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In recent years, human herpesvirus 6 (HHV-6) has been investigated as a pos-
sible causative agent for MS. To determine if the detection of HHV-6 DNA in
the serum of MS patients correlates with clinical parameters of MS disease
progression, a total of 215 serum samples was obtained from 59 MS patients
followed prospectively for a 5-month period. These samples were analyzed for
the presence of HHV-6 DNA by nested PCR and compared in parallel to MS
disease activity. HHV-6 DNA was ampli�ed in 22% (4/18) of samples obtained
during a period of clinical exacerbation. Signi�cantly fewer ( P = 0.008) sera,
5.6% (11/197), obtained from MS patients during clinical remission tested posi-
tive for the presence of HHV-6 DNA. This work demonstrates that the detection
of serum HHV-6 DNA is signi�cantly correlated with clinical exacerbations in
MS. Moreover, the �ndings presented in this study have con�rmed previous
reports supporting an association between MS and HHV-6 and suggest a role
for this human herpesvirus in the pathogenesis of MS. Journal of NeuroVirology
(2002) 8, 250–256.
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Introduction

Multiple sclerosis (MS) is the most prevalent de-
myelinating disease of the central nervous system
(CNS). The hallmarks of MS pathology include
demyelinating white matter lesions, perivascular
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in�ammation, and relative sparing of the axons.
Although the cause of MS is unknown, it is generally
believed that an autoimmune component is involved
in the pathogenesis of this disease (Hunter and
Rodriguez, 1995). This hypothesis is supported by
similarities between MS and experimental immune-
mediated demyelinating diseases (Martin and
McFarland, 1997), the association of MS with genes
involved in the immune response, and the clinical
response of MS symptoms to immunomodulatory
treatments. Genetic factors have also been shown
to be important in the pathogenesis of MS (Ebers,
1994). The lifetime risk of developing this disease
is higher in biological relatives of MS patients
(Sadovnick, 1993). However, the concordance rate
among monozygotic twins is only 28%, which
suggests that a susceptible genetic background alone
is not suf�cient to cause the disease (Cook, 1997).
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It has been suggested that environmental stimuli
may play an important role in triggering MS symp-
toms and pathology. Familial and regional clustering
studies indicate that an environmental factor, possi-
bly an infectious agent, may induce disease exacer-
bations in susceptible individuals (Panitch, 1994). In
the search for an infectious etiology in the pathogen-
esis of MS, the historic focus has been on the iden-
ti�cation of a unique virus predominately associated
with MS and absent in unaffected individuals. This
avenue of research has failed to convincingly iden-
tify any such ‘MS virus.’ More recently, the attention
has shifted to the possible association of MS with a
common, ubiquitous virus which persists as a com-
mensal infection in the general population, but may
induce disease in a subset of susceptible individu-
als (Berti and Jacobson, 1999; Blumberg et al, 2000).
In recent years, human herpesvirus 6 (HHV-6), a
¯-herpesvirus closely related to cytomegalovirus and
HHV-7 (Salahuddin et al, 1986), has been investi-
gated extensively as a possible causative agent for MS
(Challoner et al, 1995) (Soldan et al, 1997). HHV-6 is
the etiologic agent of a childhood febrile illness, ex-
antem subitum (roseola infantum) (Yamanishi et al,
1988) and it has been suggested that HHV-6 may
be the most neuroinvasive member of the human
herpesvirus family (Caserta et al, 1994; Knox and
Carrigan, 1995; Mackenzie et al, 1995; Wilborn et al,
1994). Several immunological and molecular stud-
ies have supported a relationship between HHV-6
and MS (Sola et al, 1993; Challoner et al, 1995;
Soldan et al, 1997; Ablashi et al, 1998; Friedman et al,
1999; Akhyani et al, 2000; Soldan et al, 2000). Most
recently, Tomsone et al, 2001, have con�rmed the
higher prevalence of HHV-6 in plasma of MS patients
compared to controls. However, others have failed
to support these observations (Martin et al, 1997;
Enbom et al, 1999; Goldberg et al, 1999) and the
association between HHV-6 and MS remains open
(Soldan and Jacobson, 2001).

