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of feeding. These observations led us to set the time point
for estimating liver steatosis and injury and inflammation
or liver fibrosis during the course of feeding at week 5 or
week 15, respectively. At the end of the indicated periods,
the mice were weighed and anesthetized with pentobarbital
sodium, and then their abdomens were opened. Following
blood sampling via the inferior caval vein, the portal vein
and inferior caval vein were cut to enable blood outflow
and then the liver was removed, weighed, and processed
for further analyses. All animal experimental protocols
were approved by the Institute of Experimental Animal
Science, Osaka University. To evaluate the levels of liver
injury, serum alanine aminotransferase (ALT) activities
were measured as previously described [23]. To determine
the levels of steatosis, total lipids were extracted from the
liver and then triglyceride content was measured as pre-
viously described [24].

Flow cytometric analysis

Liver mononuclear cell populations were prepared as
previously described [11, 23]. Cell surface staining of the
prepared cells was performed as described [11, 23], using
the following antibodies or tetramers: fluorescein iso-
thiocyanate-conjugated anti-CD49b (DX5), phycoerythrin-
conjugated anti-CD4 (H129.19), peridinin chlorophyll
protein-conjugated anti-CD8« (53-6.7), and allophycocya-
nin-conjugated anti-TCRB (H57-597) monoclonal anti-
body, or fluorescein isothiocyanate-conjugated anti-TCR},
phycoerythrin-conjugated anti-CD4, peridinin chlorophyll
protein-conjugated anti-CD45R/B220 (RA3-6B2) mono-
clonal antibody, and allophycocyanin-conjugated mouse-
CDI1d tetramers loaded with o-galactosylceramide. All
antibodies were purchased from BD Biosciences (San Jose,
CA, USA). Mouse CDId tetramer was obtained from
Proimmune (Oxford, UK) and the loading with a-galac-
tosylceramide was performed following the manufacturer’s
protocol. The stained cells were analyzed with a FACScan
(Becton Dickinson, Mountain View, CA, USA), and the
data were processed using the CELLQuest program
(Becton Dickinson). iNKT cells were detected on elec-
tronically gated CD45R/B220- TCRfS+ CD1d-tetramer-
reactive cells.

RNA isolation and analysis

Total RNA was isolated from frozen liver tissues by using
an RNeasy kit (QIAGEN, Hilden, Germany) following the
manufacturer’s protocol. Complementary DNA was syn-
thesized from isolated RNA using SuperScript III and
random hexamer (Invitrogen, Carlsbad, CA, USA). Real-
time reverse transcription polymerase chain reaction (RT-
PCR) analysis was performed using TagMan Gene

Expression Assays (Applied Biosystems, Foster City, CA,
USA) normalized to beta-actin.

Histological evaluation

The removed liver was partly fixed in 10% formalin for
staining with hematoxylin—eosin (H&E), Sirius-Red, or
Oil-red-0, or it was immediately embedded in Tissue-Tek
OCT compound (Sakura Finetechnical, Tokyo, Japan) and
frozen in liquid nitrogen for immunohistochemical stain-
ing. Sirius-Red staining was performed to assess liver
fibrosis, which was quantified by the extent of the area,
using image-analysis software, WinROOF (Mitani, Fukui,
Japan). Intracellular lipid was stained with Oil-red-O. To
evaluate the infiltration of CD4+ cells or CD8+ cells into
the liver, acetone-fixed fresh-frozen tissue sections were
immunostained with anti-mouse CD4 (H129.19) or anti-
mouse CD8a (53-6.7) monoclonal antibody, respectively,
using a VECTASTAIN ABC kit (Vector Laboratories,
Burlingame, CA, USA) following the manufacturer’s pro-
tocol. The sections were developed with diaminobenzidine
(DAB) substrate (Vector Laboratories) and then counter-
stained with hematoxylin. Antibody against CD4 or CD8
was purchased from BD Biosciences.

Statistical analysis

The statistical significance of differences between two groups
was determined by applying the Mann—Whitney U-test.
Statistical significance was defined as P < 0.05. All data are
shown as mean =+ standard error of the mean (SEM).

Results

Lipid accumulation in the liver induced
by the HFD was independent of the presence
or absence of iNKT cells

To investigate the role of iNKT cells in the development of
diet-induced steatosis/steatohepatitis, we fed the ND or
HFD to WT and KO mice for 5 weeks. The HFD increased
the body weight by around 30% at week 5 in both WT
and KO mice, while the ND increased it by around 14%
(HFD-fed WT mice 31.6 & 2.4%, HFD-fed KO mice
29.7 £ 5.6%, ND-fed WT mice 15.5 + 0.6%, ND-fed KO
mice 13.5 + 1.1%; n = 5). The weight gains with the HFD
or ND were not significantly different between WT and KO
mice. Evaluation of the liver weight at week 5 showed that
the HFD-fed WT or KO mice possessed significantly
heavier livers than the ND-fed WT or KO mice, respec-
tively, without any significant differences between the WT
and KO mice (HFD-fed WT mice 1.95 & 0.06 g, HFD-fed
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KO mice 1.89 £ 0.07 g, ND-fed WT mice 1.52 & 0.04 g,
ND-fed KO mice 1.50 £+ 0.06 g; n = 5).

We next performed Oil-red-O staining of liver sections
from the mice to examine whether the absence of iNKT
cells would affect the HFD-induced lipid accumulation in
the liver. The staining showed that the HFD, compared
with the ND, induced marked lipid retention in hepatocytes
in both WT and KO mice (Fig. 1a). Evaluation of the liver
triglyceride level demonstrated that the HFD, compared
with the ND, clearly induced triglyceride accumulation in
the livers of both WT and KO mice, without a significant
difference between these groups of mice (Fig. 1b).

HFD

B 70

50 1

30 1

Liver Triglyceride (mg/g liver)
B

10 1

ND HFD ND HFD
WT KO

Fig. 1 Lipid accumulation in the liver induced by high-fat diet
(HFD). Livers were obtained from BALB/c wild-type (WT) and
BALB/c Ja18-deficient (KO) mice fed either a normal diet (ND) or an
HFD for 5 weeks. a Lipid accumulation in liver sections was
visualized by Oil-red-O staining. Representative images are shown
(x200). b Hepatic triglyceride levels were quantified. Data shown are
means & SEM from five mice in each group. Data are representative
of more than four independent experiments. *P < 0.05 versus WT fed
ND. #*P < 0.05 versus KO fed ND
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Collectively, these results suggested that the absence of
iNKT cells did not affect the level of HFD-induced
steatosis. :

HFD augmented liver injury and inflammation
in the absence of iNKT cells

To examine the levels of liver injury, we measured ALT
activity in serum from WT and KO mice fed the ND or
HFD at week 5 after the start of being fed the diets. The
serum ALT level in the HFD-fed WT mice (35.8 +
1.98 TU/N) was significantly higher than that in the ND-fed
WT mice (25.2 &+ 0.66 IU/l) (Fig. 2a). The serum ALT
level in the HFD-fed KO mice (174.8 £ 61.2 IU/l) was
also significantly higher than that in the ND-fed KO mice
(36.4 £ 7.48 IU/). It was also higher than that in the HFD-
fed KO mice at week 2 (83.3 £ 16.5 TU/1). Of note is the
finding that the magnitude of the increase in ALT level at
week 5 was clearly much higher in KO (4.9-fold) than in
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Fig. 2 Liver injury and inflammation exacerbated by HFD in the
absence of invariant natural killer T (iNKT) cells. Serum and livers
were obtained from wild-type (WT) and Ja18-deficient (KO) mice fed
either a normal diet (ND) or a high-fat diet (HFD) for 5 weeks.
a Serum alanine aminotransferase (ALT) levels were measured.
*P < 0.05 versus WT fed ND. **P < 0.05 versus KO fed ND.
b Liver tissues were stained with hematoxylin—eosin. Representative
images are shown (x200). Arrows indicate the inflammatory foci.
¢ The numbers of the foci were counted in five different fields per
section. *P <0.05 versus KO fed ND. All data shown are
means &+ SEM from five mice in each group. Data are representative
of more than four independent experiments
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WT mice (1.5-fold), even though the serum ALT level in
the ND-fed KO mice was modestly higher than that in the
ND-fed WT mice.

We next conducted histological analyses of liver sec-
tions from the mice. H&E staining revealed that the livers
from KO mice fed the HFD possessed not only steatotic
areas but also scattered inflammatory foci composed of
gathering nonparenchymal cells (Fig. 2b). Although
inflammatory foci were also observed in the livers from
KO mice fed the ND, a larger number of foci could clearly
be seen in KO mice fed the HFD than in KO mice fed the
ND (Fig. 2c). In contrast, WT mice fed the HFD, as well as
those given the ND, showed few inflammatory foci. Taken
together, these results indicated that the HFD augmented
liver inflammation in KO mice but not in WT mice.

The HFD enhanced hepatic inflammation-related gene
expression in the absence of iNKT cells

To understand the underlying mechanisms of the hepatic
inflammation induced by the HFD in the absence of iNKT
cells, we first examined the levels of several cytokines and
chemokines in the livers from mice at week 5 after they had
been started on the diets. Real-time RT-PCR analyses
revealed that the messenger RNA expression of tumor
necrosis factor (TNF)-a, IFN-y, IL-10, chemokine (C-C
motif) ligand (CCL) 2 and 4, and chemokine (C-X-C
motif) ligand (CXCL) 9 and 10 were remarkably upregu-
lated by the HFD, compared with the ND, in KO but not in
WT mice (Fig. 3), although these values in KO mice fed the
ND were modestly higher than those in WT mice fed the
ND. In contrast, the messenger RNA expression of IL-4, -5,
and -13 did not show any detectable levels in the livers from
both WT and KO mice fed either the ND or HFD.

