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Fig. 2 Fundus and slit photograph of a patient with ocular toxoplas-
mosis (Case 1 in Table 3). a Slit and fundus photograph. b OS of a
patient with an active toxoplasmosis infection. Diffuse keratic
precipitates and anterior chamber cells (upper panel), and retinal
yellowish white mass lesions (Edmund-Jensen type: black arrow) and
retinal-pigmented exudates (white arrows) together with vitreous
opacities are seen (lower panel)

the proposed PCR system may be more advantageous since
it has the ability to quantify the infection load of a clinical
specimen. In addition, PCR examinations can exclude
other major ocular infections that are caused by the human
herpes virus. Westeneng et al. [7] reported 10 cases of
ocular toxoplasmosis in immunocompromised patients.
The PCR results were initially negative in 6 of these
patients, with diagnosis only confirmed after use of the
GWC. On the other hand, de Boer et al. report the use of
PCR analysis was preferred for immunocompromised
patients, because production of the local specific antibodies
can be unpredictable in such patients [10]. Although the
use of either PCR or GWC to diagnose ocular
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Fig. 3 A fundus photograph OS from an inactive ocular toxoplas-
mosis patient (Case 11 in Table 3). Old pigmented retinal exudates
without inflammatory signs (vitreous cells, vitreous opacity, or retinal
vasculitis) can be seen. PCR assay results were negative for genomic
DNA of T. gondii

toxoplasmosis remains controversial, we were able to use
PCR to detect the genomic DNA of toxoplasmosis in our
immunocompetent patients even when they only had an
active ocular inflammation. Therefore, this PCR method-
ology may be useful for 7. gondii infection screening when
used in conjunction with other diagnostic techniques, for
example routine serological tests. In this study, we found
increased anti-toxoplasma IgG in the serum of all of the
ocular toxoplasmosis patients. However, we also found
increased anti-toxoplasma IgG in the serum of two of our
uveitis patients without ocular toxoplasmosis (Cases 14 and
22 in Table 3). We therefore recommend that PCR also be
used to measure the toxoplasma DNA in ocular samples.
The protozoan parasite 7. gondii has emerged as an
important opportunistic infectious pathogen. In the eye,
T. gondii infections can cause granulomatous pan-uveitis
and necrotic retinitis, with typical ocular inflammation
indicative of focal retinal necrosis, vitreous opacity, ante-
rior chamber cells, and choroidal edema. Fundus lesions
seen in ocular toxoplasmosis can be atypical in many
patients, resembling necrotizing retinitis caused by human
herpes viruses. The new PCR method is particularly useful
when screening those uveitis patients who usually fail to
generate specific IgM or increased IgG titers for 7. gondii
or who have had focal retinal necrosis. Thus, these results
can be used to distinguish the findings from other retinal
necrotic disorders, for example acute retinal necrosis and
cytomegalovirus retinitis. By using several different primer
pairs in LightCycler capillaries, these methods proved
capable of rapidly screening for detection of the genome of
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all eight types of human herpes virus and 7. gondii.
Development of this multiplex and real-time PCR assay
seems to be quite advantageous, because this methodology
makes it possible to exclude non-toxoplasma uveitis
patients.

In conclusion, we have established a rapid, sensitive,
comprehensive, two-step PCR system that can be used to
detect T. gondii. New studies that examine larger numbers
of samples from suspected ocular toxoplasmosis patients
will need to be undertaken in the future in order to defin-
itively establish the clinical value of this new diagnostic
technique.
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Abstract

Background The goal of this work is to establish a broad-
range real-time polymerase chain reaction (PCR) diagnostic
system for ocular fungal infection and to measure Candida
and Aspergillus DNA in the ocular fluids obtained from
unknown uveitis/endophthalmitis patients.

Methods After obtaining informed consent, intraocular
fluids (aqueous humor and vitreous fluid samples) were
collected from 54 patients with idiopathic uveitis or
endophthalmitis. Samples were assayed for Candida or
Aspergillus DNA using broad-range (18S rRNA sequences)
quantitative real-time PCR.

Results Candida or Aspergillus DNA was detected in seven
out of 54 patient ocular samples (13%). These PCR-
positive samples showed significantly high copy numbers
of Candida or Aspergiflus DNA. On the other hand, fungal
DNA was not detected in any of the other 46 samples
collected from these idiopathic uveitis or endophthalmitis
patients. In the one PCR-negative case, PCR did not detect
any fungal genome in the sample, even though this patient
was clinically suspected of having Candida endophthalmi-
tis. Real-time PCR results were negative for fungal DNA in
the bacterial endophthalmitis patients and in various uveitis
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patients. In addition, fungal DNA was also not detected in
patients without ocular inflammation {controls).
Conclusions Analysis of ocular samples by this broad-
range real-time PCR method can be utilized for rapid
diagnosis of patients suffering from unknown intraocular
disorders such as idiopathic uveitis/fendophthalmitis.

Keywords Endophthalmitis - Fungal infection - Polymerase
chain reaction

Introduction

Fungal endophthalmitis is a sight-threatening discase
caused by human pathogenic fungi. Fungal infections are
known to cause ocular inflammations such as endophthal-
mitis, uveitis, and keratitis. However, with the exception of
for the Candida-associated ocular infection, the association
between the fungus and the observed clinical features has
yet to be elucidated. The well-known clinical features for
Candida endophthalmitis include a fungal ball in the retina
and vitreous opacity [1]. Fungal endophthalmitis can result
from hematogenous dissemination or from a direct inocu-
lation following trauma or surgery to the cye. Risk factors
for fungal endophthalmitis include intravascular catheters,
diabetes, malignancy, chemotherapeutic agents, and ste-
roids. However, the clinical findings can be very diverse in
some cases of ocular inflammatory disorders caused by
fungal species. Morcover, fungal infections have been
widely associated with keratitis, retinitis, uveitis, retinal/
choroidal vasculitis, invasive orbital infection, and endoph-
thalmitis. Because of this diversity, infection diagnosis is
both difficult and time-consuming [1-4]. In order to be able
to perform adequate treatments that can prevent these
infectious agents from causing irreversible ocular damage,
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carly examinations that correctly identify the etiology of the
infection are necessary.

Conventional methods of diagnosis of fungal endoph-
thalmitis include detection and isolation of the fungi from
the intraocular fluids (aqueous humor or vitreous). Howev-
er, since the sensitivity of conventional fungal cultures is
not high, and the culture growth rates are slow, longer times
are required before final results can be obtained [5, 6].
Thus, an early diagnosis can be important in ensuring there
is prompt management of the endophthalmitis. Previous
studies have shown that polymerase chain reaction (PCR)
can be successfully and reliably used to make a diagnosis of
fungal endophthalmitis [7-10]. However, even convention-
al PCR has yet to be able to determine quantitative
information for the fungal genome in ocular samples.

In this study, we used real-time quantitative PCR for
detection of Candida and 4spergillus DNA. We developed
a protocol for the rapid detection of fungal DNA in ocular
samples that was based on two major species (Candida and
Aspergillus) that commonly cause eye disorders, We
designed novel panfungal primers and probes that were
complementary to the 188 rRNA sequences present in these
species. Our broad-range real-time PCR proved to be an
accurate method for gquantitating fungal copies of both
Candida and Aspergillus DNA.

Methods
Sample preparation

From 2006 to 2010, we consecutively enrolled endoph-
thalmitis and uveitis patients in a prospective study that was
conducted at our hospital (Table 1). After informed consent
was obtained in all patients, we collected aquecus humor
and vitreous fluid samples. A 0.1-0.2 ml aliquot of aqueous
humor (asepsis) was collected in a syringe with a 30-G
needle. We also collected non-diluted vitreous fluid samples
{0.5~1.0 mi) during diagnostic pars plana vitrectomy (PPV)
procedures that were conducted in patients with clinically
suspected fungal endophthalmitis/uveitis. All of the patients
displayed active intraocular inflammation at the time of
sampling. The samples were transferred into a pre-sterilized
microfuge tube and used for PCR. To ensure that no
contamination of the PCR preparation occurred, the DNA
amplification and the analysis of the amplified products
were done in separate laboratories, as per a method reported
for one of our previous studies [11].