HHV-6 DNA has been reported in the serum of
patients with primary HHV-6 infection (roseola in-
fantum) (Secchiero et al, 1995) and is believed to
be a marker for active virus replication. Of interest,
cell-free serum HHV-6 DNA has also been reported
in approximately 23% of MS patients but not in ei-
ther healthy controls or other in�ammatory disease
and other neurologic disease controls (Akhyani et al,
2000; Berti et al, 2000; Soldan et al, 1997). To further
investigate the role of HHV-6 in MS, it is important to
determine if active virus replication, as measured by
the detection of serum HHV-6 DNA, correlates with
parameters of MS disease progression. To address
this question, a total of 215 serum samples was ob-
tained from 59 MS patients who were enrolled in clin-
ical protocols at the Neuroimmunology Branch of the
National Institutes of Health and followed prospec-
tively for a 5-month period. These samples were ana-
lyzed for the presence of HHV-6 DNA by nested PCR
and compared in parallel to MS disease activity.

Results

In previous studies examining the presence of serum
HHV-6 DNA in MS patients from the NIH cohort,
HHV-6 DNA was ampli�ed from the serum of approx-
imately 23% (25 of 108) MS patients (Akhyani et al,
2000). In contrast, no HHV-6 DNA was detected from
control sera (Akhyani et al, 2000; Berti et al, 2000;
Soldan et al, 1997). The present work extends these
observations to include a total of 167 MS patients
(Table 1). To date, the presence of HHV-6 DNA has
been detected in 39 out of 167 (23%) of MS patients
compared to 0 out of 70 (0%) of controls (Table 1),
including sera from normal control subjects (n D 36),
patients with other in�ammatory (n D 15), and other
neurologic diseases (n D 19) (P D 0:0001, Â2 test).
To verify that sequences ampli�ed from sera of MS
patients were HHV-6, PCR products were sequenced
and analyzed from representative patients using the
modules ContigExpress and AlignX from the Vec-
torNTI Suite 5.5 (InforMax, Inc, North Bethesda, MD).
All sequences obtained from MS patient samples
aligned with known HHV-6 sequences (Figure 1).

The possible relationship between MS exacerba-
tions and the detection of serum HHV-6 DNA was ex-
amined over time in a large cohort of MS patients.
Fifty-nine MS patients (17 men, 42 women) were
evaluated from two to �ve times over a 5-month
period. A total of 215 serum samples was collected
from these 59 patients. Among those, 18 sera were ob-
tained during an exacerbation. HHV-6 DNA was am-
pli�ed from 4 of 18 exacerbation samples (Table 2).
Serum HHV-6 DNA was detected from signi�cantly
fewer (P D 0:008, Â 2 test) sera obtained during peri-
ods of remission. From 197 sera obtained from MS
patients during remission, only 11 tested positive for
the presence of HHV-6 DNA (Table 2). Because 29 of
the 59 patients in this study were under an interferon
¯ regimen (28 Betaseron, Berlex, 1 Avonex), it was of
interest to determine if the ability to detect serum
HHV-6 DNA in MS patients was in�uenced by

Table 1 Detection of serum HHV-6 DNA in MS patients and
controls

PCR reactivity
Patient
populations HHV-6 C HHV-6¡

Percent
HHV-6
reactive

MS n D 167 39 128 23¤¤

¤RRMS n D 149 36 113 24¤¤

¤PPMS n D 2 0 2 0
¤RPMS n D 9 2 7 22¤¤

¤SPMS n D 7 1 6 14¤¤

Non-MS n D 70 0 70 0
¤ND n D 36 0 36 0
¤OID n D 15 0 15 0
¤OND n D 19 0 19 0

¤RRMS D relapsing remitting MS; PPMS D primary progressive
MS; RPMS D relapsing progressive MS; SPMS D secondary pro-
gressive MS; ND D normal donor; OID D other in�ammatory dis-
ease; OND D other neurologic disease.
¤¤ P < 0:0001.
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Figure 1 Veri�cation of MS serum HHV-6-nested PCR products by sequence analysis. The DNA ampli�ed from MS patient sera by
primers speci�c for the major capsid protein region of HHV-6 demonstrated 98.6% sequence homology to the HHV-6A variant isolate
U1102.

¯-interferon therapy. Of the 103 serum samples col-
lected from patients using ¯-interferon, 6/103 (5.8%)
were positive for HHV-6 DNA. When samples col-
lected from patients not on ¯-interferon therapy were
analyzed separately, HHV-6 DNA was found in 9/112
(8.0%) samples. The difference between these two
groups did not reach statistical signi�cance (P D
0:12, Â 2 test).