The HFD altered the proportions of subpopulations
in liver mononuclear cells from KO mice,
but not in those from WT mice

We next examined the phenotype of mononuclear cells in
livers from mice at week 5 of feeding. Flow cytometric
analyses demonstrated that the proportion of CD4+
TCRf+ CD4 T cells was lower in KO mice fed the ND than
in 'WT mice fed the ND (Fig. 4a), which might have
resulted from a lack of iNKT cells partly composed of
CD4+ cells [5]. The proportion of CD49b+ TCRp— NK
cells or CD8+ TCRf+ CD8 T cells was higher in KO mice
fed the ND than in WT mice fed the ND. The HFD did not
lead to any significant changes in the proportion of hepatic
CD4 T, CD8 T, NK, or iNKT cells in WT mice. In contrast,
the HFD induced significant increases in the proportion of
hepatic CD4 T cells and CD8 T cells, but not of NK cells, in
KO mice. We then examined the distribution of these cells
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Fig. 3 Inflammatory cytokine and chemokine gene expression in the
liver. Liver tissues were obtained from wild-type (WT) and Ja18-
deficient (KO) mice fed either a normal diet (VD) or a high-fat diet
(HFD) for 5 weeks. Liver RNA levels of the indicated genes and
beta-actin as a control were analyzed using real-time reverse
transcription polymerase chain reaction (RT-PCR). Data are shown
as the fold increase of HFD-fed WT, ND-fed KO, or HFD-fed KO
compared with ND-fed WT mice, with means + SEM from five mice
in each group. Data are representative of more than four independent
experiments. TNF-a Tumor necrosis factor alpha, /FN-y interferon
gamma, /L interleukin, CCL chemokine (C-C motif) ligand, CXCL
chemokine (C—X-C motif) ligand. §, not detected. *P < 0.05 versus
KO fed ND

in the liver. Immunohistochemical examination revealed
that CD4+ cells and CD8+ cells formed foci surrounding
hepatocytes in the livers of KO mice (Fig. 4b), which partly
corresponded to the inflammatory foci observed in the
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Fig. 4 Involvement of CD4 T and/or CD8 T cells in liver inflam-
mation. Livers were obtained from wild-type (WT) and Jo18-deficient
(KO) mice fed either a normal diet (ND) or a high-fat diet (HFD) for
5 weeks. a Prepared mononuclear cells from the livers were stained
with cell markers indicated in “Materials and methods”. Proportions
of the indicated cell population were analyzed by flow cytometry.
Data shown are means + SEM from five mice in each group. Data are
representative of more than four independent experiments. §, not
detected. *P < 0.05 versus KO fed ND. b Liver sections were
analyzed by immunohistochemical staining for CD4- or CD8-positive
cells. Representative images are shown (x200)

H&E-stained liver sections of KO mice. WT mice fed either
the ND or HFD did not display such foci consisting of
stained cells in the livers. Collectively, these results sug-
gested that CD4 T and/or CD8 T cells played a role in the
. HFD-enhanced liver inflammation in KO mice.

The HFD led to the development of liver fibrosis
in the absence of iNKT cells

Persistent hepatic inflammation causes fibrotic changes in
the liver [25]. To investigate whether inflammation with
steatosis due to the HFD in KO mice would induce fibrosis
in the liver, we fed the ND or HFD to WT and KO mice for
a longer period of 15 weeks. H&E staining and Oil-red-O
staining showed that KO mice fed the HFD possessed the
inflammatory foci, together with lipid retention in the liver,
at week 15, as well as showing these findings at week 5,
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Fig. 5 Liver fibrosis following inflammation in the absence of iNKT
cells. Livers were obtained from wild-type (WT) and Ja18-deficient
(KO) mice fed either a normal diet (ND) or a high-fat diet (HFD) for
15 weeks. a Liver tissues were stained with Sirius-Red to assess liver
fibrosis. Representative images are shown (x200). b The stained
areas were evaluated in five different fields per section. Data shown
are means + SEM from five mice in each group. Data are represen-
tative of more than two independent experiments. *P < 0.05 versus
KO fed ND

and that WT mice fed the HFD showed lipid retention, but
few inflammatory foci, in the liver at week 15 (data not
shown). Sirius-Red staining revealed clear fibrosis in the
livers from KO mice fed the HFD and also in the livers
from KO mice fed the ND, but to a much lesser extent
(Fig. 5a). In contrast, the staining showed no obvious
fibrosis in the livers from WT mice fed the HFD or in those
given the ND. Quantitative analyses to evaluate the stained
areas also showed that the HFD-fed KO mice possessed
significantly greater areas of hepatic fibrosis than the ND-
fed KO mice, while WT mice fed either the ND or HFD
had few fibrotic areas (Fig. 5b). Taken together, these
results indicated that the HFD led to the development of
liver fibrosis accompanied by steatohepatitis in KO mice.

Discussion

An increasing amount of evidence suggests that iNKT cells
play a role in immune responses in the liver [12], although
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the exact implication of that role is controversial. iNKT
cells, for instance, have been reported to play a critical role
in animal models of liver injury induced by concanavalin
A, a-galactosylceramide, or salmonella infection [26-28],
suggesting a proinflammatory role of these cells. On the
other hand, iNKT cells have been very recently implicated
in the suppression of liver damage in a mouse model of
cholestasis [29], suggesting an anti-inflammatory role of
these cells. The present study, using iNKT cell-deficient
mice fed an HFD, demonstrated that the HFD led to the
development of steatohepatitis with fibrosis in the absence
of iNKT cells, while the HFD led to steatosis but not ste-
atohepatitis in the presence of these cells. This suggests
that iNKT cells play a critical role in suppressing the
development of inflammation and fibrosis in the steatotic
liver.

Our real-time RT-PCR analyses demonstrated that
CCL2, CCL4, CXCL9, and CXCL10 were remarkably
upregulated by the HFD in KO mice but not in WT mice
(Fig. 3). CCL2 or CCL4 has the ability to attract pre-
dominantly Thl cells via chemokine (C-C motif) receptor
2 or 5, respectively. CXCL9 and CXCLI10 also attract
predominantly Thl cells via chemokine (C-X-C motif)
receptor 3 [30, 31]. Indeed, Thl cytokines such as TNF-a
and IFN-y were remarkably upregulated by the HFD in KO
mice but not in WT mice. Although IL-10, which is one of
the anti-inflammatory cytokines, was also upregulated by
the HFD in KO mice but not in WT mice, the upregulation
of IL-10 may have counteracted the upregulation of the
proinflammatory Thl cytokines TNF-o and IFN-y. Our
flow cytometric analyses and immunohistochemical anal-
yses showed that the proportions of CD4 T and CD8 T cells
were increased (Fig. 4a) and that these cells also accu-
mulated to form foci (Fig. 4b) in the livers of KO mice fed
the HFD. Bigorgne et al. [32] reported that HFD-induced
obesity in leptin-deficient ob/ob mice rendered hepatic
mononuclear cells, particularly CD4 T and CD8 T cells,
sensitive to chemokines such as CXCL12 and CXCL13,
which attract T cells, suggesting an important role of
chemokines in liver inflammation with steatosis. Although
the sources of the chemokines upregulated in our model
were not clear, these chemokines presumably play an
important role in the infiltration of proinflammatory cells in
the liver of the KO mice fed the HFD. iNKT cells suppress
the production of these chemokines directly or indirectly;
thus, they may prevent steatohepatitis induced by an HFD.

The liver can be anatomically exposed to gut-derived
contents, such as food antigens and bacterial products, via
the portal vein [33, 34]. Once these entities flow into the
liver, they can activate a variety of cells in the liver, which
may be associated with certain types of liver disease [33,
34]. Gut-derived food-antigens can activate T cells [33] and
gut-derived bacterial products can stimulate all resident
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cells in the liver, such as hepatocytes, Kupffer cells, stellate
cells, and dendritic cells, via toll-like receptors [33-36].
Moreover, fat itself, particularly saturated fatty acids,
stimulates an immune response in the liver [37, 38]. On the
other hand, the liver is an immune-tolerogenic organ, in
which immune-suppressive cells may play a critical role to
keep this organ immunologically silent [33]. The present
study demonstrated that liver inflammation was greatly
exacerbated—where CD4 T and/or CD8 T cells infiltrated
to form foci surrounding damaged hepatocytes—by an HFD
in the absence of iNKT cells. This suggests a suppressive
role of iNKT cells in the development of liver inflammation
with steatosis. Thus, iNKT cells may play an important role
in keeping the liver immunologically silent, and the absence
of iNKT cells together with steatosis may elicit a break of
hepatic immune tolerance, resulting in the activation of
CD4 T and/or CD8 T cells to provoke liver inflammation.
Consistent with this speculation is the observation that the
absence of iNKT cells, even without steatosis, caused
modest liver inflammation.

In conclusion, iNKT cells suppress liver inflammation
progressing to fibrosis that is exacerbated by HFD-induced
steatosis, thus contributing to the maintenance of immune
homeostasis in the liver. This study has shed some light on
iNKT cells as immunoregulatory cells and their key role in

the pathogenesis of NAFLD.

Acknowledgments The authors thank Drs. Masaru Taniguchi and
Ken-ichiro Seino for providing Ja18-deficient BALB/c mice. This
work was supported by a Grant-in-Aid for Scientific Research (to T.
Takehara) and Global Centers of Excellence Program (to T. Miyagi)
from the Ministry of Education, Culture, Sports, Science and Tech-
nology of Japan.

References

1. Angulo P. Nonalcoholic fatty liver disease. N Engl J Med.
2002;346:1221-31.

2. Clark JM, Brancati FL, Diehl AM. Nonalcoholic fatty liver dis-
ease. Gastroenterology. 2002;122:1649-57.

3. Mabher JJ, Leon P, Ryan JC. Beyond insulin resistance: Innate
immunity in  nonalcoholic  steatohepatitis. Hepatology.
2008;48:670-8.

4. Tilg H, Diehl AM. Cytokines in alcoholic and nonalcoholic
steatohepatitis. N Engl J Med. 2000;343:1467-76.

5. Bendelac A, Savage PB, Teyton L. The biology of NKT cells.
Annu Rev Immunol. 2007;25:297-336.

6. Godfrey DI, Kronenberg M. Going both ways: immune regula-
tion via CDld-dependent NKT cells. J Clin Invest.
2004;114:1379-88.

7. Trobonjaca Z, Leithduser F, Moller P, Schirmbeck R, Reimann J.
Activating immunity in the liver. I. Liver dendritic cells (but not
hepatocytes) are potent activators of IFN-gamma release by liver
NKT cells. ] Immunol. 2001;167:1413-22.

8. Winau F, Hegasy G, Weiskirchen R, Weber S, Cassan C, Sieling
PA, et al. Ito cells are liver-resident antigen-presenting cells for
activating T cell responses. Immunity. 2007;26:117-29.

‘E_) Springer



1254

J Ga§tro¢merol (20]0_) 45:1247-1254

9.

10.

11.

12.

13.

14.

16.

17.

18.

19.

20.

21.

22;

23.

Matsuda JL, Mallevaey T, Scott-Browne J, Gapin L. CDId-
restricted iNKT cells, the ‘Swiss-Army knife’ of the immune
system. Curr Opin Immunol. 2008;20:358-68.

Matsuda JL, Naidenko OV, Gapin L, Nakayama T, Taniguchi M,
Wang CR, et al. Tracking the response of natural killer T cells to
a glycolipid antigen using CDIld tetramers. J Exp Med.
2000;192:741-54.

Miyagi T, Takehara T, Tatsumi T, Kanto T, Suzuki T, Jinushi M,
et al. CD1d-mediated stimulation of natural killer T cells selec-
tively activates hepatic natural killer cells to eliminate experi-
mentally disseminated hepatoma cells in murine liver. Int J
Cancer. 2003;106:81-9.

Exley MA, Koziel MI. To be or not to be NKT: natural killer T
cells in the liver. Hepatology. 2004;40:1033-40.

Norris S, Doherty DG, Collins C, McEntee G, Traynor O, He-
garty JE, et al. Natural T cells in the human liver: cytotoxic
lymphocytes with dual T cell and natural killer cell phenotype
and function are phenotypically heterogenous and include Val-
pha24-JalphaQ and gammadelta T cell receptor bearing cells.
Hum Immunol. 1999;60:20-31.