For cultures of fungi, the Bacteria Work Station of the
Tokyo Medical and Dental University Hospital processed all
specimens (aqueous humor and vitreous fluids) within |
h after the sample collection, with standard methods followed
for the isolation and identification of fungal cultures {11].

‘_2_)_ Springer

In addition to the patient groups, we also analyzed
samples from a control group. A total of 40 samples (20
aqueous humor and 20 vitreous fluids) were collected from
patients who did not have any type of ocular inflammation
(age-related cataract. macular edema, retinal detachment,
idiopathic macular hole, or idiopathic epiretinal membrane).

The research followed the tenets of the Declaration of
Helsinki and all study protocols were approved by the
Institutional Ethies Committee of Tokyo Medical and
Dental University, This clinical trial was registered, with
registration information available at www.umin.ac.jp/cte/
index/htm. The study number attached to this registration is
RO00002708. The study was begun in April of 2006 and
ended in April of 2010.

Polymerase chain reaction

To detect the Candida and Aspergillus DNA, we designed
primers and probes for the broad-range PCR of the 18S
rRNA sequences, which we have described in a previous
report [10]. Kami et al. [12] developed primers and a probe
for real-time PCR and demonstrated that the procedure was
highly specific for the Aspergillus infection. In this study.
we also designed a probe for use in the Candidu species
DNA amplifications (Fig. 1).

DNA was extracted from the samples using a DNA Mini
Kit (Qiagen, Valencia, CA) installed on a robotic worksta-
tion that was set for automated purification of nucleic acids
(BioRobot E21, Qiagen). The real-time PCR was per-
formed using the Amplitaq Gold and the Real-Time PCR
7300 system (Applied Biosystems, Foster City, CA) or
Light Cycler 480 II (Roche, Switzerland). The paired
primers and TagMan probes used for Candida and
Aspergillus are shown in Fig. 1. Products were subjected
to 50 cycles of PCR amplification, with cycling conditions
set at 95°C for 10 min, followed by 50 cycles at 95°C for
15 s and 60°C for 1 min. For PCR assay sensitivity, PCR
fragments were amplified from the DNA of C. albicans
(Strain: ATCC 60193). Amplification of the human B-
globulin gene served as an internal positive extraction and
amplification control. Copy number values of more than ten
copies/ml in the sample were considered to be significant.

Results

Specificity of Candida and Aspergillus species
in broad-range real-time PCR

To evaluate the specificity of the Candida and Aspergillus
species using broad-range real-time PCR of the 18S rRNA
sequences, total nucleic acids of six Candida species and
five Aspergillus species were extracted and assayed for 188
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Table 1 Detection of Candida and Aspergillus 18S rRNA gene by broad-range real-time PCR in unknown uveitis or endophthalmitis patients and

control uveitis patients

Initial disgnosis No. of patients Sample

Results for real-time PCR

Final diagnosis Remarks

Idiopathic uveitis/ n=46
endophthalmitis

Agh. VF <10 copies

=1 (63, male) VF
n=1 (71, female) VF
=1 (73, male) V¥
n=1 (80, male) Agh
n=l (66, femaley  VF
a1 {74, male} VF
=1 {0, female) VF

=1 (60, male) Agh <10 copies

Bacterial 7 Agh, VF <10 copies
endophthabmitis

Sarcoidosis =g Agh, VF <10 copies

Vogt-Koyanagi-Harada  n=1 Agh <10 copies
disease

Toxocariasis nel Agh <10 copies

Toxoplasmosis n=3 Agh, VF <10 copies

Acute retinal necrosis n=7 Agh, VF <10 copies

Cytomegalovirus el Agh, VF <10 copies
retinitis

Herpetic anterior nad Agh <10 copies
iridocyclitis

Non-inflammatory n=d0 Agh, VE <10 copies

ocular discases®

Candida 9.2+ 10° copiesimi
Aspergilhes 4.5 (0% copies/m)
Aspergillus 1.8 10° copiesiml
“andida 3.4% 107 copies/ml
Candida 6.5+ 10° copiesiml

Candida 6.2% 10" copiesiml

Candida 9.4+ 147 copiesiml

Idiopathic uveitis/
endophthalmits
Candide endophthalmitis Case 1; Endogenous endophthalmitis

Aspergillus endophthalmitis  Case 2; Endogenous endophthalmits

Aspergillus endophthalmitis  Case 3; Late postoperative
endophthalmitis

Case 4; Post-traumatic corneal
uleeration

Candida endophthalmitis

Candide endophthalmitis Case 5; Endogenous endophthalmitis
(IFN treatment)

Candida endophthalmitis Case 6: Endogenous endophthalmitis
{diabetes}

Candida endophthalmitis Case 7; Endogenous endophthalmitis

(normal infant)
Candida endophthalmitis Case 8; Endogenous endophthalmitis
(IVH use)

i Controls for PCR

*Non-inflammatory ocular diseases: age-related cataract, macular edema, retinal detachment, idiopathic macular hole or idiopathic epiretinal

membrane

Agh aqueous humor, JFA interferon. [VH Intravenous hyperalimentation. FF vitreous fluids

rDNA. As seen in Fig. 1, the broad-range real-time PCR
detected six Candida species, i.e., C. albicans, C. para-
psilosis, C. tropicalis, C. guilliermondii, C. glabrata, and
C. krusei, along with five Aspergillus species, ie., A
Jumigatus, A. flavus. A. nidulans, A. niger. and A, terreus.
By using several different primers and probes, we were able
to separately detect each of these fungal species (Fig. 1).

Sensitivity of the real-time PCR assay

To confirm the broad-range real-time PCR assay sensitivity,
PCR fragments were amplified from the DNA of C
albicans. The detection limit and standard range of the
TagMan real-time PCR were determined by using serial
tenfold dilutions of linearized plasmid. The PCR results for
the prepared samples showed that the best sensitivity for
detecting C. albicans DNA was at a concentration of 10!
per PCR (Fig. 2). There was no detection of the DNA in the
negative control (nuclease-free water),

Detection of Candida and Aspergillus 18S rRNA gene
in unknown uvettis/endophthalmitis patients

PCR results indicated a total of seven ocular fluid samples
from the idiopathic uveitis or endophthalmitis patients (7/
54, 13% positive, Table 1) were positive for Candida or
Aspergillus DNA. These positive patients had high copy
numbers of either Candida or Aspergillus DNA, with
values ranging from 3.4x 107 to 9.2x10° copies/ml. These
results indicate the presence of a fungal infection. A
representative PCR result is shown in Fig. 3. Conversely,
conventional fungal cultures only found two out of the
seven PCR-positive samples (both C. albicans) to be
positive, while the other five samples were negative.

On the other hand, fungal DNA was not detected in any
of the other 46 samples collected from these idiopathic
uveitis or endophthalmitis patients. In the one PCR-
negative case, PCR did not detect any fungal genome in
the aqueous humor (<10 copies, case 8 in Table 1), even

@ Springer
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Fig. 1 Specific primers and
probes for broad-range real-
time PCR of the fungal 18S
rRNA sequence were designed
in order to detect DNA for
Candida and Aspergillus
species

Fungal 188 ribosomal RNA {Broad-range PCR)

Forward primer
TagMan probe

<
Reverse primer
for Aspergillus
R (Y A fumigatus, A. flavus
A md«ﬁws A niger
A terreus /
C. albican, C. parapsiiosis
C. tropicalis, Cpgji?gmmu

C. glatrata /

Candida

Forward primer - dTTGGTGGAGTGATTTGTCTGCT

Reverse primer - dTCTAAGGGCATCACAGACCTG

Aspergillus probe - FAM-TCGGCCCTTAAATAGCCCGGTCCGC-TAMRA
Candida probe - FAM-TTAACCTACTAAATAGTGCTGCTAGC-TAMRA
probe - VIC -TTAACCTACTAAATAGTGGTGCTAGC-TAMRA
Candida probe - VIC -TTAACCTGCTAAATAGGGCTGCGAGC-TAMRA

though this patient was clinically suspected of having
Candida endophthalmitis. Real-time PCR results were
negative for the Candida and Aspergillus DNA in the
bacterial endophthalmitis patients (#=7) and in the various
uveitis patients (1=24) who had been diagnosed with
sarcoidosis, Vogt-Koyanagi-Harada disease, toxocariasis,
toxoplasmosis, acute retinal necrosis, cytomegalovirus
retinitis, or herpetic anterior iridocyclitis. In addition,
fungal DNA was not detected in any of the 40 control
samples that were collected from the patients without ocular
inflammation.