To further examine the relationship between the
detection of HHV-6 DNA in the serum of MS pa-
tients with clinical parameters of MS disease pro-
gression over time, two MS patients with early
secondary progressive MS and frequent periods of
clinical worsening were tested extensively for the
presence of serum HHV-6 DNA. Numerous sam-
ples from a period of over 19 months were avail-
able from these two patients for a retrospective anal-
ysis of HHV-6 serum DNA (Table 3). MS patient
1 was treated with ¯-interferon for the 19-month
period under study and experienced four episodes
of clinical relapse. Serum HHV-6 DNA was ampli-
�ed from three of four of these serum samples ob-
tained during de�ned periods of clinical worsening
(Table 3). In contrast, HHV-6 DNA was detected only

Table 2 Detection of serum HHV-6 DNA in MS patients during
clinical exacerbations and remissions

PCR reactivity
Serum

samples HHV-6C HHV-6¡

Percent
HHV-6
reactive

Exacerbations 4 14 22¤

n D 18
Remissions 11 186 5.6
n D 197

¤ P D 0:008.

once during the 14 time points sampled in which
clinical worsening was not evident (Table 3). Sim-
ilarly, MS patient 2 who started ¯-interferon treat-
ment on the 13th month of this 23-month study pe-
riod, experienced four clinical exacerbations. HHV-6
DNA was ampli�ed from two of four serum samples

Table 3 Correlation of serum HHV-6 DNA and clinical MS disease
activity

MS patient 1 MS patient 2

Serum HHV-6 MRI HHV-6 MRI
samples PCR # Gd-lesions ¤Exac. PCR # Gd-lesions Exac.

Month 1 C 0 C ¡ 0 ¡
Month 2 ¡ 0 ¡ ¡ 0 ¡
Month 3 ¡ 0 ¡ ¡ 3 ¡
Month 4 ¡ 0 ¡ ¡ 0 ¡
Month 5 ¡ 0 ¡ ¡ 2 ¡
Month 6 ¡ 0 ¡ ¡ 0 ¡
Month 7 ¡ 0 ¡ ¡ 0 ¡
Month 8 ¡ 0 ¡ C 1 C
Month 9 ¡ 0 C ¡ 0 ¡
Month 10 ¡ 0 ¡ ¡ 6 ¡
Month 11 C 0 C ¡ 11 ¡
Month 12 ¡ 0 ¡ ¡ 25 ¡
Month 13 ¡ 0 ¡ ¡ 8 C
Month 14 C 0 ¡ ¡ 10 ¡
Month 15 ¡ 0 ¡ ¡ 4 ¡
Month 16 ¡ 0 ¡ ¡ 0 ¡
Month 17 C 0 C ¡ 0 ¡
Month 18 ¡ 0 ¡ ¡ 0 C
Month 19 ¡ 0 ¡ ¡ 0 ¡
Month 20 ¤¤NT NT NT ¡ 0 ¡
Month 21 NT NT NT C 5 ¡
Month 22 NT NT NT C 0 C
Month 23 NT NT NT ¡ 0 ¡

¤Exac. D exacerbation.
¤¤NT D not tested.
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Figure 2 The number of new gadolinium (Gd)-enhancing lesions
observed by MRI (triangles and dotted line) was compared to the
presence of serum HHV-6 DNA (indicated by icosohedrals) for pa-
tient 2. Although both the number of Gd-enhancing lesions and the
detection of HHV-6 DNA �uctuated over time in this individual,
a signi�cant correlation between lesion load and the presence of
serum HHV-6 DNA could not be demonstrated.

obtained during exacerbation (Table 3). HHV-6 DNA
was detected only once during 19 time points cor-
responding with periods of remission in this patient
(Table 3).

It has been demonstrated that the number of
gadolinium-enhancing lesions as measured by mag-
netic resonance imaging (MRI) vary in MS patients
over time (McFarland et al, 1992). Therefore, it was
of interest to compare MRI lesion load with the de-
tection of HHV-6 DNA in the serum of these two MS
patients followed over a period of at least 19 months.
Although MS patient 1 had no Gd-enhancing le-
sions throughout the 19-month study period, MS pa-
tient 2 experienced periodic �uctuations of lesion
load over 23 months (Figure 2). There was no appar-
ent correlation between the number of Gd-enhancing
lesions and the detection of HHV-6 serum DNA in this
patient.