Guebre-Xabier M, Yang S, Lin HZ, Schwenk R, Krzych U, Diehl
AM. Altered hepatic lymphocyte subpopulations in obesity-
related murine fatty livers: potential mechanism for sensitization
to liver damage. Hepatology. 2000;31:633-40.

. Li ZP, Soloski MJ, Diehl AM. Dietary factors alter hepatic innate

immune system in mice with nonalcoholic fatty liver disease.
Hepatology. 2005;42:880-5.

Ma X, Hua J, Li Z. Probiotics improve high fat diet-induced
hepatic steatosis and insulin resistance by increasing hepatic NKT
cells. J Hepatol. 2008;49:821-30.

Miyazaki Y, Iwabuchi K, Iwata D, Miyazaki A, Kon Y, Niino M,
et al. Effect of high fat diet on NKT cell function and NKT cell-
mediated regulation of Thl responses. Scand J Immunol.
2008;67:230-7.

Xu CF, Yu CH, Li YM, Xu L, Du J, Shen Z. Association of the
frequency of peripheral natural killer T cells with nonalcoholic
fatty liver disease. World J Gastroenterol. 2007;13:4504-8.
Tajiri K, Shimizu Y, Tsuneyama K, Sugiyama T. Role of liver-
infiltrating CD3+ CD56+ natural killer T cells in the patho-
genesis of nonalcoholic fatty liver disease. Eur J Gastroenterol
Hepatol. 2009;21:673-80.

Elinav E, Pappo O, Sklair-Levy M, Margalit M, Shibolet O,
Gomori M, et al. Adoptive transfer of regulatory NKT lympho-
cytes ameliorates non-alcoholic steatohepatitis and glucose
intolerance in ob/ob mice and is associated with intrahepatic CD8
trapping. J Pathol. 2006;209:121-8.

Cui J, Shin T, Kawano T, Sato H, Kondo E, Toura I, et al.
Requirement for Valphal4 NKT cells in IL-12-mediated rejection
of tumors. Science. 1997;278:1623-6.

Harada M, Magara-Koyanagi K, Watarai H, Nagata Y, Ishii Y,
Kojo S, et al. IL-21-induced Bepsilon cell apoptosis mediated by
natural killer T cells suppresses IgE responses. J Exp Med.
2006;203:2929-37.

Miyagi T, Takehara T, Tatsumi T, Suzuki T, Jinushi M, Kanaz-
awa Y, et al. Concanavalin A injection activates intrahepatic

@ Springer

24.

25.

26.

27.

28.

29.

30.

31

32.

33.

34.

35.

36.

37.

38.

119

innate immune cells to provoke an antitumor effect in murine
liver. Hepatology. 2004;40:1190-6.

Kamada Y, Matsumoto H, Tamura S, Fukushima J, Kiso S, Fukui
K, et al. Hypoadiponectinemia accelerates hepatic tumor forma-
tion in a nonalcoholic steatohepatitis mouse model. J Hepatol.
2007;47:556-64.

Friedman SL. Mechanisms of hepatic fibrogenesis. Gastroenter-
ology. 2008;134:1655-69.

Ishigami M, Nishimura H, Naiki Y, Yoshioka K, Kawano T,
Tanaka Y, et al. The roles of intrahepatic Valphal4(+) NK1.1(+)
T cells for liver injury induced by Salmonella infection in mice.
Hepatology. 1999;29:1799-808.

Kaneko Y, Harada M, Kawano T, Yamashita M, Shibata Y,
Gejyo F, et al. Augmentation of Valphal4 NKT cell-mediated
cytotoxicity by interleukin 4 in an autocrine mechanism resulting
in the development of concanavalin A-induced hepatitis. J Exp
Med. 2000;191:105-14.

Osman Y, Kawamura T, Naito T, Takeda K, Van Kaer L,
Okumura K, et al. Activation of hepatic NKT cells and sub-
sequent liver injury following administration of alpha-galacto-
sylceramide. Eur J Immunol. 2000;30:1919-28.

Wintermeyer P, Cheng CW, Gehring S, Hoffman BL, Holub M,
Brossay L, et al. Invariant natural killer T cells suppress the
neutrophil inflammatory response in a mouse model of cholestatic
liver damage. Gastroenterology. 2009;136:1048-59.

Mantovani A, Sica A, Sozzani S, Allavena P, Vecchi A, Locati
M. The chemokine system in diverse forms of macrophage
activation and polarization. Trends Immunol. 2004;25:677-86.
Moser B, Wolf M, Walz A, Loetscher P. Chemokines: multiple
levels of leukocyte migration control. Trends Immunol.
2004;25:75-84.

Bigorgne AE, Bouchet-Delbos L, Naveau S, Dagher I, Prévot S,
Durand-Gasselin I, et al. Obesity-induced lymphocyte hyperre-
sponsiveness to chemokines: a new mechanism of fatty liver
inflammation in obese mice. Gastroenterology. 2008;134:1459—
69. :

Crispe IN. Hepatic T cells and liver tolerance. Nat Rev Immunol.
2003;3:51-62.

Gao B, Jeong WI, Tian Z. Liver: an organ with predominant
innate immunity. Hepatology. 2008;47:729-36.

Paik YH, Schwabe RF, Bataller R, Russo MP, Jobin C, Brenner
DA. Toll-like receptor 4 mediates inflammatory signaling by
bacterial lipopolysaccharide in human hepatic stellate cells.
Hepatology. 2003;37:1043-55.

Seki E, De Minicis S, Osterreicher CH, Kluwe J, Osawa Y,
Brenner DA, et al. TLR4 enhances TGF-beta signaling and
hepatic fibrosis. Nat Med. 2007;13:1324-32.

Lee JY, Hwang DH. The modulation of inflammatory gene
expression by lipids: mediation through Toll-like receptors. Mol
Cells. 2006;21:174-85.

Lee JY, Zhao L, Hwang DH. Modulation of pattern recognition
receptor-mediated inflammation and risk of chronic diseases by
dietary fatty acids. Nutr Rev. 2010;68:38-61.



Research Article

"BEASL 8 |ieproloay

Altered interferon-a-signaling in natural killer cells from
patients with chronic hepatitis C virus infection™

Takuya Miyagi'?, Tetsuo Takehara!, Kumiko Nishio', Satoshi Shimizu’, Keisuke Kohga!, Wei Li',
Tomohide Tatsumi’, Naoki Hiramatsu’, Tatsuya Kanto!, Norio Hayashi'**

Department of Gastroenterology and Hepatology, Osaka University Graduate School of Medicine, Suita, Osaka, Japan; *Global Centers of
Excellence Program, Frontier Biomedical Science Underlying Organelle Network Biology, Osaka University, Suita, Osaka, Japan

Background & Aims: Natural killer (NK) cells play an important
role in the immune response against virus infection. Interferon
(IFN)-0, an essential component in therapy against hepatitis C
virus (HCV) infection, regulates NK cell function. However, it
remains obscure how chronic HCV infection (CHC) modifies intra-
cellular [FN-o signaling in NK cells. We investigated IFN-o signal-
ing in NK cells in patients with CHC.

Methods: Peripheral blood mononuclear cells were obtained
from patients with CHC and healthy subjects (HS) as controls.
Results: The expression level of signal transducer and activator of
transcription (STAT) 1, a key molecule of IFN-a signaling, was
clearly higher in NK cells from the CHC patients than in those
from HS. The phosphorylation level of STAT1 with IFN-o stimula-
tion was significantly greater in NK cells from the CHC patients
than in those from the HS, while that of STAT4 was significantly
less. These phosphorylation levels of STAT1 and STAT4 positively
and negatively correlated with the STAT1 level in NK cells,
respectively. The IFN-a induced messenger RNA level of the sup-
pressor of cytokine signaling 1, which is a downstream gene of
phosphorylated-STAT1, was clearly greater in NK cells from the
CHC patients than in those from the HS, while that of IFN-y,
which is a downstream gene of phosphorylated-STAT4, was
clearly lower.

Conclusions: These results indicate altered IFN-o signaling in NK
cells in CHC patients, suggesting that this alteration is associated
with the persistence of HCV infection and resistance to IFN-o
therapy.
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activator of transcription.
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Introduction

Natural killer (NK) cells play an important role in innate immune
responses against a variety of viral infections by directly killing
infected cells with cytotoxic molecules such as perforin and gran-
zyme [1]. The cells also have a great ability to secrete a key cyto-
kine, interferon (IFN)-y, which activates subsequent adaptive
immune responses as well as inhibits viral replication [1,2].
Another major component in innate immune responses during
viral infections is [FN-a, which is the most abundant cytokine
released during viral infections [3]. In addition to its anti-viral
effects, IFN-o activates NK cells to induce IFN-y production via
activation of the signal transducer and activator of transcription
(STAT) 4, as well as its cytotoxic ability via activation of STAT1
[4-7].

Hepatitis C virus (HCV) causes persistent infection in more
than 70% of infected patients. Whereas some of the patients show
a carrier-like state, most develop chronic liver diseases, including
chronic hepatitis, liver cirrhosis, and hepatocellular carcinoma,
which is why HCV infection is a worldwide health problem [8].
The administration of IFN-a is a well-established anti-viral ther-
apy for HCV infection. More than 90% of patients with acute HCV
infection respond to IFN-o based therapy, while only around 50%
of patients with chronic HCV infection (CHC) do [9-12], suggest-
ing a mechanism by which persistent HCV infection leads to
resistance to IFN-ot based therapy. NK cell number has been dem-
onstrated to decrease in patients with CHC, while it is controver-
sial whether NK cell functions are impaired in patients with CHC
[13-15]. It thus remains unclear whether perturbation of NK cells
is involved in the persistence of CHC as well as resistance to the
therapy [13-15].

In the present study, we investigated how chronic HCV infec-
tion modifies intracellular IFN-o signaling in NK cells. The
expression level of total STAT1, a key molecule of IFN-a signaling,
was clearly higher in NK cells from patients with CHC than in
those from healthy subjects (HS). Phosphorylation of STAT1,
resulting in induction of the suppressor of cytokine signaling
(SOCS) 1 messenger RNA (mRNA) expression in response to
IFN-a was clearly greater in NK cells from the CHC patients than
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in those from the HS. On the other hand, the phosphorylation of
STAT4, resulting in induction of IFN-y mRNA expression in
response to [FN-o, was clearly less in NK cells from the CHC
patients than in those from the HS. NK cell degranulation was sig-
nificantly enhanced in response to IFN-a in the HS, but not in the
CHC patients. These findings suggest altered IFN-a signaling in
NK cells in patients with CHC. The alteration of IFN-o signaling
might be associated with the persistence of chronic HCV infection
and resistance to IFN-o therapy.

Materials and methods
Subjects

Twenty-six patients with CHC (HCV RNA genotype 1) and 26 healthy volunteers
were enrolled in this study. The profile of these subjects is shown in the Supple-
mentary data and Supplementary Table 1. The study was approved by the ethical
committee of Osaka University Hospital.