Of the seven patients who were PCR positive, further
examinations led to fungal endophthalmitis diagnoses as
follows: five patients had endogenous endophthalmitis
(four Candida and one Aspergillus), one had late postop-
erative endophthalmitis (Aspergillus, case 3), and one had

Ampittication
800 T
700 ) ,
Candida albicans DNA (Ct valug)
o 10:(23.26) » -
£ o p
500 104(27.07) - »
o wze2e
W
@ 300 100(33.64) 7
200 101(36.91) /
100 5
01 - ‘ - -
é{ Candida negative
100
o 9 ) a0 40 50
Cycles T Log Sode

post-traumatic keratitis-associated endophthalmitis (Candida,
case 4) (Table 1).

Case reports
Case |

A 65-year-old man with type I diabetes mellitus was
treated. for unknown uveitis over a period of a few weeks
during 2009. He complained of blurred vision, decreased
visual acuity, and pain in his right eye (RE). Ophthalmo-
logic examination demonstrated the presence of character-
istics of uveitis, bacterial endophthalmitis and fungal
endophthalmitis. Vitreous opacity, including the presence
of a fungal ball and yellowish retinal exudates, was seen in
the fundus of his RE (Fig. 4a). After vitrectomy of his RE,

Standard Curve
Wi
£
>
32 L
&
iwn
£
r
-
£ 8+
=4
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24
! 2 3 4 §
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~~~~~~~~ FaM_EsB7 &% Ro2=0 99 Glaves 3 387 |

Fig. 2 In order to examine broad-range real-time PCR assay sensitivity for the fungal 18S PCR, the PCR fragments were amplified from the
DNA of C. albicans (ATCC 60193). The number in parenthesis indicates the cycle threshold (Ct) value in quantitative PCR
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Fig. 3 Representative data for
the broad-range real-time PCR.
Aspergillus DNA (4.5%107 cop-
ies/ml) but not Candida DNA
was detected in the vitreous
sample of case 2

real-time PCR of the vitreous sample obtained during the

procedure indicated there were high copy numbers of

Candida DNA (9.2x10° copies/ml, Fig. 4b). Based on

Fig. 4 PCR results for case 1. a Fundus photograph of the right eye
with a Candida infection. Dense vitreous opacity and retinal exudates
are seen. b This is a graph of the PCR results. We calculated the copy
number of fungal genomic DNA in the sample. After we measured
both the tested ocular sample and the control DNA (10°, 10%, and 10°
copies/ml) using real-time PCR, we then established the standard
curve based on the results of the control DNA. Based on this standard

Aspergillus control
DNA 105

control
DNA 104 ~

/  control
/ DNA103

these results, the patient was given systemic fluconazole
(Table 1). Aspergillus DNA was not detected in this sample.
A few days later, fungal culture of his vitreous specimen

Candida negative

2 4 6 8 10 12 14 16 18 20 2 M B B D X M B W 0L MU8eD
Cyches.

curve, the sample Ct value was used to determine the DNA
concentration of the sample. Final copy numbers of genomic DNA
in the sample (copies/ml) were calculated based on the obtained
sample volume and final dilution volume. High copy numbers of
Candida DNA (9.2x10° copies/ml) were detected by PCR. Aspergil-
lus DNA was not detected in the sample
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was also found to be positive for C. albicans. After being
treated, he had complete resolution of his symptoms.

Case 3

A 73-year-old man was referred to the Uveitis Clinic at our
hospital in July 2008 because of keratic precipitates (KPs),
cells in the anterior chamber, and anterior vitreous opacity
in his RE that was associated with recurrent anterior uveitis.
In his RE, diffuse pigmented KPs were seen (Fig. 5a). After
considering both the clinical features and whole body
inspections, we diagnosed this case as idiopathic uveitis.
Although he was treated with topical corticosteroid and an
antibiotic for 2 months, the KPs expanded (Fig. 5b). During
the treatment, diffuse pigmented KPs continued to expand
and then united. In addition, we also observed cells in the
anterior chamber with hypopyon and dense anterior
vitreous opacity. After informed consent was obtained, pars
plana vitrectomy was performed in order to obtain a
vitreous sample. Although fungi were not detected in a
culture test, real-time PCR detected 1.8x10° copies/ml of
the Aspergillus 18S rRNA gene (Table 1). Microbiological
investigations performed using both culture and Gram’s
staining of the vitreous sample proved to be negative. A
blood test for 3-D-glucan and fungal antigens including
Aspergillus were also negative. We diagnosed the patient as
having Aspergillus-associated late postoperative endoph-
thalmitis that was related to his 2007 cataract surgery. The
patient was subsequently treated using systemic flucona-
zole. The medication proved to be effective in treating the
infectious endophthalmitis, with the inflammation in the
anterior segment of his RE completely disappearing
(Fig. 5¢c). After treatment, Aspergillus DNA in his sample
was below the PCR detection level.

Discussion

PCR is well suited for the detection of fungal moieties due
to its specificity and applicability for use with small
samples such as ocular specimens. Moreover, real-time
quantitative PCR can be used to determine whether or not
the fungus is related to endophthalmitis. By utilizing our
broad-range real-time PCR for the 18S rRNA sequence, we
were able to rapidly diagnose Candida or Aspergillus
endophthalmitis in a few patients that exhibited clinical
evidence of a fungal infection. While our methodology
showed both positive and negative results, it was generally
more helpful than waiting for culture results, as the culture
tests used to detect Candida or Aspergillus are both difficult
to perform and require longer amounts of time due to the
slow growth rates for these species [5, 6, 13]. In addition,
the specificity of our PCR examination is good enough so

@_ Springer

Fig. 5 PCR results for case 3. a Slit photograph of the right eye with
an Aspergillus infection. Diffuse pigmented keratic precipitates (KPs)
are seen. b The pigmented KPs are expanded and united. Like the
previous case, the Aspergillus DNA gene (1.8 10° copies/ml) but not
the Candida DNA was detected in the sample. ¢ After treatment, the
inflammation completely disappeared
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that even a negative test is of benefit, as it helps to prevent
making an incorrect diagnosis and administering a treat-
ment for an infectious agent that is not present. Thus, this
broad-range ‘and real-time PCR system for ocular samples
can provide a rapid diagnosis for those patients suffering
from an unknown intraocular disorder such as idiopathic
uveitis or endophthalmitis.

Fungal endophthalmitis  is a_sight-threatening disease
that is most commonly caused by the Candida species. This
disease usually accounts for a few percent of all of the cases
of culture-proven endophthalmitis. The disease is normally
acquired from an endogenous source that is spread by
hematogenous dissemination. However, its occurrence may
also be secondary to trauma, intraocular surgery, or corneal
ulceration.