Discussion

Throughout the years, a number of viruses have been
associated with the pathogenesis of MS (Berti and
Jacobson, 1999). Recently, HHV-6 has been suggested
as a possible candidate based on a number of char-
acteristics of the virus. First, primary infection with
HHV-6 usually occurs during the �rst 2 years of life

(Caserta and Hall, 1993), which is consistent with
epidemiological evidence suggesting that childhood
exposure to an etiologic agent may contribute to
the pathogenesis of MS. Second, herpesviruses, in
general, are highly neurotropic. HHV-6 has recently
been described as neuroinvasive (Wilborn et al, 1994;
Kimberlin and Whitley, 1998) and oligodendrocytes
within MS lesions have been shown to express
HHV-6 proteins (Challoner et al, 1995). Third, one
of the main characteristics of herpesviruses is their
ability to reactivate. The same factors that can lead
to herpesvirus reactivation, such as stress and in-
fection with another pathogen, have been asso-
ciated with MS exacerbations. Finally, although
HHV-6 predominantly infects T-lymphocytes, it has
also been found to infect other cells of both lym-
phoid and nonlymphoid origin (He et al, 1996).
A ubiquitous virus, such HHV-6, which has the
ability to infect cells of both the immune and
nervous systems, could cause abnormalities in
both.

It has been previously reported (Secchiero et al,
1995) that cell-free viral HHV-6 DNA in serum is a
marker of active infection/replication for this ubiqui-
tous virus. Previous reports from this laboratory have
demonstrated that HHV-6 DNA sequences can be de-
tected in approximately 23% of MS patients but not
in serum of patients with other neurological and other
immunological disorders or normal controls (Soldan
et al, 1997; Akhyani et al, 2000; Berti et al, 2000).
This report extends these �ndings by addressing the
detection of serum HHV-6 DNA in the context of the
natural history of this disorder and relevant clini-
cal parameters including disease exacerbations and
remissions, MRI lesion load, and treatment modali-
ties. In this study, a cohort of 59 MS patients were
followed for a period of 5 months from which 215
serum samples were obtained. As demonstrated in
Table 2, there was a signi�cant correlation between
the detection of serum HHV-6 DNA and the num-
ber of patients who exhibited clinical exacerbations
during the study period (P D 0:008). The detection
of HHV-6 DNA in the serum of this new cohort of
MS patients extends and supports previous �ndings
(Soldan et al, 1997; Berti et al, 2000). Whereas data
from previous studies represent single time points,
the present study afforded the opportunity to analyze
a large group of MS patients over time. Our results
suggest that there is a statistically greater likelihood
of detection of HHV-6 DNA in the serum of an MS
patient during an exacerbation than in a remission
(P D 0:008).

This relatively short term prospective study
(5 months) was supplemented by a more compre-
hensive retrospective study of longitudinal sam-
ples obtained from two patients followed for over
19 months to better correlate MS disease activity with
the presence of HHV-6 DNA. In one MS patient, four
episodes of clinical worsening were observed over an
18-month period. Serum HHV-6 DNA was detected
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from three of the four serum samples obtained dur-
ing clinical relapse compared to 1 of 14 serum sam-
ples obtained during disease remission. Similarly, in
a second MS patient, HHV-6 DNA was detected in
two of four serum samples obtained during exacer-
bations but from only 1 of 19 serum samples during
remissions. In these MS patients, there was a signi�-
cant correlation with disease activity and detection of
HHV-6 in serum samples. The MS patients described
in this report were evaluated as part of a larger natu-
ral history and MRI study. Although not the primary
focus of these experiments, this study allowed for
preliminary observations on the correlation of serum
HHV-6 DNA with MRI lesion frequency. Of the 59
MS patients studied, 2 were identi�ed from which
larger numbers of archived serum samples (greater
than the 5 months of this study) were available. Of
these 2 MS patients, one demonstrated a cyclicity in
Gd-enhancing lesions typical of MS. From the data
presented in Figure 2, an increase in the amount
Gd-enhancing lesions did not appear to have a di-
rect correlate with the detection of serum HHV-6 in
this patient.