Isolation of peripheral blood mononuclear cell (PBMC) populations

PBMCs were isolated from fresh heparinized peripheral blood by Ficoll-Hypaque
density gradient centrifugation as described [16].

In vitro stimulation of cells

Prepared cells were unstimulated or stimulated with either natural human IFN-o,
recombinant human IFN-y or recombinant human interleukin (IL)-12, The details
are provided in the Supplementary data.

Cell lysates and Western blot analysis

Prepared cells were lysed as described [17]. A 25 pg sample of protein was sep-
arated on 10% SDS polyacrylamide gels and transferred onto PVDF membrane.
Monoclonal anti-STAT1 antibody (1/Stat1) was purchased from BD Biosciences
(San Jose, CA, USA). Polyclonal anti-p-actin antibody from Abcam (Cambridge,
MA, USA) was used as the loading control. Detection of immunolabeled proteins
was performed as described [17].

Flow cytometric analysis

The staining of prepared cells was performed as described [16,18]. Briefly, cells
were stained with fluorescein isothiocyanate-conjugated anti-CD3 (UCHT1) and
biotin-conjugated anti-CD56 antibody (B159), fixed and permeabilized with Cyto-
fix/Cytoperm (BD Biosciences) and cold pure methanol, and then stained with
phycoerythrin-conjugated anti-phosphorylated-STAT (pSTAT) 4 (pY693) (38/p-
Stat4) and Alexa Fluor® 647-conjugated anti-pSTAT1 (pY701) antibody (4a), or
phycoerythrin-conjugated anti-STAT1 (1/Stat1) antibody alone, or the corre-
sponding isotype control, followed by staining with peridinin chlorophyll pro-
tein-conjugated streptavidin (BD Biosciences). All antibodies were purchased
from BD Biosciences. The stained cells were analyzed with a FACScan (Becton
Dickinson, Mountain View, CA, USA), and the data were processed using the Flow-
Jo program (Tree Star Inc., Ashland, OR, USA).

NK cell enrichment from PBMCs

To obtain pure populations of CD56" CD3~ NK cells from PBMCs, NK cells were
negatively isolated by magnetic cell sorting with a human NK cell isolation kit
(Miltenyi Biotec, Gladbach, Germany). The purity of the isolated population was
confirmed using FACS analysis and was more than 90%.

RNA isolation and analysis

Total RNA isolation and the real-time reverse transcription polymerase chain
reaction (RT-PCR) analysis are presented in detail in the Supplementary data,
Supplementary Fig. 1, and Supplementary Table 2.
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NK cell degranulation assay

NK cell degranulation was assessed as described [19], with minor modifications.
Details and representative data are provided in the Supplementary data and Sup-
plementary Fig. 2.

Statistical analysis

The statistical significance of differences between the patient and control groups
or that of changes due to IFN-a stimulation in the NK cell degranulation assay
was determined by applying unpaired or paired Student’s t-test, respectively.
Correlations were assessed using the Pearson product-moment correlation coef-
ficient. The statistical significance was defined as p < 0.05.

Results

NK cells from CHC patients showed a higher level of STAT1 expression
than those from HS

Murine NK cells have been reported to exhibit a lower level of
STAT1 expression than non-NK cells [17,18]. Also, the increase
of STAT1 expression level in murine NK cells has been observed
in viral infection [18]. We examined whether similar findings
could be observed for human NK cells. Western blot analyses
revealed that human NK cells from representative HS have a
clearly lower level of STAT1 expression than non-NK cells
(Fig. 1A). We then examined whether chronic HCV infection
affected the STAT1 expression level in NK cells. It was clearly
higher in NK cells from the CHC patients than in those from the
HS (Fig. 1B).

We next examined STAT1 expression level within individual
cells by flow cytometry. Consistent with the results of Western
blot analyses, flow cytometric analyses demonstrated that NK
cells from a representative healthy subject had a lower level of
STAT1 expression than non-NK cells such as T cells or natural
killer T (NKT) cells (Fig. 2A). NK cells from a representative CHC
patient displayed a clearly higher level of STAT1 expression than

A HS 1 HS 2
NK Non-NK NK Non-NK
STAT1
B-actin
B
STAT1
B-actin

Fig. 1. STAT1 expression in NK cells from patients with chronic HCV infection.
STAT1 protein Ieve]s were evaluated by Western blot analyses with B-actin

as a loading control. PBMCs were obtained from patients with
chromc HCV infection (CHC) and healthy subjects (HS). NK cells and non-NK cells
were purified from those cells. (A) STAT1 protein levels in NK cells and non-NK
cells from two representative HS are shown. (B) STAT1 protein levels in NK cells
from three other representative HS and three representative patients are shown.
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Fig. 2. STAT1 expression level in NK, T or NKT cells from patients with chronic
HCV infection. STAT1 protein level was evaluated by flow cytometry, electron-
ically gating on CD56* CD3~ NK cells, CD56~ CD3"* T cells, and CD56* CD3* NKT
cells. PBMCs were derived from patients with chronic HCV infection (CHC) and
healthy subjects (HS). (A) Representative histograms from a patient and an HS are
shown. Dotted lines show staining with the isotype control. Solid lines with
shaded areas show staining with the antibody. Numbers are percentages of
positive cells (positive cell rate) determined based on the isotype control staining.
(B) Comparison of STAT1 expression level between the patients with CHC (n=11)
and HS (n = 11) are shown as positive cell rates. Each circle represents data for an
individual. Horizontal bars represent means. *p <0.005 vs. HS.

those from the healthy subject. Fig. 2B summarizes the profile of
the intracellular STAT1 expression level of NK, T, and NKT cells.
The intracellular STAT1 expression level of NK cells from the
CHC patients was significantly higher than that from the HS,
while that of T cells or NKT cells did not show any significant
difference.

Altered activation of STAT1/4 occurred in response to IFN-o in NK
cells from CHC patients -

Activation of STAT1/4 in response to IFN-o in murine NK cells has
been reported to shift from pSTAT4 dominant to pSTAT1 domi-
nant as the intracellular STAT1 expression level increases [18].
This led us to examine the activation of STAT1/4 in response to
IFN-o in human NK cells using samples from CHC patients and
HS. Although IFN-a can phosphorylate both STAT1 and STAT4,
IFN-y can phosphorylate STAT1 and IL-12 can phosphorylate
STAT4 in NK cells [1,7]. We examined the phosphorylation level
of STAT1/4 in response to [FN-a, compared with IFN-y or IL-12,
in NK cells from the subjects by flow cytometry. It was found that
IFN-oe phosphorylated STAT1 more strongly in NK cells from the
representative CHC patient than in those from the representative

" HS, while IFN-y did not (Fig. 3A). On the other hand, IFN-o phos-

phorylated STAT4 more weakly in NK cells from the CHC patient
than in those from the HS, while IL-12 did not. Fig. 3B summa-
rizes the profile of STAT1/4 phosphorylation level in NK cells in
response to IFN-ot, IFN-y or IL-12. IFN-a, but not [FN-y, phosphor-
ylated STAT1 significantly more strongly in NK cells from the CHC
patients than in those from the HS. IFN-a, but not IL-12, phos-
phorylated STAT4 significantly more weakly in NK cells from
the CHC patients than in those from the HS. These results sug-
gested altered signaling of IFN-a, but not of IFN-y or of IL-12,
in NK cells of patients with CHC.

We then examined the relationship between STAT1 expres-
sion level and STAT1/4 phosphorylation level in response to
IFN-o in NK cells from the CHC patients. The phosphorylation
level of STAT1 in response to IFN-a correlated significantly and
positively with the STAT1 expression level in NK cells
(R?=0.67, p < 0.003), while that of STAT4 correlated significantly
and negatively (R*=0.49, p<0.02) (Fig. 4). These results sug-
gested that, as in murine NK cells, the activation of STAT1/4 in
response to IFN-o in human NK cells shifts from a preference
for pSTAT4 to one for pSTAT1 as intracellular STAT1 expression
level increases.

Altered induction of interferon stimulated gene (ISG) expression
occurred in response to IFN-a in NK cells

We examined how the altered activation of STAT1/4 in response
to IFN-o in NK cells affected the induction of downstream gene
expression. Real-time RT-PCR analyses revealed that the induc-
tion level of SOCS1 mRNA expression with IFN-a stimulation,
which is a downstream gene of pSTAT1, was clearly greater in
NK cells isolated from the CHC patients than in those from the
HS, and that the induction level of IFN-y mRNA expression with
IFN-ot stimulation, which is a downstream gene of pSTAT4, was
clearly lower (Fig. 5). On the other hand, the mRNA induction
level of perforin or granzyme B, which is a cytotoxic molecule
induced by IFN-a via pSTAT1, was not greater but modestly
lower, suggesting negative regulation by the large induction of
SOCs1, which is a negative regulator of the pSTAT1 pathway [20].

Altered activation of NK cells occurred in response to IFN-o:

To examine how the altered IFN-o signaling in NK cells affected
the activation of NK cells in response to IFN-o, we evaluated
the NK cell degranulation ability in response to IFN-o.. NK cell
degranulation assay showed that CD107a expression, as a marker
of degranulation, in the presence of K562 cells was significantly
up-regulated in response to IFN-a in NK cells from HS, but not
in those from CHC patients (Fig. 6), suggesting altered NK cell
activation in response to IFN-ot in CHC patients.

Discussion

Both IFN-o and IFN-y have been observed in sera from patients
with CHC [21,22]. Their production may be induced by a host
response to HCV within the liver, which would make these IFNs
detectable in the systemic circulation of patients with CHC. The
present study has shown that NK cells from patients with CHC
display higher levels of STAT1 expression compared to those from
HS (Fig. 1B and Fig. 2). STAT1 itself is one of the ISGs, whose
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Fig. 3. Altered activation of STAT1/4 in response to IFN-a, but not to IFN-y or IL-12 in NK cells from patients with chronic HCV infection. pSTAT1 and pSTAT4 protein
levels were evaluated by flow cytometry with isotype control staining. PBMCs were derived from patients with chronic HCV infection (CHC) and healthy subjects (HS). (A)
Prepared PBMCs were unstimulated or stimulated with natural IFN-o, IFN-y or IL-12 for 90 min in vitro, and then collected. pSTAT1 and pSTAT4 protein levels were
evaluated by flow cytometry, electronically gating on CD56* CD3~ NK cells. Representative histograms of a patient and an HS are shown. Dotted lines show staining of
stimulated cells with isotype control. Thick lines show staining of unstimulated cells with the antibody. Thin lines with shaded areas show staining of stimulated cells with
the antibody. Positive cell rates were determined based on the staining with isotype controls. Numbers are increased positive cell rates which were determined by
subtracting the positive cell rate of unstimulated cells from those of stimulated cells. (B) Comparison of pSTAT1/4 level in response to IFN-o, IFN-y or IL-12 between the
patients with CHC (n = 11) and the HS (n = 11) are shown as increased pSTAT1/4 positive cell rate. Each circle represents individual data. Horizontal bars represent means.

