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ABSTRACT The promoter region of the mouse gene for
macrophage-inducible nitric oxide synthase (mac-NOS; EC
1.14.13.39) has been characterized. A putative TATA box is 30
base pairs upstream of the transcription start site. Computer
analysis reveals numerous potential binding sites for transcrip-
tion factors, many of them associated with stimuli that induce
mac-NOS expression. To localize functionally important por-
tions of the regulatory region, we constructed deletion mutants
of the mac-NOS 5’ flanking region and placed them upstream
of a luciferase reporter gene. The macrophage cell line RAW
264.7, when transfected with a minimal promoter construct,
expresses little luciferase activity when stimulated by lipopoly-
saccharide (LPS), interferon y (IFN-y), or both. Maximal
expression depends on two discrete regulatory regions up-
stream of the putative TATA box. Region I (position —48 to
—209) increases luciferase activity ~75-fold over the minimal
promoter construct. Region I contains LPS-related responsive
elements, including a binding site for nuclear factor interleukin
6 (NF-IL6) and the B binding site for NF-xB, suggesting that
this region regulates LPS-induced expression of the mac-NOS
gene. Region II (position —913 to —1029) alone does not
increase luciferase expression, but together with region I it
causes an additional 10-fold increase in expression. Together
the two regions increase expression 750-fold over activity
obtained from a minimal promoter construct. Region II con-
tains motifs for binding IFN-related transcription factors and
thus probably is responsible for IFN-mediated regulation of
LPS-induced mac-NOS. Delineation of these two cooperative
regions explains at the level of transcription how IFN-y and
LPS act in concert to induce maximally the mac-NOS gene and,
furthermore, how IFN-y augments the inflammatory response
to LPS.

Abundant evidence indicates that nitric oxide (NO) mediates
the ability of macrophages to kill or inhibit the growth of
tumor cells, bacteria, fungi, and parasites (1-3). The synthe-
sis of macrophage NO synthase (mac-NOS; EC 1.14.13.39),
which generates NO from arginine, is induced by stimuli such
as lipopolysaccharide (LPS) or tumor necrosis factor «
(TNF-a), and the level of stimulation can be augmented up to
100-fold by combining these stimuli with interferon y (IFN-v)
(4, 5). While mac-NOS is turned on rapidly to enable the
organism to respond to a wide range of pathogens, the
expression of mac-NOS must be tightly controlled because
NO is potentially capable of injuring host tissue indiscrimi-
nately. It is not surprising, therefore, that NO production is
repressed by such agents as glucocorticoids, transforming
growth factor B, interleukin (IL) 4, IL-10, and prostaglandin
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E; (6-13). Accordingly, one would expect the 5’ flanking
region of the mac-NOS gene to contain multiple positive and
negative regulatory elements capable of responding to nu-
merous transcription factors.

Recently, we and others cloned the cDNA for mac-NOS
(14-16). In the present study we have cloned and sequenced
the promoter and adjacent regulatory region upstream of this
gene.** Within that region we have identified potential re-
sponse elements for regulatory -transcription factors and
localized them to two discrete regions involved in regulating
the expression of the mouse mac-NOS gene in response to
stimulation by LPS and IFN-vy.

MATERIALS AND METHODS

Cells, Culture Medium, and Reagents. The macrophage cell
line RAW 264.7 (American Type Culture Collection) was
cultured in spinner flasks containing 25 mM Hepes-buffered
RPM1 1640 medium (GIBCO/BRL).containing 10% (vol/vol)
fetal bovine serum (JRH Biosciences, Lenexa, KS), 2 mM
glutamine (ICN/Flow), 100 ug of streptomycin (Sigma) per
ml, and 100 units of penicillin per ml (Pfizer) for injection. The
lipid A-rich fraction II of LPS phenol-extracted from Esch-
erichia coli 0111:B4 was obtained from David Morrison
(University of Kansas Medical Center, Kansas City) (17).
IFN-v(1.27 X 106 antiviral units/mg of protein) was obtained
from Schering-Plough through the American Cancer Society
(Atlanta). All reagents and media were negative for detect-
able endotoxin, as measured by the Limulus amoebocyte
assay (Associates of Cape Cod) at a sensitivity level of 50
pg/ml.