Of the 59 MS patients in this report, 29 were en-
rolled in a ¯-interferon clinical protocol (protocol 89-
N-0045). While not the primary focus of this study,
it was of interest to determine if interferon ¯ had an
effect on the serum HHV-6 levels. Of interest, 5 of 29
(17.2%) patients on ¯-interferon therapy compared
to 9 of 30 (30%) MS patients not under ¯-interferon
therapy were positive for HHV-6 DNA at least once
during the course of this study. Although fewer MS
patients under interferon ¯ treatment had detectable
HHV-6 DNA sequences in serum than untreated MS
patients this observed trend did not reach statistical
signi�cance (P D 0:12). Therefore, this cohort of MS
patients may be too small to make �rm conclusions
on the effect of ¯-interferon on the presence of serum
HHV-6 DNA and warrants further investigation.

The association of HHV-6 and MS has been sup-
ported by several studies demonstrating the detec-
tion of HHV-6 protein in active plaques of MS
patients (Challoner et al, 1995), the detection of HHV-
6 DNA in the serum of MS patients (8, 11, 12, 18, 22),
and an increased humoral and cellular immune re-
sponses to HHV-6 (Sola et al, 1993; Soldan et al, 1997;
Ablashi et al, 1998; Soldan et al, 2000). This study
has con�rmed previous reports from our group (Sol-
dan et al, 1997; Berti and Jacobson, 1999; Akhyani
et al, 2000) and others (Sola et al, 1993; Challoner
et al, 1995), supporting an association between MS
and HHV-6 by demonstrating the presence of HHV-6
DNA sequences in the serum of a subset (approxi-
mately 23%) of MS patients. The present study ex-
tends these observations by examining the presence
of serum HHV-6 DNA in the context of disease ac-
tivity and by demonstrating a higher percentage of
serum HHV-6 during the relapsing phase of the dis-
ease. This report further supports a role for this
agent in the pathogenesis of MS by suggesting that

the presence of serum HHV-6 DNA, similar to the
presence of gadolinium-enhancing lesions, coincides
with clinical worsening in a subset of patients. It
is currently unknown whether active replication of
HHV-6 causes worsening of the disease or if events as-
sociated with clinical relapse (e.g., stress) reactivate
HHV-6. Although the pathophysiology of MS has not
been fully de�ned, a complex series of events incor-
porating genetic, immunologic, and environmental
factors are involved. Accumulating evidence suggests
that HHV-6 is associated with MS and may be one
of the environmental “triggers” involved in disease
progression.

Methods

Patients
Serum samples were obtained from a total of 59
patients with clinically and laboratory-supported
de�nite MS according to Poser et al (Poser et al,
1983). This group of MS patients represented three
MS phenotypes and included 48 relapsing-remitting
(RRMS), 6 relapsing progressive (RPMS), and 5 sec-
ondary progressive patients (SPMS). Patient blood
samples were collected as part of clinical natural his-
tory and treatment protocols approved by the Na-
tional Institute of Neurological Disorders and Stroke
(NINDS), National Institutes of Health (NIH) Insti-
tutional Review Board and informed consent was
obtained from all patients. Of this MS cohort, 29
patients were on interferon-¯-1b therapy and 30
were not on immunomodulatory or antiviral med-
ications. During clinical exacerbations, intravenous
methylprednisolone (1000 mg/d for 5 days) fol-
lowed by an oral prednisolone taper were admin-
istered. All specimens were obtained prior to any
steroid therapy. Exacerbations were diagnosed on
the basis of the patient complaints, neurological
examination and changes in either timed ambula-
tion, nine-hole-peg test, or Scripps Neurologic Rating
scale.

Additionally, 70 control sera were obtained from 36
normal donors, 15 other in�ammatory disease con-
trols (including 4 rheumatoid arthritis, 4 systemic lu-
pus erythematosus, 2 polymyositis, 2 psoriatic arthri-
tis, and 3 mitochondrial myositis), and 19 other
neurologic disease controls (including 6 epilepsy,
9 Parkinson’s disease, and 4 amyotrophic lateral
sclerosis).

Blood samples
Serum was isolated by centrifugation after clotting,
divided into aliquots, and stored at ¡70±C.