As confirmation of this suspected clinical disease is
often difficult, there is frequently a delay in starting
treatments. In the present patients, it was difficult to
ascertain whether Candida or Aspergillus species were the
causative agent. in the intraocular inflammation. Since, in
general, all of the patients were elderly and were immuno-
competent, there was no focus area for the fungal infection
systemically. As seen in Table 1, however, there were three
exceptions. These included one case with a history of
trauma (case 4), one case with a history of ocular surgery
(case 3), and.one case involving a normal infant (case 7),
and for whom the case report details have been previously
published [14].

In cases of fungal endophthalmitis in immunocompetent
patients, specific additional antimycotic therapy has been
shown to be effective in controlling the inflammation in the
eye. In fact, all of the patients who were rapidly diagnosed
by this PCR method were well controlled by the anti-
mycotic treatment. Moreover, our PCR system was not only
able to detect the conserved sequence of the fungal 18S
rRNA gene, but it was also able to provide quantitative
information from the ocular samples.

In recent years, PCR technology has been demonstrated
to have a great potential in the detection and identification
of low copy numbers of a microorganism’s DNA in clinical
samples [7-12, 15, 16]. It also holds great promise for
being able to identify small numbers of organisms in small
sample volumes, a situation that is commonly seen when
trying to examine intraocular samples from patients with
infectious endophthalmitis. We evaluated these PCR tech-
niques in order to determine a reliable and effective
protocol for detecting Candida or Aspergillus species
DNA in ocular samples. Our specific aims were to try and
significantly increase the number of intraocular samples
from which a confirmed diagnosis could be made and to
reduce the time it took to make a mycologic diagnosis. In
many previous reports, DNAs of Candida and Aspergillus
species were detected in patients with clinically suspected

fungal endophthalmitis [7-10, 15-20]. For example, Can-
dida species such as C. albicans, C. parapsilosis, C.
tropicalis, C. guilliermondii, C. glabrata, and C. krusei
have been increasingly recognized as being capable of
causing fungal endophthalmitis. However, C. albicans has
been shown to be the causative agent in the majority of
cases of culture-proven endophthalmitis. Moreover, Asper-
gillus such as A. fumigatus, A. flavus, A. nidulans, A. niger,
and A. ferreus have also been reported to be the causative
species in an unknown ocular infection [17-20]. To detect
these fungal species, our present PCR system used paired
primers and specific probes that were based upon the 18S
rRNA genes of Candida and Aspergillus (see Fig. 1).

In one patient who was clinically suspected of having
Candida endophthalmitis, our new PCR method did not
detect any fungal genome in the ocular sample {case 8 in
Table 1). However, it should be noted that this sample was
aqueous humor and not vitreous fluid. Perhaps if a vitreous
sample had been obtained, we might have detected Candida
DNA, as Candida endophthalmitis often results from
hematogenous dissemination. In fact, this particular patient
received intravascular catheters after his initial surgery.
Thus, in order to be able to make an accurate diagnosis, the
type of sample that is collected may be very important.

Although there are many advantages for using our PCR
assay, there is one disadvantage when attempting to
diagnose fungal ocular infection. While our PCR examina-
tion was able to detect all species of Candida and
Aspergillus DNA, it could not detect other fungi DNA.
Recently, Vollmer et al. reported on a novel broad-range
real-time PCR assay for the rapid detection of human
pathogenic fungi [21]. Their assay targeted a part of the 28S
large subunit rRNA (rDNA) gene. Since this PCR assay can
examine Candida species, Aspergillus species, Cryptococ-
cus species, among others, we are currently trying to
develop a new PCR examination that uses these primers
and probes for the diagnosis of fungal ocular infections,
including fungal endophthalmitis.

In conclusion, utilization of the PCR assay to examine
ocular samples in patients with suspected fungal endoph-
thalmitis and idiopathic uveitis or endophthalmitis appears
to be clinically useful for detecting Candida and Aspergil-
lus DNA. Thus, broad-range PCR for the 185 rRNA
sequence is a reliable tool for the diagnosis of fungal
endophthalmitis and in screening for fungal infections.
Moreover, because real-time PCR is an accurate method of
quantitating fungal copies, real-time quantitative PCR can
be used to determine whether the fungus is related to the
endophthalmitis. Since the sensitivity of conventional
culture techniques is not high and these cultures tend to
take a long time due to their slow growth, the use of a
broad-range and real-time PCR system to analyze ocular
samples may be a better way to obtain a rapid diagnosis in
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patients suffering from unknown intraocular infectious
disorders. As carly treatments are also essential for
infectious endophthalmitis, this method may help to ensure
that patients receive timely and optimal treatments. How-
ever, this is currently a limited research tool and not widely
available for clinical labs at the present time. As a next step,
we will need to work on making these tests widely
available to clinical labs as oppose to only having them in
research labs, In the near future, it is assumed that a
comprehensive PCR system for examining fungi, bacteria,
parasites, and viruses will become available, and be able to
be used in the diagnosis of ocular infectious disorders.
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Abstract

Epstein-Barr virus (EBV), a ubiquitous B-lymphotropic herpesvirus, ectopically infects T or NK cells to cause severe diseases of
unknown pathogenesis, including chronic active EBV infection (CAEBV) and EBV-associated hemophagocytic lymphohis-
tiocytosis (EBV-HLH). We developed xenograft models of CAEBV and EBV-HLH by transplanting patients’ PBMC to
immunodeficient mice of the NOD/Shi-scid/IL-2Ry™" strain. In these models, EBV-infected T, NK, or B cells proliferated
systemically and reproduced histological characteristics of the two diseases. Analysis of the TCR repertoire expression
revealed that identical predominant EBV-infected T-cell clones proliferated in patients and corresponding mice transplanted
with their PBMC. Expression of the EBV nuclear antigen 1 (EBNA1), the latent membrane protein 1 (LMP1), and LMP2, but
not EBNA2, in the engrafted cells is consistent with the latency Il program of EBV gene expression known in CAEBV. High
levels of human cytokines, including IL-8, IFN-y, and RANTES, were detected in the peripheral blood of the model mice,
mirroring hypercytokinemia characteristic to both CAEBV and EBV-HLH. Transplantation of individual immunophenotypic
subsets isolated from patients’ PBMC as well as that of various combinations of these subsets revealed a critical role of CD4*
T cells in the engraftment of EBV-infected T and NK cells. In accordance with this finding, in vivo depletion of CD4"* T cells by
the administration of the OKT4 antibody following transplantation of PBMC prevented the engraftment of EBV-infected T
and NK cells. This is the first report of animal models of CAEBV and EBV-HLH that are expected to be useful tools in the
development of novel therapeutic strategies for the treatment of the diseases.
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Introduction

Epstein-Barr virus (EBV) is a ubiquitous y-herpesvirus that
infects more than 90% of the adult population in the world. EBV
is occasionally involved in the pathogenesis of malignant tumors,
such as Burkitt lymphoma, Hodgkin lymphoma, and nasopha-
ryngeal carcinoma, along with the post-transplantation lympho-
proliferative disorders in immunocompromised hosts. Although
EBV infection is asymptomatic in most immunologically compe-
tent hosts, it sometimes causes infectious mononucleosis (IM),
when primarily infecting adolescents and young adults [1]. EBV
infects human B cells efficiently in vitro and transform them into
lymphoblastoid cell lines (LCLs) [2]. Experimental infection of T
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and NK cells, in contrast, is practically impossible except in limited
conditions [3,4]. Nevertheless, EBV has been consistently
demonstrated in T or NK cells proliferating monoclonally or
oligoclonally in a group of diseases including chronic active EBV
infection (CAEBV) and EBV-associated hemophagocytic lympho-
histiocytosis (EBV-HLH) [5,6,7,8,9,10]. CAEBV, largely overlap-
ping the systemic EBV® T-cell lymphoproliferative diseases of
childhood defined in the WHO classification of lymphomas [11],
is characterized by prolonged or relapsing IM-like symptoms,
unusual patterns of antibody responses to EBV, and elevated EBV
DNA load in the peripheral blood [12,13,14]. CAEBV has a
chronic time course with generally poor prognosis; without a
proper treatment by hematopoietic stem cell transplantation, the
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Author Summary