Screening of Cosmid Library. All molecular biological
procedures were as described (18, 19) unless otherwise
noted. A genomic cosmid library derived from the spleen of
a male mouse was purchased from Stratagene. It was
screened by using a 32P-labeled 35-base oligonucleotide (Gen-
eral Synthesis and Diagnostics, Toronto) complementary to
the 5’ segment of the mac-NOS cDNA extending from
position 33 to 67 (numbered from the transcriptional start site
reported in this paper). Duplicate filters were hybridized in
6x SSPE containing 1% SDS at 60°C (1x SSPE = 0.18 M
NaCl/10 mM phosphate, pH 7.4/1 mM EDTA). Filters were
then washed at 60°C in 1xX SSC containing 1% SDS (1x SSC
= 0.15 M NaCl/0.015 M sodium citrate, pH 7). Positive

Abbreviations: mac-NOS, macrophage nitric oxide synthase; LPS,
lipopolysaccharide; IFN-y, interferon y; TNF-a, tumor necrosis
factor a; TNF-RE, tumor necrosis factor response element; hGH,
human growth hormone; NF, nuclear factor; IL, interleukin; ISRE,
IFN-stimulable response element; PIE, Pu.1/IFN-y element.
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**The sequence reported in this paper has been deposited in the
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Biochemistry: Lowenstein et al.

colonies were rescreened in the same fashion to obtain
isolated colonies. Cosmid DNA was next isolated and sub-
jected to Southern analysis by using the radiolabeled oligo-
nucleotide described above. A Hincll restriction fragment
that reacted positively with the probe was then subcloned
into pBluescript KS (Stratagene).

Sequencing and Analysis for Transcriptional Factor Motifs.
The subcloned fragment of genomic DN A was sequenced on
both strands by using the Sanger dideoxynucleotide protocol.
The nucleotide sequence was analyzed for transcription
factor motifs (20) using the transcription factor data base and
the FINDPATTERNS program (copyright 1991) from the Ge-
netics Computer Group (Madison, WI) on a Silicon Graphics
supercomputer, model IRIS 4D/340VGX (20).

Mapping of the mac-NOS Transcriptional Start Site by
Primer Extension. Poly(A)* mRNA was isolated (Fast Track
mRNA; Invitrogen) from RAW 264.7 cells that had been
stimulated for 12 hr with LPS (1 ng/ml) and IFN-y (100
units/ml). A 25-base oligonucleotide complementary to the 5’
end of the mac-NOS cDNA (positions 88-123) radiolabeled
(32P) at its 5’ terminus was mixed with poly(A)* mRNA; after
hybridization for 90 min at 65°C, the primer was extended
with Moloney murine leukemia virus reverse transcriptase
(Promega). The radiolabeled products of this reaction were
separated on a 6% polyacrylamide/7 M urea sequencing gel
alongside a dideoxy-sequencing ladder generated with the
same oligonucleotide and autoradiographed.

Transfection and Transient Expression of Luciferase Re-
porter Gene Constructs. The 1.75-kilobase (kb) Hincll re-
striction fragment upstream from the mac-NOS gene was
cloned into the GeneLight luciferase vector system
(Promega). Deletion constructs were created in one of two
ways. One was by cloning relevant fragments into the same
GeneLight vector after DNA had been subjected to digestion
by specific restriction enzymes. Alternatively, the construct
containing the 1.75-kb Hincll fragment was digested with
combinations of uniquely cleaving restriction enzymes to
remove specific segments, after which the linearized plasmid
was religated. All constructs were then sequenced to char-
acterize them definitively. Plasmid DNA was purified twice
by equilibrium centrifugation in CsCl/ethidium bromide gra-
dients, once in a fixed angle rotor and once in a vertical rotor.