DNA extraction
Serum DNA was extracted as described by Boom et al
(1990). Brie�y 300 to 400 ¹l of human serum were
added to a solution containing 40 ¹l size-fractionated



Increased detection of serum HHV-6 DNA
R Berti et al 255

silica (Sigma St. Louis, MO) and 1.2 ml of a lysis
buffer containing guanidinium thiocyanate (Fluka,
Ronkokoma, NY), were thoroughly mixed and in-
cubated at room temperature for 15 min. The so-
lution was centrifuged for 1 min at 15000 RPM.
The resulting supernatant was discarded by aspira-
tion and the pellet was washed twice with a guani-
dinium thiocyanate buffer, twice with 70% ethanol,
and once with acetone. Acetone was aspirated after
the �nal wash and the pellet was dried for 10 min
at 56±C. The pellet was resuspended in 50 ¹l of
DEPC-treated water and incubated for 10 min at
56±C to elute DNA. After centrifugation for 10 min
at 15000 RPM, 10 ¹l of the supernatant were used for
each PCR reaction. DNA extraction and PCR analysis
of sera were performed independent of clinical
status.

Nested polymerase chain reaction (PCR)
The two sets of nested primers used were de-
rived from different regions of the HHV-6 genome.
The �rst set was chosen from a highly conserved
sequence corresponding to the major capsid pro-
tein gene (MCP) (Secchiero et al, 1995). The outer
pair of primers ampli�ed a 520-bp sequence; the
inner pair a region 258-bp long. The second set
of primers was derived from a region shown to
encode a putative large tegument protein (LTP).
This set consisted of an outer primer pair de�n-
ing a target sequence of 834 bp and an inner
primer pair amplifying a 658-bp fragment. All
oligonucleotides were synthesized by Genset, Inc
(La Jolla, CA). PCR was performed as described
(Secchiero et al, 1995). Brei�y, 10 ¹l of the extracted
DNA were added to a 90-¹l mixture containing 1£
PCR buffer (50 mM KCl, 10 mM TRIS-HCl, pH 8.3,
15 mM MgCl2, 0.01% gelatin), 0.2 mM each dNTP
and 2.5 units of Ampli Taq DNA polymerase (Perkin-
Elmer Cetus, Norwalk, CT). The primers’ concentra-
tion was 0.5 ¹M and the reaction was repeated for
35 cycles (denaturation at 92±C for 1 min, anneal-
ing at 50±C for 1 min, and extension at 72±C for 1
min). A 10-min additional extension step was done
after the last cycle. Then, 10 ¹l of the �rst round PCR

References

Ablashi DV, Lapps W, Kaplan M, Whitman JE, Richert JR,
Pearson GR (1998). Human herpesvirus-6 (HHV-6) in-
fection in multiple sclerosis: a preliminary report. Mult
Scler 4: 490–496.

Akhyani N, Berti R, Brennan MB, Soldan SS, Eaton JM,
McFarland HF, Jacobson S (2000). Tissue distribu-
tion and variant characterization of human herpesvirus
(HHV)-6: increased prevalence of HHV-6A in patients
with multiple sclerosis. J Infect Dis 182: 1321–1325.

Berti R, Jacobson S (1999). Role of viral infection in
the aetiology of multiple sclerosis. Status of current
knowledge and therapeutic implications. CNS Drugs 12:
1–7.

product was ampli�ed further by using the inner set
of primers. The same conditions were used except the
annealing temperature was increased to 55±C. Then,
10 ¹l of the �nal PCR product was electrophoresed
on 2% agarose gel and visualized by ethidium bro-
mide staining. Each positive result was con�rmed
by an ECL assay. When the LTP set of primers was
used, the reaction was performed with 0.5 ¹M of
each primer for 40 cycles (denaturation at 92±C for
1 min, annealing at 58±C for 1 min, extension at 72±C
for 1 min in the �rst 15 cycles, and an extension
of 2 s in the subsequent 25 cycles). An additional
10-min extension step was included after the last cy-
cle. Following the �rst ampli�cation step 10 ¹l of the
PCR product were ampli�ed with the inner primer
pair following the same conditions described for the
primary PCR. HHV-6 DNA extracted from infected
cells was added to normal human serum and used as
positive control both for the extraction and the PCR.
One negative control every three patients, consist-
ing of normal human serum (Sigma, St, Louis, MO),
was also used. The extraction, PCR reaction, and gel
electrophoresis were done in separate rooms to avoid
contamination.