Epstein-Barr virus (EBV) is a ubiquitous human herpesvirus
that infects more than 90% of the adult human population
in the world. EBV usually infects B lymphocytes and does
not produce symptoms in infected individuals, but in rare
occasions it infects T or NK lymphocytes and causes severe
diseases such as chronic active EBV infection (CAEBV) and
EBV-associated hemophagocytic lymphohistiocytosis (EBV-
HLH). We developed mouse models of these two human
diseases in which EBV-infected T or NK lymphocytes
proliferate in mouse tissues and reproduce human
pathologic conditions such as overproduction of small
proteins called “cytokines” that produce inflammatory
responses in the body. These mouse models are thought
to be very useful for the elucidation of the pathogenesis of
CAEBV and EBV-HLH as well as for the development of
therapeutic strategies for the treatment of these diseases.
Experiments with the models demonstrated that a subset
of lymphocytes called CD4-positive lymphocytes are
essential for the proliferation of EBV-infected T and NK
cells. This result implies that removal of CD4-positive
lymphocytes or suppression of their functions may be an
effective strategy for the treatment of CAEBV and EBV-
HLH.

majority of cases eventually develop malignant lymphoma of T or
NK lineages, multi-organ failure, or other life-threatening
conditions. Monoclonal or oligoclonal proliferation of EBV-
infected T and NK cells, an essential feature of CAEBV, implies
its malignant nature, but other characteristics of CAEBV do not
necessarily support this notion. For example, EBV-infected T or
NK cells freshly isolated from CAEBV patients, as well as
established cell lines derived from them, do not have morpholog-
ical atypia and do not engraft either in nude mice or scid mice
(Shimizu, N., unpublished results). Clinically, CAEBV has a
chronic time course and patients may live for many years without
progression of the disease [15]. Although patients with CAEBV do
not show signs of explicit immunodeficiency, some of them present
a deficiency in NK-cell activity or in EBV-specific T-cell
responses, implying a role for subtle immunodeficiency in its
pathogenesis [16,17,18].

EBV-HLH is the most common and the severest type of virus-
associated HLH and, similar to CAEBV, characterized by
monoclonal or oligoclonal proliferation of EBV-infected T (most
often CD8" T) cells [5,6]. Clinical features of EBV-HLH include
high fever, pancytopenia, coagulation abnormalities, hepatospleno-
megaly, liver dysfunction, and hemophagocytosis [19]. Overpro-
duction of cytokines by EBV-infected T cells as well as by activated
macrophages and T cells reacting to EBV is thought to play a
central role in the pathogenesis [20]. Although EBV-HLH is an
aggressive disease requiring intensive clinical interventions, it may
be cured, in contrast to CAEBV, by proper treatment with
immunomodulating drugs [21]. No appropriate animal models
have been so far developed for either CAEBV or EBV-HLH.

NOD/Shi-scid/IL-2RY™" (referred here as NOG) is a highly
immunodeficient mouse strain totally lacking T, B, and NK
lymphocytes, and transplantation of human hematopoietic stem cells
to NOG mice results in reconstitution of human immune system
components, including T, B, NK cells, dendritic cells, and
macrophages [22,23]. These so called humanized mice have been
utilized as animal models for the infection of certain human viruses
targeting the hemato-immune system, including human immunode-
ficiency virus 1 (HIV-1) and EBV [24,25,26,27,28,29,30]. Xeno-
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Mouse Xenograft Models for CAEBV and EBV-HLH

transplantation of human tumor cells to NOG mice also provided
model systems for several hematologic malignancies [31,32,33]. To
facilitate investigations on the pathogenesis of CAEBV and EBV-
HLH and assist the development of novel therapeutic strategies, we
generated mouse models of these two EBV-associated diseases by
transplanting NOG mice with PBMC isolated from patients with the
diseases. In these models, EBV-infected T, NK, or B cells engrafted in
NOG mice and reproduced lymphoproliferative disorder similar to
either CAEBV or EBV-HLH. Further experiments with the models
revealed a critical role of CD4" T cells in the in vivo proliferation of
EBV-infected T and NK cells.

Results

Engraftment of EBV-infected T and NK cells in NOG mice
following xenotransplantation with PBMC of CAEBV
patients

Depending on the immunophenotypic subset in which EBV
causes lymphoproliferation, CAEBV is classified into the T-cell
and NK-cell types, with the former being further divided into the
CD4, CD8, and y8T types. The nine patients with CAEBV
examined in this study are characterized in Table 1 and include all
these four types. Intravenous injection of 1—4x10° PBMC
isolated from these nine patients resulted in successful engraftment
of EBV-infected T or NK cells in NOG mice in a reproducible
manner (Table 1). The results with the patient 1 (CD4 type),
patient 3 (CD8 type), patient 5 (YT type), and patient 9 (NK type)
are shown in Figure 1. Seven to nine weeks post-transplantation,
EBV DNA was detected in the peripheral blood of recipient mice
and reached the levels of 10> 10° copies/pug DNA (Figure 1A). By
contrast, no engraftment of EBV-infected cells was observed when
immunophenotypic fractions containing EBV DNA were isolated
from PBMC and injected to NOG mice (Figure 1A and Table 2).
An exception was the CD4" T-cell fraction isolated from patients
with the CD4 type CAEBV, that reproducibly engrafted when
transplanted without other components of PBMC (Figure 1A,
Table 2). Flow cytometry revealed that the major population of
engrafted cells was either CD4", CD8*, TCRydor CD16'CD56*,
depending on the type of the donor CAEBV patient (Figure 1B).
EBV-infected cells of identical immunophenotypes were found in
the patients and the corresponding mice that received their
respective PBMC (Figure 1B). Although human cells of multiple
immunophenotypes were present in most recipient mice, fraction-
ation by magnetic beads-conjugated antibodies and subsequent
real-time PCR analysis detected EBV DNA only in the
predominant immunophenotypes that contained EBV DNA in
the original patients (Figure 1B, Table 1). The EBV DNA load
observed in individual lymphocyte subsets in the patient 3 and a
mouse that received her PBMC is shown as supporting data (Table
S1). When PBMC from three healthy EBV-carriers were injected
intravenously to NOG mice, as controls, no EBV DNA was
detected from either the peripheral blood, spleen, or liver (data not
shown). Histological analyses of the spleen and the liver of these
control mice identified no EBV-encoded small RNA (EBER)-
positive cells, although some CD3-positive human T cells were
observed (Figure S2). Analysis of TCR Vp repertoire demonstrat-
ed an identical predominant T-cell clone in patients (patients 1
and 3) and the corresponding mice that received their PBMC
(Figure 1C). The general condition of most recipient mice
deteriorated gradually in the observation period of eight to twelve
weeks, with loss of body weight (Figure S1), ruffled hair, and
inactivity.

NOG mice engrafted with EBV-infected T or NK cells were
sacrificed for pathological and virological analyses between eight
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Table 1. Patients with EBV-T/NK LPD and the results of xenotransplantation of their PBMC to NOG mice.

Patient
k Di Sex Age

Type of
infected cells

EBV-HLH

EBV-HLH

"EBV DNA copies/ug DNA in the peripheral blood.