*p <0.001 vs. HS.

expression is up-regulated by IFN-o or IFN-y [23,24]. It is thus
possible that the higher level of STAT1 in NK cells from the
CHC patients was up-regulated by IFN-at and/or IFN-y induced
by a chronic host response to HCV.

Our real-time RT-PCR analyses showed that the induction

level of SOCS1 mRNA in response to IFN-o was significantly
greater in NK cells from the CHC patients than in those from
the HS (Fig. 5). This finding is consistent with the observation
that the phosphorylation level of STAT1 in response to IFN-a
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was significantly stronger in NK cells from the CHC patients
than in those from the HS (Fig. 3), because SOCS1 is a down-
stream gene of pSTAT1 [20]. On the other hand, SOCS1 is an
inducible negative regulator which inhibits further activation
of the pSTAT1 pathway [20]. It is therefore possible that this
greater up-regulation of SOCS1 owing to the greater level of
STAT1 phosphorylation in response to IFN-a finally results in a
weaker response to IFN-a, that is, a weaker induction of ISGs
via the pSTAT1 pathway. Indeed, an increase of the STAT1 level,
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which is itself a downstream gene of pSTAT1, by IFN-o. based
therapy, correlated negatively in vivo with the basal STAT1
expression level before therapy (Miyagi et al. unpublished
data). The higher basal STAT1 expression causes a greater level
of STAT1 phosphorylation in response to IFN-o, which is fol-
lowed by a greater level of SOCS1 induction and then might
result in a lower increase of STAT1 level. Since perforin and
granzyme B are also ISGs from the pSTAT1 pathway [6,25], it
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Fig. 5. Induction of ISGs in NK cells in response to IFN-a in vitro. NK cells were
purified from PBMCs derived from patients with chronic HCV infection (CHC) and
healthy subjects (HS). Isolated NK cells were untreated or treated with natural
IFN-o. in vitro for 3 h, and then collected. The collected cell RNA level of the
indicated genes and B-actin as a control were analyzed by real-time RT-PCR. Data
are shown as the fold increase of treated cells compared with untreated cells,
with means #standard error of the mean from five subjects in each group.
*p <0.05 vs. HS.

is reasonable that the mRNA induction of perforin and gran-
zyme B in response to IFN-a in NK cells from the CHC patients
was not significantly greater but modestly lower than those
from the HS (Fig. 5). Indeed, the enhancement of degranulation
by IFN-a, that is, the increase of CD107a expression, in the
presence of K562 cells in response to IFN-a, was significant in
NK cells from the HS, but not in those from the CHC patients
(Fig. 6).
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Fig. 6. Increase of NK cell degranulation by IFN-o stimulation. PBMCs derived
from patients with chronic HCV infection (CHC) and healthy subjects (HS) were
treated with or without IFN-a in the presence of K562 cells. The CD107a
expression of NK cells were evaluated by flow cytometry, electronically gating on
CD56" CD3~ NK cells. Data are shown as the frequency of CD107a-positive NK
cells treated with or without IFN-o. Each circle represents individual data.
*p <0.05.
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Patients who were clear of HCV due to IFN-a based therapy
exhibited a significant increase in NK cell numbers and activity
in the peripheral blood as well as in the liver compared to those
who were not able to become clear of the virus [26-28]. IFN-y
produced from NK cells have been reported to suppress HCV rep-
lication in vitro [29]. IFN-y from NK cells is also considered to
activate the subsequent adaptive immune response during virus
infection as well as inhibit viral replication [1,2,7]. These findings
suggest the involvement of NK cells with IFN-y in the response to
IFN-o based therapy. The present study showed that the level of
STAT4 phosphorylation in response to IFN-o in NK cells corre-
lated negatively with the intracellular STAT1 level in NK cells
(Fig. 4), and that IFN-7y induction, which is one of the downstream
genes of pSTAT4, was clearly weaker in NK cells from the patients
with CHC than in those from the HS (Fig. 5). The lower activation
in CHC patients of the pSTAT4-to-IFN-y pathway in response to
IFN-ot in NK cells compared to those from the HS might be one
of the mechanisms which make CHC patients resistant to [FN-o
based therapy.

Ahlenstiel et al. have recently reported that chronic expo-
sure to HCV-induced IFN-o caused NK cells to become function-
ally polarized towards a cytotoxic phenotype, but that lacked an
increase in IFN-y production [30]. Moreover, Oliviero et al.
showed that NK cells from CHC patients were of a predomi-
nantly activating phenotype, and that these phenotypic changes
were associated with enhanced cytotoxic activity and defective
IFN-y production [31]. These reports would be associated with
our finding that NK cells from the CHC patients displayed a
high level of STAT1 expression. Cytotoxic molecules such as
perforin and granzyme, as well as STAT1, belong to the ISGs
[6,25]. A high level of STAT1 in NK cells in the CHC patients
might correspond to a high level of cytotoxic molecules in NK
cells resulting in enhanced cytotoxic activity at the basal level.
Indeed, the CD107a expression at basal level in NK cells from
the CHC patients seemed to be modestly higher than that in
NK cells from the HS (Fig. 6), although NK cells from the CHC
patients did not significantly increase the CD107a expression
in response to IFN-o. On the other hand, our present study
showed that STAT1 expression level in NK cells correlated neg-
atively with the activation of STAT4 to produce IFN-y in
response to IFN-o in NK cells. A high level of STAT1 in NK cells
would also cause defective IFN-y production in the NK cells of
patients with CHC.

Recent studies have revealed that the higher level of ISGs in
_ hepatocytes as well as in PBMCs before IFN-a based therapy is
associated with resistance to this therapy [32-33]. The present
study demonstrated that NK cells from CHC patients displayed
higher levels of STAT1, which is one of the ISGs, compared with
those from HS (Fig. 2). Those who had a higher STAT1 level in
NK: cells showed less STAT4 phosphorylation and more STAT1
phosphorylation in response to IFN-a, resulting in less IFN-y
induction and more SOCS1 induction. Thus, it is possible that
those who have a higher STAT1 level in NK cells would display
less response to IFN-o based therapy. Our preliminary data with
a small number of patients treated with IFN-o based therapy
revealed a tendency for those who had a higher STAT1 level in
NK cells to not respond well to the therapy in the context of
HCV clearance by week 8 after initiation of therapy (Supplemen-
tary Fig. 3).

In the present study, we found that the expression level of
total STAT1, a key molecule of IFN-a signaling, was clearly higher

JOURNAL OF HEPATOLOGY

in NK cells from the patients with CHC than in those from the HS.
The phosphorylation levels of STAT1 and STAT4 with IFN-or stim-
ulation were altered in NK cells from the CHC patients, compared
with those from the HS. The induction of [FN-y mRNA expression
with [FN-o stimulation, which is one of the downstream genes of
PSTAT4, was clearly weaker in isolated NK cells from the CHC
patients than in those from the HS. The induction of SOCS1 mRNA
expression, which is one of the downstream genes of pSTAT1, was
clearly stronger. The enhancement of NK cell degranulation, the
increase of CD107a expression, in response to [FN-o was signifi-
cant in the HS, but not in the CHC patients. These results indicate
that [FN-a signaling in NK cells is altered in CHC patients, sug-
gesting that this alteration of IFN-a signaling is associated with
the persistence of chronic HCV infection and resistance to IFN-o
therapy. The basal total STAT1 level in NK cells might enable
the prediction of the outcome of IFN-o therapy against HCV
infection, and thus could serve as a molecular target for more
effective IFN-o. based therapy.
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kB, encoded by Nfibiz, is a nuclear IxB-like protein harboring
ankyrin repeats. IkB¢ has been shown to regulate IL-6 production
in macrophages and Th17 development in T cells. However, the
role of IxB¢ in natural killer (NK) cells has not be understood. In the
present study, we found that the expression of IxB; was rapidly
induced in response to IL-18 in NK cells, but not in T cells. Analysis
of Nfkbiz™'~ mice revealed that IxB; was essential for the produc-
tion of IFN-y production and cytotoxic activity in NK cells in re-
sponse to IL-12 and/or IL-18 stimulation. IL-12/IL-18-mediated
gene induction was profoundly impaired in Nfkbiz~/~ NK cells.
Whereas the phosphorylation of STAT4 was normally induced by
IL-12 stimulation, STAT4 was not recruited to the Ifng gene regions
in Nfkbiz™'~ NK cells. Acetylation of histone 3 K9 on Ifng regions
was also abrogated in Nfkbiz~'~ NK cells. kB¢ was recruited on the
proximal promoter region of the Ifng gene, and overexpression of
kB¢ together with IL-12 activated the /fng promoter. Furthermore,
Nfkbiz~'~ mice were highly susceptible to mouse MCMV infection.
Taken together, these results demonstrate that kB¢ is essential for
the activation of NK cells and antiviral host defense responses.

IFN-y | transcription | virus infection | STAT4

Antiviral host defense is mediated by coordinated action of
multiple cell types, such as innate immune cells, T cells, and
natural killer (NK) cells (1, 2). In response to virus infection, NK
cells induce apoptosis of infected cells by expressing perforins
and granzymes and produce high amounts of IFN-y (3-5). Var-
ious cytokines are important for activating NK cells to produce
IFN-y and increasing their cytotoxic activity. Type I IFNs pro-
duced from innate immune cells as well as cytokines such as IL-2,
IL-12, I1-15, IL~18, and IL-21 are critical for NK-cell activation.
Furthermore, NK-cell receptors harboring immunoreceptor ty-
rosine-based activation motifs (ITAMs) or those interacting with
ITAM-containing adaptor proteins induce cytolytic activity and
IFN-y production (4). For instance, antibody-coated target cells
are recognized by FcgRIII, which mediates antibody-dependent

-cellular cytotoxicity and IFN-y production.

The expression of the Ifng gene is one of the hallmarks of NK-
cell activation. Because Ifng is also highly expressed in T helper 1
(Th1) cells, the mechanisms of the Ifng promoter activation has
been extensively studied in Th1 cells and NK cells (6, 7). Stim-
ulation of NK cells with IL-12 and IL-18 leads to production of
IFN-y as well as elevation of cytotoxic activity (8, 9). It has been
shown that sequence elements conserved among species (also
known as conserved noncoding sequences, CNSs) present up to
100 kb from the transcription start site (TSS) of Ifing are involved
in controlling the expression of IFN-y (7, 10-12). Various tran-
scription factors are recruited to the CNS of Ifng. IL-12 induces
phosphorylation and nuclear translocation of STAT4, which is
recruited to the cis-regulatory region of Ifng (7, 13, 14). IFN-y—
inducible T-box transcription factor (T-bet) is critical for in-
ducing Ifng by controlling histone acetylation in Th1 cells (11, 15,
16). T-bet is also required for the development of NK cells (17).
In T cells, T-bet-dependent chromatin remodeling of the Ifng
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locus induces recruitment of the NF-kB p65 subunit to Ifng cis-
elements (12).