Constructs (2.7 pmol of each) were introduced into RAW
264.7 cells by electroporation (21) or by liposomal-mediated
transfection (Lipofectin, Bethesda Research Laboratories).
Because results with each approach were virtually identical,
only those obtained by electroporation are reported here. To
control for differences in the amounts of transfected DNA,
RAW 264.7 cells were cotransfected with 0.3 pmol of
pXGHS, which contains the cDNA for human growth hor-
mone (hGH). Cells from 12 separate electroporations were
pooled and distributed equally between 12 60-mm tissue
culture plates, and the medium was changed 2 hr later. After
72 hr the cultures were stimulated for 8 hr with medium alone
or with 100 antiviral units of IFN-y per ml, 10 ng of LPS per
ml, or both. Supernates were then radioimmunoassayed for
hGH (Allegro hGH Assay System, Nichols Institute, San
Juan Capistrano, CA). Concomitantly, cell monolayers were
washed with phosphate-buffered saline and lysed with buffer
containing 1% Triton X-100. Aliquots were assayed for
luciferase activity in a luminometer (Enhanced Luciferase
Assay, Monolight 2010 luminometer, Analytical Lumines-
cence Laboratory, San Diego). Relative light units were
normalized by dividing them by relevant cpm from the hGH
RIA and were reported as relative luciferase activity.

RESULTS

Sequence of the 5’ Flanking Region and Mapping of the
mac-NOS Transcriptional Start Site. Southern analysis of the
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isolated mac-NOS cosmid clone using a 35-base oligonucle-
otide complementary to the 5’ nontranslated region of the
mac-NOS cDNA identified a 1.7-kb Hincll fragment that was
subcloned and sequenced (Fig. 1). A 1.2-kb intron is located
between positions 170 and 171 (sequence not shown).

We identified the precise location of the transcriptional
start site by primer extension analysis. The major product
maps to an adenosine residue 30 base pairs downstream from
a TATA box motif (Figs. 1 and 2).

Computer analysis of the sequenced region revealed nu-
merous transcription factor motifs (Fig. 1). The locations of
a select few of these thought to be potentially relevant to the
regulation of this gene by LPS and IFN-y are shown. These
include motifs that may bind nuclear factors (NF) NF-«B (22)
and NF-IL6 (23); sites that may bind factors induced by the
IFNs, such as the IFN-stimulable response element (ISRE)
and the Pu.1/IFN-y element (PIE) (24, 25); and those that
may bind factors associated with stimulation by TNF-a
[TNF-responsive elements (TNF-REs); ref. 26].

Functional Analysis of Luciferase Reporter Constructs
Transiently Transfected into RAW 264.7 Cells. A series of
deletion constructs were made containing fragments of the
mac-NOS regulatory region inserted in front of the luciferase
reporter gene (Fig. 3). These were transiently transfected into
macrophage RAW 264.7 cells by electroporation. When
stimulated with LPS plus IFN-y, RAW 264.7 cells that were
transfected with the entire mac-NOS 5’ flanking region
expressed luciferase activity. Luciferase activity increased
slightly when the region from position —1589 to position
—1029 (from Hincll site to Esp I site) was deleted. When the
region from —1029 to —724 was deleted (Esp I site to Sma 1
site), luciferase activity decreased by a factor of =10 in
transfected macrophages stimulated with LPS and IFN-y.
Other deletion constructs made with exonuclease III (data
not shown) further narrowed this region to positions —1029
to —913 (referred to as region II). As deletions were then
made towards the TATA box, luciferase activity remained
constant until the region from —209 to —48 was deleted
(referred to as region I, from BstXI to the Pst I site), a region
adjacent to the TATA box at position —30. Deletion of region
I produced a reduction in luciferase activity by a factor of
=75. Further confirming the importance of region I, a con-
struct with the entire 5’ flanking region except for region I
(i.e., the BstXI-Pst I deletion) showed that region II cannot
act independently.