2EBV DNA was detected only in the cells of the underlined subsets.
3Number of mice with successful engraftment per number of recipient mice is shown for each experiment.
doi:10.1371/journal.ppat.1002326.t001

and twelve weeks post-transplantation. On autopsy, the majority
of mice presented with splenomegaly, with slight hepatomegaly in
occasional cases (Figure 2A). Histopathological findings obtained
from a representative mouse (recipient of PBMC from the patient
3 (CD8 type)) are shown in Figure 2B and reveal infiltration of
human CD3"CD20” cells to major organs, including the spleen,
liver, lungs, kidneys, and small intestine. These cells were positive
for both EBER and human CD45RO, indicating that they are
EBV-infected human T cells (Figure 2B). In contrast, no EBV-
infected T cells were found in mice transplanted with PBMC
isolated from a normal EBV carrier (Figure S2). Histopathology of
a control NOG mouse is shown in Figure S2. Morphologically,
EBV-infected cells are relatively small and do not have marked
atypia. The infiltration pattern was leukemic and identical with
chronic active EBV infection in children [34]. The architecture of
the organs was well preserved in spite of marked lymphoid
infiltration. The spleen showed marked expansion of periarterial
lymphatic sheath owing to lymphocytic infiltration. In the liver, a
dense lymphocytic infiltration was observed in the portal area and
in the sinusoid. The lung showed a picture of interstitial
pneumonitis and the lymphocytes often formed nodular aggrega-
tions around bronchioles and arteries. In the kidney, dense
lymphocytic infiltration caused interstitial nephritis. In the small
intestine, mild lymphoid infiltration was seen in mucosa.
Quantification of EBV DNA in the spleen, liver, lymph nodes,
lungs, kidneys, adrenals, and small intestine of this mouse revealed
EBV DNA at the levels of 1.5-5.1x10” copies/ug DNA. Mice
transplanted with PBMC derived from CAEBV of other types
exhibited similar infiltration of EBV-infected T or NK cells to the
spleen, liver, and other organs (Figure 2C and data not shown).

EBV-infected T- and NK-cell lines established from CAEBV
patients do not engraft in NOG mice

We established EBV-positive cell lines of CD4* T, CD8* T,
¥8T, and CD36* NK lineages from PBMC of the patients listed in
Table 1 by the method described previously [35], and confirmed
by flow cytometry that the surface phenotypes of EBV-infected
cells in the original patients were retained in these cell lines (data
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'EBV DNA load in
the patients

1.3~7.2x10°

'EBV DNA load
in mice

2Engrafted cells

in mice *Engraftment

26~10x10°

3/3, 22

not shown). To test whether these cell lines engraft in NOG mice,
1-4x10% cells were injected intravenously to NOG mice. The
results are shown in Figure 3A and indicate that CAEBV-derived
cell lines of the CD8" T, ¥3T, and CD56* NK phenotypes do not
engraft in NOG mice. Neither human CD45-positive cells nor
EBV DNA were detected in the peripheral blood of the mice up to
twelve weeks post-transplantation. When the recipient mice were
sacrificed at twelve weeks post-injection, no EBV DNA could be
detected in the spleen, liver, bone marrow, mesenteric lymph
nodes, and kidneys. In contrast, the CD4" T cell lines derived from
the CD4-type patients 1 and 2 engrafted in NOG mice and
induced T lymphoproliferation similar to that induced by PBMC
isolated freshly from these patients (Figure 3A and data not
shown). These results, together with the results of transplantation
with EBV-containing subsets of PBMC, indicate that EBV-
infected T and NK cells, with the exception of those of the
CD4" subset, are not able to engraft in NOG mice, when they are
separated from other components of PBMC, suggesting that some
components of PBMC are essential for the outgrowth EBV-
infected T and NK cells in NOG mice.

Engraftment of EBV-infected T and NK cells in NOG mice
requires CD4* T cells

To identify the cellular component required for the engraftment
of EBV-infected T and NK cells in NOG mice, we transplanted
PBMC of CAEBV patients after removing individual immuno-
phenotypic subsets by magnetic beads-conjugated antibodies. The
results are shown in Figure 3B and summarized in Table 2. With
respect to the patients 3 and 4, in whom CD8" T cells are infected
with EBV, removal of CD8" cells from PBMC, as expected,
resulted in the failure of engraftment, whereas elimination of
CD19*, CD36%, or CD14% cells did not affect engraftment.
Importantly, elimination of CD4" cell fraction, that did not
contain EBV DNA, resulted in the failure of engraftment of EBV-
infected T cells (Figure 3B and data not shown). In the
experiments with the patients 5 and 6, in whom y8'T cells were
infected, removal CD4" cells that did not contain EBV DNA, as
well as that of y8T cells, resulted in the failure of engraftment.
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Figure 1. Engraftment of EBV-infected T or NK cells in NOG mice following transplantation with PBMC of patients with CAEBV. A.
Measurement of EBV DNA levels. PBMC obtained from the CAEBV patients 1 (CD4 type), 3 (CD8 type), 5 (v8T type). and 9 (NK type) were injected
intravenously to NOG mice and EBV DNA load in their peripheral blood was measured weekly by real-time PCR. The results of transplantation with
whole PBMC or with isolated EBV DNA-containing cell fraction are shown. B. Flow-cytometric analysis on the expression of surface markers in the
peripheral blood lymphocytes of patients (a) with CAEBY and NOG mice (b) that received PBMC from them. Human lymphocytes gated by the pattern
of side scatter and human CD45 expression were further analyzed for the expression of various surface markers indicated in the figures. The results
from the patients 1, 3, 5, and 9, and the corresponding mice that received their respective PBMC are shown. Circles indicate the fractions that
contained EBV DNA. C. Analysis on the expression of TCR VB repertoire. Peripheral blood lymphocytes obtained from the patients 1 (CD4 type) and 3
(CD8 type), and from the corresponding mice that received their respective PBMC were analyzed for the expression of V alleles. The percentages of T
cells expressing each VB allele are shown for the patients (grey bars) and the mice (black bars).

doi:10.1371/journal.ppat.1002326.g001

Removal of CD8*, CD14%, CD19%, or CD36* cells did not have NK cells, removal of CD4* as well as CD56" cells resulted in the
an influence on the engraftment (Figure 3B and data not shown). fallure of engraftment, whereas that of CD8%, CDI19*, or CD14*
Regarding the patients 8 an 9 in whom EBV resided in CD56" cells did not affect engraftment {Figure 3B and data not shown}. In
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Table 2. Results of xenotransplantation with subsets of PBMC obtained from CAEBYV patients.

Phenotype of
infected cells

Number

of patient Diagnosis

Cell fraction
transplanted

Number of

transplanted cells Engraftment

3 CAEBV D8

?\k'P

o4
PBMC-CDS8
PEMC-CD14

| PBMCCD19
PBMC
PBMC-CD4
PBMC-CD56
PBMC-CD19

78T

PBMC-CD19

PBMC-CDB

PBMC-CD14

doi:10.1371journal ppat. 10023261002

the patients 1 and 2, in whom CD4" T cells were infected, only the
removal of CD4" cells blocked the engraftment of EBV-infected
cells and depletion of either CD8*, CD19*, or CD147 cells had no
effect Figure 3B and data not shown). These results suggested that
EBV-infected cells of the CD8", 87T, and CD56% lineages require
CD4* cells for their engraftiment in NOG mice. To confirm this
interpretation, we performed complementation experiments, in
which EBV-containing fractions of the CD8" (patient 4), v8T
{patient 5), or CD36" (patient 7) phenotypes were transplanted
together with autologous CID4* cells. The results are shown in
Figure 3A and indicate that EBV-infected CD8", ¥8T, or CD36*
cells engraft in NOG mice when transplanted together with CD4"
cells. Similarly, when EBV-infected cell lines of the CD87, y87T,
and CDI16% lineages were injected intravenously to NOG mice
together with autologous CD4" cells, these cell lines engrafted to
the mice {Figure 3A). Finally, to further confirm the essential role
of CD4" cells, we examined the effect of the QK'T-4 antibody that
depletes CD4™ cells in vivo [24]. PBMC isolated from the CAEBV
patient 3 {CD8 type} and the padent 8 (NK type} were injected

@ PLoS Pathogens | www.plospathogens.org

intravenously to NOG mice and OKT-4 was administered
intravenously for four consecutive days starting from the day of
transplantation. The results are shown in Figure 4 and indicate
that OKT-4 can strongly suppress the engrafiment of EBV-
infected T and NK cells. In the mice treated with OKT-4, no
splenomegaly was observed and EBV DNA was not detected
either in the peripheral blood, spleen, liver, or lungs at eight weeks
post-transplantation.