IL-18 is structurally related to IL-1p and known to work to-
gether with IL-12 to activate Thl cells to produce IFN-y (18).
However, IL-18 does not induce Th1 development by itself, un-
like IL-12. Recent reports show that IL-18 is involved in the
differentiation of Th2 cells and Th17 cells in murine experi-
mental models, in addition to Th1 (18, 19). Although IL-18 is
reported to activate AP-1 via MAP kinases to express Ifng (20),
the mechanism of how IL-18 potentiates IFN-y production in
NK cells is yet to be clarified.

IxBC, also known as INAP or MAIL, is a nuclear factor be-
longing to the Bcl-3 family, which contains a nuclear localization
domain in the N terminus and C-terminal ankylin repeats (21).
IxB{ is encoded by the Nfkbiz gene, and the expression of Nfkbiz
is rapidly induced in response to various Toll-like receptor
(TLR)/IL-1 receptor (IL-1R) stimuli in macrophages (22). The
expressed IxB{ interacts with NF-xB p50 subunit and positively
regulates expression of a set of genes including 16, 1112b, Csf2,
Defb2, Lcn2, and so on (22, 23). In addition to NF-xB binding
sequences, flanking C/EBP-binding sites are also important for
IxB(-mediated control of transcription (23). Furthermore, a re-
cent study shows that IxB{ is required for chromatin remodelling
downstream of TLR stimuli (24). Recently, it was shown that T
cells lacking IxB{ showed severe defects in development of Th17
cells, and IxkB{ regulates IL-17 expression by cooperating with
Rorgt (25). On the other hand, a report showed that overex-
pression of IkB( induced Ifiig in a cell line, although the mecha-
nism was not understood (26). Nevertheless, it is unclear whether
IxBg plays any role in the activation of NK cells.

In the present study, we found that IxkB{ was required for the
activation of NK cells in response to IL-12 and IL-18. IL-12/IL-
18-mediated gene expression including Ifng was profoundly im-
paired in Nfkbiz™'~ NK cells. IxB{ was recruited to the proximal
promoter region of Ifng and able to transactivate the Ifng to-
gether with IL-12. Furthermore, Nfkbiz™"~ mice were highly sus-
ceptible to infection with mouse CMV (MCMYV), a model virus
known to be cleared by NK cells. Taken together, IxkB{ plays an
essential role in the activation of NK cells by triggering dynamic
transcription factor recruitment and chromatin remodeling.

Results

IxB{ Expression Is Induced in Response to IL-18 in NK Cells. To in-
vestigate whether IxB{ plays a role in controlling cells other than
macrophages, we first examined the expression levels of IxB( in
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NK cells and T cells. We prepared splenic NK, and naive T cells.
Then, T cells were cultured in the presence of either IL-12, anti-
IL-4 Ab, and anti-CD3 to develop Thl cells or of IL-4, anti-IL-
12, and anti-CD3 to develop Th2 cells. Quantitative-PCR (Q-
PCR) analysis using RNAs prepared from these cells revealed
that NK cells expressed the IxkB{ gene higher than naive T cells
(Fig. 14). Polarization to Thl or Th2 cells did not increase the
expression of Nfkbiz. The expression of IxB{ was highly induced
in response to 1L-12 and IL-18 stimulation in NK cells (Fig. 14).
Next, we examined kinetics of the IkB{ expression in NK cells in
response to IL-12, IL-18, or both. IkB{ expression was induced at
1 h after stimulation with IL-18 alone or after costimulation with
IL-12 and IL-18, and gradually decreased by 8 h after stimulation
(Fig. 1B). In contrast, IL-12 alone slowly increased Nfkbiz about
twofold at 8 h after stimulation. On the other hand, Ifng ex-
pression was increased in response to both IL-12 and IL-18, but
not to either cytokine alone, and the expression peaked at 4 h
after stimulation in NK cells (Fig. 1B). These results demon-
strate that IxB{ expression is higher in NK cells than in T cells,
and that this is an early induced gene in response to IL-18
stimulation in NK cells.

IxB¢ Is Critical for Activation of NK Cells in Response to IL-12 and IL-
18. The expression of IkB¢ in NK cells prompted us to investigate
a functional role of IxB{ in NK cells by using IxBC-deficient
(Nfkbiz™'~) mice. Stimulation of Nfkbiz*'~ splenic NK cells with
IL-12, or costimulation with IL-12 and IL-18, induced pro-
duction of IFN-y (Fig. 24). In contract, IFN-y production was
severely impaired in Nfkbiz™~ NK cells in response to IL-12, and
IL-12 together with IL-18. These results indicated that IxB{ is
indispensable for IFN-y production in response to IL-12 and IL-
18. Production of IFN-y in response to culture with immobilized
IgG1 was comparable in wild-type NK cells (Fig. 24), indicating
that signaling pathways from FcgRIII to induce Ifng expression is
not affected in the absence of IxB{. We then analyzed cytotoxic
activity of NK cells to IL-12 and IL-18 stimulation by a standard
SICr release assay against YACI target cells. Cytotoxic activity of
NK cells stimulated with IL-12 alone or costimulated with IL-12
and IL-18 was reduced in Nfkbiz™"~ mice (Fig. 2B). IL-18 alone
failed to increase cytotoxic activity even in wild-type NK cells
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Fig. 1. Expression of IkBg in NK cells in response to IL-12 and IL-18 stimu-
lation. (A) The expression of IkBt in naive T, Th1, Th2 cells, and NK cells in
response to IL-12 and IL-18. (B) NK cells were stimulated with IL-12 and/or IL-
18 for the indicated periods, and the expression levels of IkBt, and IFN-y were
determined by Q-PCR analysis. Data represent means + SD of triplicates.
Similar results were obtained in three independent experiments.
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Fig. 2. Role of IxBg in the activation of NK cells in response to IL-12 and IL-18
stimulation. (A) Splenic NK cells from Nfkbiz*'~ and Nfkbiz™'~ mice were
stimulated with 1 ng/mL IL-12, 10 ng/mL IL-18, and a combination of IL-12 and
IL-18 or the cells were cultured on the plates coated with IgG1 for 24 h. The
concentrations of IFN-y in the culture supernatant were measured by ELISA.
Data represent means + SD." Similar results were obtained in three in-
dependent experiments. (B) IL-2-induced splenic NK cells were cultivated with
IL-12 together with or without IL-18 for 4 h. NK-cell cytotoxicities against YAC-
1 cells were measured by a 5'Cr release assay at different E:T ratios. The per-
centages of specific cell lysis are indicated. Data represent the mean + SD of
duplicate measurements. The data shown are representative of two in-
dependent experiments. (C) Splenic NK cells from Nfkbiz*~ and Nfkbiz ™'~ mice
were stimulated with IL-12 and IL-18 for 24 h, and total RNA was subjected to
microarray analysis using Affymetrix mouse genome 430 2.0 microarray chips.
The data were normalized by robust multichip analysis (RMA), and genes up-
regulated more than twofold in wild-type NK cells after stimulation were
selected. The genes were hierarchically clustered as follows: The expression
values for each gene were standardized as average =0 and SD = 1. Complete
linkage method was then applied using absolute value of Pearson correlation
as distance. The resulted heatmap, dendrogram, and a color key are shown. A
blue line in the color key indicates the frequency distribution colors in the
heatmap. For the gene lists shown in this figure, see Dataset §1.

(data not shown). These results demonstrate that IxB is critical
for activation of NK cells in response to IL-12 and IL-18.

IxB¢ Is Dispensable for NK-Cell Development. We next analyzed
the differentiation of splenic NK cells in Nfkbiz”~ mice. It is
known that NK-cell progenitors initially express CD122 (IL15R),
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CD127 (IL7R), and c-kit (27). Upon maturation, NK cells down-
regulate CD127 and c-kit. The DX5*CD3~ NK-cell population
in spleen was comparable between Nfkbiz*'~ and Nfkbiz ™'~ mice
(Fig. S1). Furthermore, CD122 was highly expressed, and c-kit
and CD127 expressions were comparably suppressed both in
wild-type and Nfkbiz™"~ splenic NK cells (Fig. S1). Collectively,
IxBY is dispensable for controlling differentiation of NK cells.

Profound Impairment in Gene Expression in Nfkbiz"'~ NK Cells in
Response to IL-12 and IL-18 Stimulation. Next we examined the
role of IxB in IL-12 and IL-18-mediated gene expression in NK
cells. Wild-type and Nfkbiz™~ NK cells were stimulated with IL-
12 and IL-18 for 24 h, and gene expression profile was assessed
by microarray analysis. In response to stimulation with 1L-12 and
IL-18, 96 genes were up-regulated more than twofold in wild-
type NK cells. We then hierarchically clustered genes induced by
IL-12 and IL-18 and found that they are roughly classified into
those completely (58 genes) or partially (38 genes) dependent on
IkB{ (Fig. 2C) (Dataset S1). Genes completely dependent on
IxBE include Ifng, 1122, Cer5, and Il18r1. These data demonstrate
that IxBg is critical for IL-12 and IL-18-mediated gene expres-
sion in NK cells.

IxBC Promotes STAT4 Accessibility in IFN-y Genes in Response to IL-12
and IL-18 in NK Cells. IL-12 activates Janus kinases (JAKSs) that
phosphorylate STAT4 (14). STAT4 is localized in the cytoplasm
in the resting cells, and phosphorylated STAT4 translocates to
the nucleus for the transcriptional activation. Treatment with IL-
12 greatly increased NK cells stained with anti-phospho-STAT4
(p-STAT4), and the levels of p-STAT4 positive cells were com-
parable between Nfkbiz*/~ and Nfkbiz "~ mice (Fig. 34). Further-
more, nuclear translocation of STAT4 was comparably induced
in Nfkbiz*"~ and Nfkbiz™"~ NK cells in response to stimulation
with IL-12 and IL-18 (Fig. 3B), indicating that IxB{ was dis-
pensable for phosphorylation and nuclear translocation of
STAT4. We then examined recruitment of STAT4 to Ifng CNSs
by chromatin immunoprecipitation (ChIP) coupled with Q-PCR
(ChIP-Q-PCR) analysis. We found that STAT4 was widely
recruited to CNSs (-33 kb, —22 kb, —6 kb, intron 1a, +10 kb,
+20 kb, and +30 kb from the TSS) of Ifing in response to I1L-12
and IL-18 stimulation in wild-type NK cells (Fig. 44). In con-
trast, STAT4 recruitment to the Ifng conserved elements was
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Fig.3. Nuclear translocation of STAT4 in NK cells in the absence of IkBL. (4)
Splenic NK cells were stimulated with IL-12 for 30 min. Phosophorylation of
STAT4 was then determined by intracellular staining of cells with anti-
phospho-STAT4 Ab followed by flow cytometry. (B) NK cells were stimulated
with IL-12 and IL-18 for 1 h. Cytoplasmic (CP) and nuclear (NE) proteins were
prepared and immunoblotted using anti STAT4 Ab and anti-JNK as a control.
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severely impaired in Nfkbiz”~ NK cells through the CNS (Fig.
44). These results suggested that IxkB{ promotes STAT4 acces-
sibility to the CNS of Ifng gene in stimulated NK cells.