When stimulated with LPS alone, transfected cells ex-
pressed less luciferase activity than when stimulated with
both LPS and IFN-y (Fig. 3). However, the qualitative
decrease when regions I and II were deleted remained the
same. When stimulated with IFN-y alone, however, trans-
fected cells did not express more luciferase activity than did
unstimulated cells. In contrast, stimulation with LPS and
IFN-vycaused a significant increase in luciferase activity in all
constructs tested except for the one containing the minimal
promoter (Pst I site to Hincll site).

DISCUSSION

Mac-NOS is a tightly regulated gene. We have previously
demonstrated that control over mac-NOS induction in the
mouse macrophage cell line RAW 264.7 is regulated at the
level of transcription (5). Nascent transcripts are undetect-
able in nonstimulated cells, but maximal rates of transcription
are reached within 1 to 2 hr after addition of LPS and IFN-vy.

The major finding of this study is that two areas upstream
of the mac-NOS gene are required for maximal induction of
its transcription. Deletion of either region I or II separately
reduces expression of the reporter gene in stimulated cells.
Region I by itself can activate expression but not to the levels
obtained when both regions are present. Region II by itself
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(-1592%mw&rcmw%cmuccrémtmrcr
1550 GCAAGTGTGCATGCGCATGTGTGCACATGAGTGTGCAGGTATATGTAGGA
1500 GCTAGAAGACAATCTCAGCTCTTGTTTCCCAGGTTACCCAGCATCTCTCA
-1450 cCAccmwccrccmmccmcccmgmﬁﬁgﬁmccm
1400 GGCATATTCCTGTCTTTACCTCCCCAGAACTTATTGCAAGTGTGTGTCAC
1350 CACACCCAGCATTTTATCATTGACCTATTGACTGGTGTGTGTGTGTGTGT
1300 GTGTGTTTGTCTGTGTGTGTGTGTGTGTGTCTGTGTGTGTGTGTGTCTGT
1250 GTGTGTAAATTCCTTATCTCACCAACCCATGCCCAGCTTTTGAACTTAGG
1200 TCCTTGTACATGCAAGGCAAGCACTTTACCAACTGAGCCATCTCCCCAGE
1150 CCAATTACTTGATTTGTAATTCA L AATCAACAATTTATTTGTTC
1100 TCCCAACTATTGAGGCCACACACTTTTTGGGTGACTTAGTCTGTGTACCT
-1050 cAuwcccmacm?cxﬁgmmcccucwccwc

-1000 ATGAGTGGACCCT GGQ%Q’,GCT AGGQ%LCT CTCTCTGTT
-950 E]ICEJICKCT AACACTGT C%EDICATMTGGAMAT

-900 TCCATGCCATGT GT GAATGCTIT ATTGGAAGCATTGTAAGAAATTATAAT

2 po-~wmoXx

-850 TTATTCGTTTTTGTTTGTTTCTCAGAACAGGGTTTTTCTGTGTAGTGTTC
-800 CTGGCTTATCCTAGAACTTACTCTGTAGACCAGGCTAGCCCAAACTCAGG
-750 urucgcc:%&mm,ccrwrg CGGGATTAAAGGCTTATGCCAC
700 CACACCCAGGTAGGACATTATAATCCTATATATAAGAAGTCACCCACACA
650 TACAAACACACACACACCACACACACACACACACACACACACACACACAC
600 AGAGAGAGAGAGAGAGAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAATG
550 CCACTGAGAAAAAAAATAAAAAGGCTTCACTCAGCACAGCCCATCCACTA
-500 rrcrcccwcammuncanccrcdamm
450 LCIQLQCCCACAGCTTGCCTTCCATCCTTCTAGMARCCTCCTGATGA
-400. TCTGTCCTGAGCCTGTIGEATATTGGCACCATCTAACCTCACTGAGAGA
-350 ACAGACAGAMGCCAGA%ESI’CCGTGCCCAGMCMMT&CCTCAGCAG
300 CTGCAAGCCAGGGTATGTGGTTTAGCTAAGAAAAGCCAGCCTCCCTCCCT
-250 AGTGAGTCCCAGTTH%ACTACGTGCTGCCTAGGGG%&CTGCCT
200 TGGACGGOCCALCAGGAGAGATGGCCTTGEATGAGGATACACCACAGAS
~150. LqaTqTAATCAAGCACACAGACTAGGAGTGTCCATCATGAALGAGCTAAC