Analysis on the EBV gene expression associated with T or
NK lymphoproliferation in NOG mice

Previous analysis of EBV gene expression in patients with
CAEBV revealed the expression of EBNAL LMPI, and LMP2A
with the involvement of the Q promoter in the EBNA genes
transcription and no expression of EBNA2, being consistent with
the latency II type of EBV gene expression [36,37.38]. To test
whether EBV-infected T and NK cells that proliferate in NOG
mice retain this type of viral gene expression, we performed RT-
PCR analysis in the spleen and the liver of mice that received
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C EBER EBER/CD45RO

Figure 2. Pathological and immunochemical analyses on NOG mice transplanted with PBMC from CAEBV patients. A. Photographs of
a model mouse showing splenomegaly and of the excised spleen. This mouse was transplanted with PBMC from the CAEBV patient 3 (CD8 type).
Spleen from a control NOG mouse is also shown. B. Photomicrographs of various tissues of a mouse that received PBMC from the patient 3 (CD8
type). Upper panels: liver tissue was stained with hematoxylin-eosin (HE), antibodies specific to human CD3 or CD20, or by ISH with an EBER probe;
the rightmost panel is a double staining with EBER and human CD45R0. Bottom panels: EBER ISH in the spleen, kidney, lung, and small intestine.
Original magnification is x200, except for EBER/CD45RO, that is x400. C. Photomicrographs of the spleen and liver tissues obtained from NOG mice
transplanted with PBMC from the CAEBV patients 2 (CD4 type), 6 (v8T type) or 7 (NK type). Tissues were stained by EBER-ISH or by double staining
with EBER-ISH and human CD45RO. Original magnification x600.

doi:10.1371/journal.ppat.1002326.g002
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Figure 3. Analysis on the conditions of the engraftment of EBV-infected T and NK cells in NOG mice. A. EBV-infected T or NK cells
isolated from patients with CAEBV or cell lines derived from them were injected to NOG mice in the conditions described below. Peripheral blood EBV
DNA levels were then measured weekly. Upper-left panel: 5x10° cells of EBV-infected CD4* T, CD8* T, y8T, and CD56" NK cell lines established from
the CAEBV patients 1, 4, 6, and 8, respectively, were injected intravenously to NOG mice. Upper-right panel: 5x10° cells of the CD8* T, ¥5T, and CD56*
NK cell lines established from the patients 3, 6, and 8, respectively, were injected intravenously to NOG mice together with autologous CD4" T cells
isolated from 5x10° PBMC. Bottom panel: 5x10° cells of the CD8" T, ¥8T, and CD56" NK fractions isolated freshly from the patients 4, 5, and 7,
respectively, were injected intravenously to NOG mice together with autologous CD4* T cells isolated from 5 x10° PBMC. B. Transplantation of PBMC
devoid of individual immunophenotypic subsets to NOG mice. CD19", CD4*, CD8", CD56", or CD14" cells were removed from PBMC obtained from
the patient 1 (CD4 type, upper-left panel), 4 (CD8 type, upper-right), 5 (v3T type, bottom-left), and 9 (NK type, bottom-right) and the remaining cells
were injected intravenously to NOG mice. Thereafter peripheral blood EBV DNA was determined weekly.

doi:10.1371/journal.ppat.1002326.g003

PBMC from the CAEBV patient 3 (CD8 type). The results are was also demonstrated. EBNA] mRNAs transcribed from either
shown in Figure 5A and demonstrate the expression of mRNAs the Cp promoter or the Wp promoter were not detected, whereas
coding for EBNAL, LMP1, LMP2A, and. LMP2B, but not for those transcribed from the () promoter was abundantly detected.
EBNA2. Expression of the EBV-encoded small RNA 1 (EBER1) These results indicate that EBV-infected T cells retain the latency
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Figure 4. Suppression of the engraftment of EBV-infected T and NK cells by the OKT-4 antibody. PBMC (5x10° cells) isolated from the
CAEBV patient 3 (CD8 type) or 8 (NK type) were injected intravenously to NOG mice. The OKT-4 antibody (100 pg/mouse) was administered
intravenously on the same day of transplantation and the following three consecutive days. As a control, isotype-matched mouse IgG was injected. A.
Changes in the peripheral blood EBV DNA level in the recipient mice. Results with the mice transplanted with PBMC of the patient 3 (top) and of the
patient 8 (bottom) are shown. B. Photographs of the spleen of an OKT-4-treated mouse (top) and a control mouse (bottom) taken at autopsy.

doi:10.1371/journal.ppat.1002326.g004

Il pattern of latent EBV gene expression after engraftment in
NOG mice. Similar analyses with NOG mice engrafted with EBV-
infected NK cells also showed the latency II type of EBV gene
expression (data not shown).

NOG mice engrafted with EBV-infected T or NK cells
produce high levels of human cytokines

In patients with CAEBV, high levels of cytokines have been
detected in the peripheral blood and are thought to play important
roles in the pathogenesis [20,39,40]. To test whether this hypercy-
tokinemia is reproduced in NOG mice, we examined the levels of
various human cytokines in the sera of transplanted mice using
ELISA kits that can quantify human cytokines specifically. The results
are shown in Figure 5B and indicate that the mice transplanted with
PBMC of the patient 3 (CD8 type) or the patient 8 (NK type)
contained high levels of RANTES, IFN-y, and IL-8 in their sera.

Engraftment of EBV-infected T and B cells derived from
patients with EBV-HLH in NOG mice

To extend the findings obtained from the CAEBV xenograft
model to another disease with EBV* T/NK lymphoproliferation,
we transplanted NOG mice with PBMC isolated from patients

@ PLoS Pathogens | www.plospathogens.org

with EBV-HLH. Characteristics of the four EBV-HLH patients
examined in this study and the results of transplantation with their
PBMC are summarized in Table 1. EBV DNA was detected in the
peripheral blood three to four weeks post-transplantation and
rapidly reached the levels of 1x10* to 1x10° copies/ug DNA
(results of typical experiments are shown in Figure 6A). Similar to
the findings in CAEBV, EBV DNA was not detected in the
recipient mice, when CD4" cell fraction was removed from PBMC
(Figure 6A). Immunophenotypic analyses on the peripheral blood
lymphocytes isolated from EBV-HLH patients and corresponding
recipient mice revealed that cells of an identical immunophe-
notype (CD3*CD8*CD45ROCD19 CD4 CD45RA " CDI16 -
CD56 ) were present and contained EBV DNA in both the
patients and corresponding mice (Figure 6C and data not shown).
The EBV DNA load observed in individual lymphocyte subsets in
the patient 10 and a mouse that received his PBMC is shown as
supporting data (T'able S2). General condition of the recipient
mice deteriorated consistently more quickly, with the loss of body
weight (Figure S1), ruffling of hair, and general inactivity, than
those mice engrafted with EBV-infected T or NK cells derived
from CAEBV. The mice were sacrificed around four weeks post-
transplantation for pathological analyses. Macroscopical observa-
tion revealed moderate to severe splenomegaly (Figure 6D) in the
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Figure 5. Analyses on the latent EBV gene expression and cytokine production in NOG mice transplanted with PBMC of CAEBV
patients. A. EBV gene expression. Total RNA was purified from the spleen and liver of a mouse that received PBMC from the patient 3 (CD8 type) and
applied for RT-PCR assay to detect transcripts from the indicated genes. RNA samples from an EBV-transformed B-lymphoblastoid cell line (LCL) and
from EBV-negative Akata cell line were used as positive and negative controls, respectively. The primers used in the experiments are shown in
Materials and Methods. B. Quantification of plasma levels of human cytokines in patients with CAEBV and corresponding recipient mice. PBMC were
isolated from the patients 3 (CD8 type) and 8 (NK type) in two occasions and transplanted to NOG mice. Plasma cytokine levels of the patients were
determined when their PBMC were isolated. Plasma cytokine levels of the corresponding recipient mice, prepared on each occasion of PBMC
collection, were determined when they were sacrificed. Concentration of human IL-8, IFN-y, and RANTES were measured by appropriate ELISA kits
following the instruction provided by the manufacturer. Plasma samples from healthy adults were used as a control. The bars represent mean values
and standard errors from triplicate measurements.