Enzyme chemioluminescence assay (ECL)
Each positive result was con�rmed for speci�city
with a non-radioactive probe for the MCP gene
(Secchiero et al, 1995; ECL detection system;
Amersham Life Science).

Sequences
The sequences were analyzed using the modules Con-
tigExpress and AlignX from the VectorNTI Suite 5.5
(InforMax, Inc, Bethesda, MD). Each fragment re-
ceived from the ABI sequencer was inspected for
quality using ContigExpress and, when appropriate,
secondary peaks above 95% of the threshold were
called and bases substituted. Ambiguous end-bases
were also trimmed. The �nal fragments were then
aligned to the GenBank references for HHV-6 us-
ing the AlignX module (ClustalW algorithm) and the
percentage of similarity between the sequences was
determined.

Berti R, Soldan SS, Akhyani N, McFarland HF, Jacobson
S (2000). Extended observations on the association of
HHV-6 and multiple sclerosis. J NeuroVirol 6(Suppl 2):
S85–S87.

Blumberg BM, Mock DJ, Powers JM, Ito M, Assouline JG,
Baker JV, Chen B, Goodman AD (2000). The HHV6
paradox: ubiquitous commensal or insidious pathogen?
A two-step in situ PCR approach. J Clin Virol 16:
159–178.

Boom R, Sol CJ, Salimans MM, Jansen CL, Wertheim-van
Dillen PM, van der Noordaa J (1990). Rapid and simple
method for puri�cation of nucleic acids. J Clin Microbiol
28: 495–503.



Increased detection of serum HHV-6 DNA
256 R Berti et al

Caserta MT, Hall CB (1993). Human herpesvirus-6. Annu
Rev Med 44: 377–383.

Caserta MT, Hall CB, Schnabel K, McIntyre K, Long C,
Costanzo M, Dewhurst S, Insel R, Epstein LG (1994).
Neuroinvasion and persistence of human herpesvirus 6
in children. J Infect Dis 170: 1586–1589.

Challoner PB, Smith KT, Parker JD, MacLeod DL, Coulter
SN, Rose TM, Schultz ER, Bennett JL, Garber RL, Chang
M, Schad PA, Stewart PM, Nowinski RC, Brown JP,
Barmer GC (1995). Plaque-associated expression of hu-
man herpesvirus 6 in multiple sclerosis. Proc Natl Acad
Sci USA 92: 7440–7444.

Cook SD (1997). Multiple sclerosis and viruses. Mult Scler
3: 388–389.

Ebers GC (1994). Genetics and multiple sclerosis: an
overview. Ann Neurol 36: S12–S14.

Enbom M, Wang FZ, Fredrikson S, Martin C, Dahl H, Linde
A (1999). Similar humoral and cellular immunological
reactivities to human herpesvirus 6 in patients with mul-
tiple sclerosis and controls. Clin Diagn Lab Immunol 6:
545–549.

Friedman JE, Lyons MJ, Cu G, Ablashl DV, Whitman JE,
Edgar M, Koskiniemi M, Vaheri A, Zabriskie JB (1999).
The association of the human herpesvirus-6 and MS.
Mult Scler 5: 355–362.

Goldberg SH, Albright AV, Lisak RP, Gonzalez-Scarano F
(1999). Polymerase chain reaction analysis of human
herpesvirus-6 sequences in the sera and cerebrospinal
�uid of patients with multiple sclerosis. J NeuroVirol 5:
134–139.

He J, McCarthy M, Zhou Y, Chandran B, Wood C (1996).
Infection of primary human fetal astrocytes by human
herpesvirus 6. J Virol 70: 1296–1300.

Hunter SF, Rodriguez M (1995). Multiple sclerosis: a unique
immunopathological syndrome of the central nervous
system. Springer Semin Immunopathol 17: 89–105.

Kimberlin DW, Whitley RJ (1998). Human herpesvirus-6:
neurologic implications of a newly-described viral
pathogen. J NeuroVirol 4: 474–485.

Knox KK, Carrigan DR (1995). Active human herpesvirus
(HHV-6) infection of the central nervous system in pa-
tients with AIDS. J Acquir Immune De�c Syndr Hum
Retrovirol 9: 69–73.