B Is Required for Change in Histone 3 Lysine 9 Acetylation in
Response to IL-12 and IL-18 in NK Cells. It has been shown that
histones of the Ifng loci were hyperacetylated even in the absence
of stimulation in NK cells, compared with T cells (10). We
performed ChIP analysis with anti-acetyl histone 3 lysine 9
(H3K9) antibody to assess H3K9 acetylation in Ifng CNS. The
analysis revealed that intron regions of Ifing were hyperacetylated
even without stimulation in wild-type and Nfkbiz™"~ NK cells
(Fig. 4B). Whereas H3K9 acetylation levels at the —6-kb region
of Ifng were up-regulated in response to IL-12 and IL-18 in wild-
type NK cells, Nfkbiz™'~ NK cells failed to induce H3K9 acety-
lation (Fig. 4B). These results suggest that IxB, is required for
change in H3K9 acetylation on Ifng loci in response to IL-12 and
IL-18 stimulation.

kB¢ Is Recruited to the /fng Proximal Promoter Region. To examine
the recruitment of IxB to the Ifng promoter, we examined ChIP
analysis using anti-IxkB¢ antibody. In contrast to STAT4 recruit-
ment or H3K9 acetylation, IkB{ was not recruited to the —6-kb
region of Ifng locus in NK cells in response to IL-12 and IL-18
(Fig. 54). In contrast, IxB{ was recruited to the proximal pro-
moter region (—0.2 kb from the TSS) of Ifng (Fig. 54). IxB(
failed to associate with other CNSs such as —22 kb and intron 1a
(data not shown). On the other hand, STAT4 was not recruited
to the proximal Ifng promoter (data not shown). To investigate
whether IxB{ directly regulates Ifng through binding to the
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Fig. 4. Requirement of IkB( in the recruitment of STAT4 and acetylation of
H3K9 in NK cells in response to IL-12 and IL-18. Chromatin was isolated from
wild-type and Nfkbiz™~ NK cells stimulated with IL-12 and IL-18 for 4 h;
recruitment of STAT4 (A) and acetylation of H3K9 (B) to indicated /fng gene
regions was determined by ChIP-QPCR analysis. The data are representative
of two independent experiments.
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proximal promoter region, we expressed a reporter construct
with the human Ifng promoter region (-3.6 kb to +70 k) linked
to the luciferase gene, together with IxB( in EL4 cells. As shown
in Fig. 5B, overexpression of IkB{ enhanced luciferase reporter
activity in a dose-dependent manner. Furthermore, stimulation
with IL-12, but not IL-18, synergistically activated the Ifng pro-
moter with overexpression of IkB{ (Fig. 5C), suggesting that
IxB¢ expression facilitates IL-12-mediated Ifng promoter acti-
vation. These observations suggest that the recruitment of IxB{
to the proximal promoter region is responsible for the tran-
scriptional activation of Ifng.

Essential Role of IxB¢ in Host Defense Against MCMV Infection. It is
known that NK cells play an important role in host defense
against MCMV infection (1, 5, 28). MCMV-induced activation
of innate immune cells such as dendritic cells (DCs) induces the
production of type I IFNs as well as IL-12, leading to activation
of NK cells to produce IFN-y. To examine the role of IkB{ in
activating NK cells in vivo in response to virus infection, we in-
traperitoneally inoculated MCMYV into wild-type and Nfkbiz™'~
mice. MCM V-induced production of IL-12p40, but not IFN-w, in
the sera was partially impaired in Nfkbiz”"~ mice compared with

wild-type mice (Fig. 64), suggesting that IkB{ plays a role in ex-

pressing 1L-12p40 in innate immune cells in response to MCMV.
In contrast, the production of IFN-y in the sera was completely
abrogated in Nfkbiz™"~ mice (Fig. 64). Furthermore, flow cyto-
metric analysis revealed that the expression of IFN-y in splenic
NK cells was severely impaired in MCMV-infected Nfkbiz ™/~
mice (Fig. 6B), although NK-cell cytotoxicity was not altered in
Nfkbiz™~ NK cells (data not shown). Although all wild-type mice
and 80% of the Nfkbiz*'~ mice survived, Nfkbiz™'~ mice were
highly susceptible and more than 80% of the Nftebiz™'~ mice died
within 6 d after MCMYV infection (Fig. 6C). Taken together, IxkB{
is essential for host defense against MCMYV infection by inducing
IFN-y production from NK cells.

Discussion

In the present study, we examined the role of IxB{ in NK cells
and found that this nuclear protein is essential for inducing a set
of genes including Ifng in response to IL-12 and IL-18. IxkB{ was
rapidly induced in response to IL-18 in NK cells, although the

Miyake et al.

A = 18 700
30 15 600
- T2 =
% 20 E E‘f 400
£ g8 =
3 & z
z 10 b & 200
o a4
0 . 0 L ‘0
v v v v v v
'\-f '\{ “'\f v\{ v\f “\{
o ¢ W W
B Uninfected MCMV-infected
Nfkbiz* Nfkbiz*/ Nfkbiz/-
03 fe 33
Q .\‘:wﬁ B -
o
IFN-y "
C 100
_ 80
3
260 —&— Nfkbiz*/*
% —o- Nfkbiz*!-
% 40 0~ Nfkbiz /-
- §
v
20
0

0 2 4 6 8 10 12 14
Time after MCMV infection (d)

Fig. 6. Essential role of IxBg in host defense against MCMV infection. (A)
Wild-type and Nfkbiz™"~ mice (n = 3-5) were intraperitoneally infected with
1% 10° pfu MCMV, and the concentrations of IFN-a, IFN-y, and IL-12p40 in the
sera 36 h after infection were measured by ELISA. (B) The expression of IFN-y
in splenic NK cells prepared from Nfkbiz*'~ and Nfkbiz™'~ mice 36 h after
MCMV infection was determined by intracellular staining of cells with anti-
IFN-y Ab followed by flow cytometry. (C) Nfkbiz*** (n = 5), Nfkbiz*'~ (n = 5),
and Nfkbiz™~ (n = 6) mice were intraperitoneally infected with MCMV, and
the survival of mice was monitored daily. The data are representative of two
independent infection experiments.

expression level was kept low in Thl cells. IL-18 is a cytokine
that is able to activate NK cells together with IL-12, although
the precise mechanisms of the action of IL-18 has not been
understood well (18). IL-18R triggers intracellular signaling
pathways leading to the activation of NF-xB and MAP kinases
(29). We have previously shown that IxB{ is a TLR/IL-1R-
inducible gene in macrophages (22). Given that IL-18R and
TLR/IL-1R share MyD88 as an adaptor molecule for the sig-
naling, it is not surprising that IL-18 also induces IxB{ ex-
pression. IL-18 is known to augment IFN-y production, when
costimulated with IL-12.

1L-12 induces phosphorylation and nuclear translocation of
STAT4, which is recruited to cis-regulatory regions of several
genes including Ifng (6, 7). It has been shown that sequence
elements conserved among species present up to 100 kb from the
transcription start site of Ifng are involved in controlling the
expression of Ifing (12). These distal elements may loop toward
the Ifng gene for regulating its transcription (6, 7). Whereas the
H3K9 acetylation as well as recruitment of STAT4 to distal
conserved regions of Ifng was abrogated in Nfkbiz”~ NK cells,
IxBC was recruited to a proximal promoter region of Ifng, but not
to distal sequences. These results imply that initial recruitment of
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IxB{ to the proximal region is required for further chromatin

remodelling and efficient STAT4 binding. A report showed that -

IxB{ inhibits STAT3-mediated signaling by direct interaction
(30). However, given that STAT4 and IkB( are recruited to dif-
ferent conserved elements on the Ifng promoter, it seems rea-
sonable to assume that IxkB{ and STAT4 do not control the Ifng
expression by physically interacting with each other.

IxkB{ interacts with NF-xBp50 in macrophages, and the
ankyrin repeats of this protein were required for synergistically
increasing transcriptional activity (22). Furthermore, IkB{ is
reported to be involved in histone modifications on the Lcn2
promoter in LPS-stimulated macrophages (24). A previous re-
port shows that NF-kBp50-deficient mice showed increased, but
not decreased, IFN-y production in response to I1-12 and IL-18
stimulation in NK cells (31). Further, no clear NF-xB binding
sequence was found in the proximal promoter region of Ifng.
Thus, it is unlikely that NF-xBp50-IxBY interaction plays a piv-
otal role in controlling IFN-y production in NK cells. In Th17
cells, IxB( was suggested to directly control IL-17 expression by
recruiting to the /17 promoter regions (25). However, clear IxB{
responsive elements were not found in the proximal region of
Ifng. Thus, it is possible that IxB{ is directly recruited to Ifng
promoter, although further studies are required to address the
mechanism of Ifng transactivation by IxBC.

In contrast to the critical role of IxkB¢ in NK-cell activation in
response to IL-12 and IL-18, Nfkbiz~ Thl cells developed in
the presence of IL-12 and IL-18 did not show a defect in pro-
ducing IFN-y in response to antigen-receptor stimulation (25). In
contrast, IxB{ is involved in the development of Th-17 cells (25).
We found that IL-18 stimulation failed to up-regulate IxB ex-
pression in T cells. Although NK cells produced IFN-y by stim-
ulation with IL-12 and IL-18, Th1 cells require T-cell receptor
(TCR) stimulation in addition to culture with these cytokines. In
addition to the difference in IxB{ expression levels in NK cells
and T cells, differential requirement of antigen-receptor signal-
ing in producing IFN-y may explain the role of IxB{ in NK cells
but not in Thl cells.

Although IxBg was essential for IFN-y production in response
to IL-12 and IL-18 stimulation, Nfkbiz”~ NK cells produced
IFN-y normally in response to culture with IgG1, which is known
to activate NK cells via FcgRIIIa. In contrast to IL-12 and IL-18,
FcgRIII activates the intracellular signaling via recruiting ITAM-
motif containing adaptors activating Syk tyrosine kinase and
ZAP-70 (32). Subsequently, phospholipase C (PLC)-y is acti-
vated to induce Ca®* influx, MAP kinase activation, and NF-xB
activation. The FcgRIIl and TCR largely share the signaling
molecules, and future studies are required for identifying the
mechanisms of how activating FcgRIII and TCR induce pro-
duction of IFN-y independent of IxBt.

