: Evidence for an early inflammatory response in the central nervous system of mice with
scrapie. Neuroscience 1996, 74:1-5.
Cunningham C, Deacon R, Wells H, Boche D, Waters S, Diniz CP,
Scott H, Rawlins JN, Perry VH: Synaptic changes characterize
early behavioural signs in the ME7 model of murine prion
disease. Eur J Neurosci 2003, 17:2147-2155.
Brown DA, Bruce ME, Fraser JR: Comparison of the neuropathological characteristics of bovine spongiform encephalopathy
(BSE) and variant Creutzfeldt-Jakob disease (vCJD) in mice.
Neuropathol Appl Neurobiol 2003, 29:262-272.
Ye X, Scallet AC, Kascsak RJ, Carp RI: Astrocytosis and amyloid
deposition in scrapie-infected hamsters. Brain Res 1998,
809:277-287.
Wegiel J, Wang KC, Imaki H, Rubenstein R, Wronska A, Osuchowski
M, Lipinski WJ, Walker LC, LeVine H: The role of microglial cells
and astrocytes in fibrillar plaque evolution in transgenic
APP(SW) mice. Neurobiol Aging 2001, 22:49-61.
Jacobsen JS, Wu CC, Redwine JM, Comery TA, Arias R, Bowlby M,
Martone R, Morrison JH, Pangalos MN, Reinhart PH, Bloom FE:
Early-onset behavioral and synaptic deficits in a mouse
model of Alzheimer's disease. Proc Natl Acad Sci U S A 2006,
103:5161-5166.
Riemer C, Neidhold S, Burwinkel M, Schwarz A, Schultz J,
Kratzschmar J, Monning U, Baier M: Gene expression profiling of
scrapie-infected brain tissue. Biochem Biophys Res Commun 2004,
323:556-564.
Booth S, Bowman C, Baumgartner R, Sorensen G, Robertson C,
Coulthart M, Phillipson C, Somorjai RL: Identification of central
nervous system genes involved in the host response to the
scrapie agent during preclinical and clinical infection. J Gen
Virol 2004, 85:3459-3471.
Head MW, Ritchie D, Smith N, McLoughlin V, Nailon W, Samad S,
Masson S, Bishop M, McCardle L, Ironside JW: Peripheral tissue
involvement in sporadic, iatrogenic, and variant CreutzfeldtJakob disease: an immunohistochemical, quantitative, and
biochemical study. Am J Pathol 2004, 164:143-153.
Hill AF, Butterworth RJ, Joiner S, Jackson G, Rossor MN, Thomas DJ,
Frosh A, Tolley N, Bell JE, Spencer M, King A, Al Sarraj S, Ironside JW,
Lantos PL, Collinge J: Investigation of variant Creutzfeldt-Jakob
disease and other human prion diseases with tonsil biopsy
samples. Lancet 1999, 353:183-189.
Sailer A, Bueler H, Fischer M, Aguzzi A, Weissmann C: No propagation of prions in mice devoid of PrP. Cell 1994, 77:967-968.
Ivanov VN, Hei TK: Dual treatment with COX-2 inhibitor and
sodium arsenite leads to induction of surface Fas Ligand
expression and Fas-Ligand-mediated apoptosis in human
melanoma cells. Exp Cell Res 2006, 312:1401-1417.

Page 12 of 13
(page number not for citation purposes)

Molecular Neurodegeneration 2007, 2:5

51.
52.

http://www.molecularneurodegeneration.com/content/2/1/5

Ryan AE, Lane S, Shanahan F, O'connell J, Houston A: Fas ligand
expression in human and mouse cancer cell lines; a caveat on
over-reliance on mRNA data. J Carcinog 2006, 5:5.
Holcomb L, Gordon MN, McGowan E, Yu X, Benkovic S, Jantzen P,
Wright K, Saad I, Mueller R, Morgan D, Sanders S, Zehr C, O'Campo
K, Hardy J, Prada CM, Eckman C, Younkin S, Hsiao K, Duff K: Accelerated Alzheimer-type phenotype in transgenic mice carrying both mutant amyloid precursor protein and presenilin 1
transgenes. Nat Med 1998, 4:97-100.

Publish with Bio Med Central and every
scientist can read your work free of charge
"BioMed Central will be the most significant development for
disseminating the results of biomedical researc h in our lifetime."
Sir Paul Nurse, Cancer Research UK

Your research papers will be:
available free of charge to the entire biomedical community
peer reviewed and published immediately upon acceptance
cited in PubMed and archived on PubMed Central
yours — you keep the copyright

BioMedcentral

Submit your manuscript here:
http://www.biomedcentral.com/info/publishing_adv.asp

Page 13 of 13
(page number not for citation purposes)