Mackenzie IR, Carrigan DR, Wiley CA (1995). Chronic
myelopathy associated with human herpesvirus-6.
Neurology 45: 2015–2017.

Martin C, Enbom M, Soderstrom M, Fredrikson S, Dahl H,
Lycke J, Bergstrom T, Linde A (1997). Absence of seven
human herpesviruses, including HHV-6, by polymerase
chain reaction in CSF and blood from patients with mul-
tiple sclerosis and optic neuritis. Acta Neurol Scand 95:
280–283.

Martin R, McFarland HF (1997). Immunology of multi-
ple sclerosis and experimental allergic encephalomyeli-
tis. In: Multiple sclerosis clinical and pathogenetic
basis. Raine CS, McFarland HF, Tourtellotte WW (eds).
Chapman & Hall: New York, pp 287–305.

McFarland HF, Frank JA, Albert PS, Smith ME, Martin R,
Harris JO, Patronas N, Maloni H, McFarlin DE (1992).
Using gadolinium-enhanced magnetic resonance imag-
ing lesions to monitor disease activity in multiple scle-
rosis. Ann Neurol 32: 758–766.

Panitch HS (1994). In�uence of infection on exacerbations
of multiple sclerosis. Ann Neurol 36: S25–S28.

Poser CM, Paty DW, Scheinberg LC (1983). New diagnos-
tic criteria for multiple sclerosis: guidelines for research
protocols. Ann Neurol 13: 227–231.

Sadovnick AD (1993). Familial recurrence risks and inheri-
tance of multiple sclerosis. Curr Opin Neurol Neurosurg
6: 189–194.

Salahuddin SZ, Ablashi DV, Markham PD, Josephs SF,
Sturzenegger S, Kaplan M, Halligan G, Biberfeld P,
Wong-Staal F, Kramarsky B, Gallo RC (1986). Isolation of
a new virus, HBLV, in patients with lymphoproliferative
disorders. Science 234: 596–601.

Secchiero P, Carrigan DR, Asano Y, Benedetti L,
Crowley RW, Komaroff AL, Gallo RC, Lusso P (1995).
Detection of human herpesvirus 6 in plasma of children
with primary infection and immunosuppressed patients
by polymerase chain reaction. J Infect Dis 171: 273–
280.

Sola P, Merelli E, Marasca R, Poggi M, Luppi M, Montorsi
M, Torelli G (1993). Human herpesvirus 6 and multi-
ple sclerosis: survey of anti-HHV-6 antibodies by im-
muno�uorescence analysis and of viral sequences by
polymerase chain reaction. J Neurol Neurosurg Psychi-
atry 56: 917–919.

Soldan SS, Berti R, Salem N, Secchiero P, Flamand L,
Calabresi PA, Brennan MB, Maloni HW, McFarland HF,
Lin HC, Patnaik M, Jacobson S (1997). Association of
human herpes virus 6 (HHV-6) with multiple sclerosis:
increased IgM response to HHV-6 early antigen and de-
tection of serum HHV-6 DNA [see comments]. Nat Med
3: 1394–1397.

Soldan SS, Jacobson S (2001). Role of viruses in etiology
and pathogenesis of multiple sclerosis. In: Advances
in virus research. Buchmeier M, Campbell I (eds). Aca-
demic Press: San Diego, pp 513–551.

Soldan SS, Leist TP, Juhng KN, McFarland HF, Jacobson
S (2000). Increased lymphoproliferative response to hu-
man herpesvirus type 6A variant in multiple sclerosis
patients. Ann Neurol 47: 306–313.

Tomsone V, Logina I, Millers A, Chapenko S, Kozireva S,
Murovska M (2001). Association of human herpesvirus
6 and human herpesvirus 7 with demyelinating disease
of the nervous system. J NeuroVirology 7: 564–569.

Wilborn F, Schmidt CA, Brinkmann V, Jendroska K, Oettle
H, Siegert W (1994). A potential role for human her-
pesvirus type 6 in nervous system disease. J Neuro-
immunol 49: 213–214.

Yamanishi K, Okuno T, Shiraki K, Takahashi M, Kondo
T, Asano Y, Kurata T (1988). Identi�cation of human
herpesvirus-6 as a causal agent for exanthem subitum
[see comments]. Lancet 1: 1065–1067.