NK cells are important for the elimination of MCMV (1, 5).
Type I IFNs and IL-12 produced from DC subsets such as
plasmacytoid DC and CD8a* DC are important for the NK-cell
cytotoxic activity and production of IFN-y, respectively (3, 4).
Whereas MCMV-mediated production of IFN-a in the sera was
normal, IL-12p40 levels were decreased in Nfkbiz™~ mice. Be-
cause IxB{ is required for the production of IL-6 and IL-12p40 in
response to TLR ligands in macrophages (22), impaired pro-
duction of IL-12p40 in Nfkbiz™'~ mice is likely due to the defect
in TLR-mediated MCMYV recognition. Although type I IFNs are
known to activate NK cells in response to virus infection, it has
been shown that IFN-y production to MCMYV infection was not
decreased even in the absence of type I IFN production or IFNR
signaling. On the other hand, we did not find a defect in MCMV-
induced NK-cell cytotoxicity in Nfkbiz~"~ mice. Because NK-cell
cytotoxicity to MCMYV infection was reported to be IL-12—in-
dependent, normal activation of NK-cell cytotoxicity to MCMV
infection in Nfkbiz "~ mice suggests that IxB{ is not involved in
the type I IFN signaling.
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In summary, our data demonstrate that IxkB{ is essential for
NK-cell activation in response to IL-12 and IL-18 stimulation by
inducing various genes including IFN-y. Furthermore, induction
of IxkB{ is one of the important host defense mechanisms against
virus infection via NK cells. Given that IxB{ looks to control
different set of genes in a cell-type specific manner, further
studies will clarify the mechanisms of IkB{ in controlling
gene expression. ’

Materials and Methods

Mice, Cells, and Reagents. Nfkbiz™~ (22) and littermate control mice were
used at 6-16 wk of age. Mouse experiments were conducted in accordance
with institutional guidelines of animal care and use committees. Splenic NK
cells were enriched via MACS separation with DX5 MicroBeads (Miltenyi
Biotec). YAC-1 cells were as described previously (33). EL4 cells were
obtained from ATCC (TIB-39). IL-12 and IL-2 were purchased from R&D Sys-
tems. Biotinylated rabbit anti-mouse IgG1 was purchased from Zymed. ELISA
kits for IFN-y and IL-12p40 were purchased from R&D Systems. IL-18 and
ELISA kit for IFNa were purchased from PBL.

Q-PCR. Total RNA was isolated using TRIzol (Invitrogen) and reverse tran-
scription was performed with ReverTra Ace (Toyobo) according to the
manufacturer’s instructions. For Q-PCR, cDNA fragments were amplified by
real-time PCR Master Mix (Toyobo), Fluorescence from the tagman probe for
each cytokine was detected by a 7500 real-time PCR system (Applied Bio-
systems). To determine the relative induction of cytokine mRNA in response
to various stimuli, the mRNA expression level of each gene was normalized
to the expression level of 185 rRNA.

Cytotoxicity Assay. Splenic NK cells were cultured with IL-2 (2,000 U/mL) for
7 d. IL-2~induced NK cells were stimulated with IL-12 (0.1 ng/mL) and IL-18
(1 ng/mL) for 4 h. The 5'Cr-labeled YAC-1 cells (1 x 10 cells/well) were cul-
tured with indicated numbers of NK cells. After 4-h incubation, the super-
natant was harvested and the *'Cr radioactivity of supernatants were
measured as described previously (33).

Intracellular Staining of STAT4. Antibodies for flow cytometry were purchased
from BD or eBioscience. Splenocytes were stimulated with IL-12 (2 ng/mL) for
30 min and were fixed immediately with PhosFlow Lyse/Fix buffer (D) for 10
min. Cells were washed once with PBS and stained with DX5-PE and CD3e-
APC. Cells were then permeabilized by BD PhosFlow Perm Buffer Il and
incubated for 25 min on ice. Cells were washed with BD Pharmingen Stain
Buffer and stained with Phospho-STAT4-FITC at room temperature for 30 min
in the dark. Cells were washed and acquired on a FACS Calibur flow cytometer
(BD) and analyzed using FlowJo (Tree Star).

Immunoblot Analysis. NK cells were lysed in a buffer containing 0.1% Nonidet-
P40, 10 mM KCl, 10 mM Hepes-KOH (pH 7.8), 0.1 mM EDTA and a protease
inhibitor mixture (Roche). Cell lysates were centrifuged at 5,000 rpm for 5
min, and the supernatant was harvested as cytoplasmic proteins. Pellets were
lysed in a buffer containing 5 mM MgCl,, 420 mM KCl, 50 mM Hepes-KOH
(pH 7.8), 0.1 mM EDTA and 20% glycerol for 30 min on ice. The lysates were
centrifuged at 18,500 x g for 15 min, and the supernatant was harvested as
nuclear proteins. Cell lysates were dissolved by SDS/PAGE and transferred
onto a polyvinylidene difluoride membrane. The membrane was blotted
with the specific antibodies to indicated proteins.

Chromatin Immunoprecipitation (ChiP). ChiP was performed by using a chip
assay kit (Millipore). NK cells were stimulated with IL-12 (20 ng/mL) and IL-18
(100 ng/mL) for 4 h and were fixed with 1% formaldehyde for 10 min or 10 mM
DMA for 20 min. Cellswere thenwashed and resuspended in SDS buffer. Lysates

+ were sonicated to obtain DNA fragments with a peak in size between 200 and

1,000 bp. Lysates precleared with protein A agarose/salmon sperm DNA were
incubatedwith antibodiesagainst STAT4(Santa Cruz) or H3K9 (Abcam)and IxBf
(kindly provided by Drs. Kayama and Takeda, Osaka University, Suita, Japan),
and immunoprecipitated at 4 °C overnight. The immune complexes were
absorbed with beads. Beads were washed with low salt buffer, high salt
buffer, LiCl wash buffer, and in TE buffer. Inmune complexes were extracted
with elution buffer (1% SDS 100 mM NaHCOs;, 10 mM DTT) and cross links were
reversed by incubation overnight at 65 °C. After proteinase K treatment for
1 h, DNA was then purified via ethanol precipitation. The purified DNA was
used in qPCR to assess the presence of target sequences. Quantitative RT-PCR
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was performed with Thunderbird gPCR Mix (Toyobo) in an Applied Biosystem
7300. Primers used for amplifying /fng loci were shown previously (10, 34).

Reporter Assay. EL4 cells were transfected with either an empty vector or the
IkBt vector, human Ifng reporter plasmid containing the firefly luciferase
gene (1 pg) (Addgene plasmid 17598) (35) and 50 ng of pRL-TK (Promega) by
using DMRIE-C reagent (Invitrogen). EL4 cells were incubated in the presence
of IL-12 (2 ng/mL) and IL-18 (10 ng/mL) for 18 h after transfection. Luciferase
activities were measured with a Dual-Luciferase reporter assay system
(Promega).

Microarray. Splenic NK cells were stimulated with IL-12 (1 ng/mL) and IL-18
(10 ng/mL) for 24 h. Then, total RNA was extracted with TRIzol (Invitrogen
Life Technologies) and further purified using an RNeasy kit (Qiagen). Biotin-
labeled ¢cDNA was synthesized from 100 ng of total RNA using the Ovation
Biotin RNA amplification and labeling system (Nugen) according to the
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manufacturer’s protocol. Hybridization, staining, washing, and scanning of
Affymetrix mouse Genome 430 2.0 microarray chips were conducted accord-
ing to the manufacturer’s instructions. Data analysis was performed using R.
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The Jmjd3-/rf4 axis regulates M2 macrophage
polarization and host responses against

helminth infection

Takashi Satoh28, Osamu Takeuchil:28, Alexis Vandenbon?, Koubun Yasuda?, Yoshiaki Tanaka5,
Yutaro Kumagail2, Tohru Miyake!2, Kazufumi Matsushital-2, Toshihiko Okazaki!, Tatsuya Saitoh!2,
Kiri Honma®, Toshifumi Matsuyama®, Katsuyuki Yuif, Tohru Tsujimura’, Daron M Standley?,

Kenji Nakanishi?®, Kenta Nakai® & Shizuo Akiral

Polarization of macrophages to M1 or M2 cells is important for mounting responses against bacterial and helminth infections,
respectively. Jumonji domain containing-3 (Jmjd3), a histone 3 Lys27 (H3K27) demethylase, has been implicated in the
activation of macrophages. Here we show that Jmjd3 is essential for M2 macrophage polarization in response to helminth
infection and chitin, though Jmjd3 is dispensable for M1 responses. Furthermore, Jmjd3 (also known as Kdm6b) is essential for
proper bone marrow macrophage differentiation, and this function depends on demethylase activity of Jmjd3. Jmjd3 deficiency
affected trimethylation of H3K27 in only a limited number of genes. Among them, we identified /rf4 as encoding a key
transcription factor that controls M2 macrophage polarization. Collectively, these results show that Jmjd3-mediated H3K27
demethylation is crucial for regulating M2 macrophage development leading to anti-helminth host responses.

Innate immune cells such as macrophages sense the presence of
microbial infection through pattern-recognition receptors and mount
anti-microbial responses!~3. The Toll-like receptor (TLR) family is
one of the best-characterized PRR families recognizing various patho-
gens such as bacteria, viruses, protozoa and fungi. TLRs are crucial
in evoking innate immune responses to infection by various patho-
gens, leading to production of inflammatory mediators, including
proinflammatory cytokines, chemokines and interferons.
Macrophages are functionally polarized into M1 and M2 cells in
response to infection with microorganisms and host mediators>.
M1 macrophages produce large amounts of nitric oxide by express-
ing inducible nitric oxide synthase (iNOS) and tumor necrosis factor
(TNF), and are essential for clearing bacterial, viral and fungal infec-
tions®. Other macrophages, called alternatively activated macrophages
or M2 macrophages, have an important role in responses to parasite
infection, tissue remodeling, angiogenesis and tumor progression. M2
macrophages are characterized by their high expression of arginase-1
(Argl), chitinase-like Ym1 (Chi313), found in inflammatory zone-1
(Fizz1, also called Retnla) mannose receptor (Mrcl encoding MR,
also known as CD206), and chemokines such as CCL17 and CCL24
(refs. 7-11). The PRR system responsible for the recognition of
helminth infection and M2 polarization has yet to be identified.

Cytokines and growth factors have been implicated in the
reprogramming of M1 and M2 macrophages. Whereas interferon-y
(IFN-v), produced by activated T cells and TLR ligands, induces M1
macrophage generation, stimulation of macrophages with interleukin-4
(IL-4) or IL-13 induces M2-type macrophages*>. In addition, inmune
complexes, IL-10 and glucocorticoid or secosteroid hormones are also
known to generate M2 macrophages. Among growth factors, treatment
of bone marrow cells with granulocyte-macrophage colony-stimulating
factor (GM-CSF) and macrophage colony-stimulating factor (M-CSF)
leads to generation of M1 and M2 cells, respectively!2-15,

TLRs trigger intracellular signaling pathways, inducing activa-
tion of a set of transcription factors, such as NF-xB, AP-1, C/EBP,
PU.1 and interferon-regulatory factors (IRFs)!:16. These transcrip-
tion factors cooperatively upregulate the expression of multiple genes
such as proinflammatory cytokines, leading to M1 macrophage polar-
ization. Proteins induced by TLR signaling are known to modulate
inflammatory responses. IkB(, an IkB family member, positively
regulates certain genes such as II6 by interacting with NF-kBp50 or
inducing histone modification'”!, whereas ATF3 negatively regulates
expression!®. In contrast, transcription factors such as STAT6 and
peroxisome proliferator-activated receptor-y (PPARY) are involved
in polarization of M2 macrophages>20.
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