doi:10.1371/journal.ppat.1002326.g005

majority of recipient mice, and slight hepatomegaly in a limited that were not seen in the mice transplanted with CAEBV-derived
fraction of them. A finding characteristic to these mice were PBMC (Figure 6D and data not shown). These hemorrhagic
massive hemorrhages in the abdominal and/or thoracic cavities, lesions may reflect coagulation abnormalities characteristic to
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HLH. Histopathological analyses revealed a number of EBER*
cells in the spleen and the liver (Figure 6E) and quantification of
EBV DNA in these tissues revealed 1.4x10" to 2.4x10? copies/ g
of EBV DNA. When the tissues were examined by immunostain-
ing and EBER ISH, the EBER” cells were shown unexpectedly to
be mostly CD45RO™ and CD20" in all five transplantation
experiments with four different patients, indicating that the
majority of EBV-infected cells in these tissues are of the B-cell
lineage (Figure 6E and data not shown). EBER" large B cells were
seen scattered among numerous reactive small T cells, most of
which are CDB8", in the tissues of the spleen, liver, lungs and
kidneys. A number of macrophages were also seen in these tissues.
Fractionation of mononuclear cells obtained from the liver of a
mouse transplanted with PBMC of the EBV-HLH patient 10,
followed by real-time PCR, detected EBV DNA (1.4x 10" copies/
ug DNA) only in the CD19" B-cell fraction. In addition, an EBV-
infected B lymphoblastoid cell line, but not an EBV-positive T
cell line, could be established from this liver. Thus the presence of
EBV in B cells were demonstrated by three independent methods
in the tissues of EBV-HLH mice. Enzyme-linked immunosorbent
assay revealed extremely high levels of human cytokines,
including 1L-8, IFN-y, and RANTES, in the sera of both the
original patients and the recipient mice (Figure 6B). The levels of
IL-8 and IFN-y were much higher than those observed in the
peripheral blood of patients with CAEBV and mice that received
their PBMC. Thus, NOG mice transplanted with EBV-HLH-
derived PBMC are distinct from those transplanted with CAEBV-
derived PBMC in the aggressive time course of the disease, internal
hemorrhagic lesions, extremely high levels of IL-8 and IFN-y in the
peripheral blood, and the presence of EBV-infected B cells in
lymphoid tissues.

Discussion

The mouse xenograft models of CAEBV and EBV-HLH
developed here represent the first recapitulation of EBV-associated
T/NK lymphoproliferation in experimental animals. Previously,
Hayashi and others inoculated rabbits with Herpesvirus papio and
succeeded in the generation of T-cell lymphoproliferative disorder
with pathological findings suggestive of EBV-HLH [41]. This
model, however, is based on an EBV-related virus and not EBV
itself, and therefore may contain features irrelevant to the original
human disease. Although the CAEBV and EBV-HLH models
described here exhibited some common features, including the
abundant presence of EBV-infected T or NK cells in the
peripheral blood, there were some critical differences between
the two models, probably reflecting the divergence of the
pathophysiology of the original diseases. First of all, in the EBV-
HLH model mouse, EBV was detected mainly in B cells in the
spleen and the liver, while it was found mainly in T cells in the
peripheral blood. This makes an obvious contrast with the
CALEBV model mouse, where EBV was detected in T or NK
cells in both the peripheral blood and lymphoid tissues. We do not
have an explanation for the apparent discrepancy in the host cell
type of EBV infection between the peripheral blood and lymphoid
tissues of the EBV-HLH model. It should be, however, noted that
histopathology of EBV-HLH tissues has not been fully investigated
and therefore it is still possible that significant number of EBV-
infected B cells are present in the lymphoid tissues of EBV-HLH
patients. Other differences between the two models include much
higher plasma levels of IL-8 and IFN-y more aggressive and fatal
outcome, and internal hemorrhagic lesions in EBV-HLH model
mice, probably reflecting the differences in the pathophysiology of
the original diseases.
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EBV-positive B-cell proliferation was not seen in CAEBV model
mice even in long-term observation beyond twelve weeks. This
seems puzzling since low but significant amount of EBV DNA was
found also in B19* B-cell fraction in most patients with GAEBV. It
should be noted that EBV-infected T or NK cell lines could be
established relatively easily from patients with CAEBV by adding
recombinant IL-2 in the medium. In contrast, establishment of
EBV-infected B LCLs from these patients has been extremely
difficult. In fact, we could establish B-LCLs from a few patients
with CAEBV only when their PBMC were cultured on feeder cells
expressing CD40 ligand. Therefore, we speculate that in the
particular context of CAEBV, both in the patient and the model
mouse, proliferation of EBV-infected B cells are somehow
inhibited by an unknown mechanism,

Analysis on the conditions of engraftment of EBV-infected 1"/
NK cells using these new xenograft models revealed that EBV-
infected T and NK cells of the CD8" T, TCRY8T and CD356" NK
lineages and cell lines derived from them require CD4" T cells for
their engraftment in NOG mice. Only those EBV-infected cells
and cell lines of the CD4" T lineage could engraft in NOG mice
on their own. These findings suggest that some factor(s) provided
by CD4" cells are essential for engraftment. Soluble factors
produced by CD4" T cells may be responsible for this function and
we are currently examining cytokines, including IL-2, for their
ability to support the engraftment of EBV-infected T and NK
cells. It is also possible that cell to cell contact involving CD4" cells
is critical for engraftment. This dependence on CD4% cells
represents an interesting consistency with the previous finding
that engraftment of EBV-transformed B lymphoblastoid cells in
scid mice required the presence of CD4" cells [42,43]. It has been
speculated that T cells activated by an EBV-induced superantigen
may be involved in the engraftment of EBV-infected B
lymphoblastoid cells in scid mice [44]. Although a similar
superantigen-mediated mechanism might also be assumed in T-
and NK-cell lymphoproliferation in NOG mice, the data of TCR
repertoire analyses (Figure 1C and data not shown) show no
indication for clonal expansion of VB13 T cells that are known to
be specifically activated by the EBV-induced superantigen HERV-
K18. It seems therefore unlikely that this superantigen is involved
in the CD4* T cell-dependent engraftment of EBV-infected T and
NK cells. We expect CD4* T cells and/or molecules produced by
them may be an excellent target in novel therapeutic strategies for
the treatment of CAEBV and EBV-HLH. In fact, administration
of the OK'T-4 antibody that depletes CD4" cells in vivo efficiently
prevented the engraftment of EBV-infected T cells. As a next step,
we plan to test the effect of post-engraftment administration of
OKT-4.

The dependence of EBV-infected I and NK ‘cells on CD4* T
cells for their engraftment in NOG mice suggests the possibility
that these cells are not capable of autonomous proliferation.
Consistent with this notion, EBV-infected T and NK cell lines,
including that of the CD4" lineage, are dependent on IL-2 for
their in vitro growth and do not engraft in either nude mice or scid
mice when transplanted either s.c. or i.v (Shimizu, N., unpublished
results). Clinically, CAEBV is a disease of chronic time course and
patients carrying monoclonal EBV-infected T or NK cell
population may live for many years without progression of the
disease {15]. Overt malignant T or NK lymphoma usually
develops only after a long course of the disease. Taking all these
findings in consideration, we suppose that EBV-infected cells are
not truly malignant at least in the early phase of the disease, even
when they appear monoclonal. Because infection of EBV in T or
NK cells is not unique to CAEBV and has been recognized also in
infectious mononucleosis [45,46], the critical deficiency in
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