-100 TTGCACACCCAACT! Gﬁﬁ{ﬁg&lﬁ(ﬂﬁmﬁﬁm AL%MA

-50 CT %T GCAGAGC(T GGAGGG?IAIMATACCT GATGGCTGCTGCCAGGGTC

- DOo~-moX

+1 acaactttacogggogttgaagoctgagactctggccccacgggacacog
+51 tgtcactggtttgooacttctcagccaccttggtgaagggactgagctgt
+101 tagagacacttctgaggctcctcacgettgggtcttgttcactccacgga

+151 gtagccto*tcaactgcoxaacggagaacg(dﬂ)

F1G. 1. Nucleotide sequence of the mac-NOS 5’ flanking region.
The transcriptional start site is denoted as nucleotide position +1,
and a portion of the transcribed sequence is indicated in small letters.
The location of a 1.2-kb intron is shown between positions +170 and
+171 (open triangle). A likely TATA box begins at position —30.
Several potential transcription factor binding sites are underlined and
labeled. The transcription factor binding sites shown either have
perfect sequence identity with those previously reported or contain
only a single mismatch.
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Fi1G. 2. Primer extension mapping of transcriptional start site.
Poly(A)* RNA isolated from RAW 264.7 cells stimulated with LPS
+ IFN-y was hybridized to an oligonucleotide from the 5’ end of
mac-NOS cDNA and extended with Moloney murine leukemia
reverse transcriptase; the products were then electrophoresed along-
side a dideoxy-sequencing ladder generated with the same oligonu-
cleotide. The primer extension lane on the left represents a shorter
exposure by a factor of 2.7 than the lane on the right, which allowed
precise localization of the product in comparison with the sequencing
ladder.

cannot induce reporter gene expression but in conjunction
with region I can augment expression. Both regions I and II
are necessary for LPS-activated expression because deletion
of either region decreases expression of the luciferase re-
porter gene regardless of whether the stimulus is LPS alone
or LPS plus IFN-y. Region II mediates IFN-vy regulation
because, compared with LPS stimulation alone, IFN-y plus
LPS stimulation increases reporter expression only of con-
structs containing region II. Since region II alone has little
independent regulatory effect on induction, it may act pri-
marily as an enhancer. This result is consistent with our
previous report that IFN-y by itself does not induce synthesis
of mac-NOS in RAW 264.7 cells (5).

LPS alone induces 60% of the reporter gene activity
obtained with LPS plus IFN-y. We have previously shown
that LPS alone induces only 15% of the maximal amount of
mac-NOS mRNA that is induced by costimulation with both
LPS and IFN-y (5). Possible explanations for this discrep-
ancy between results generated from induction of mac-NOS
in macrophages and induction of transfected luciferase con-
structs in macrophages include the following two possibili-
ties: () DNA sequences upstream or downstream of the
region tested here may negatively regulate inducibility of the
mac-NOS gene in response to LPS or (ii) transfected con-
struct DNA may not acquire precisely the same chromatin
configuration as does the native mac-NOS gene. The reduc-
tion in luciferase activity produced by extending the regula-
tory construct DNA upstream of the Esp I site supports the
former possibility.

Regions I and II contain potential binding sites for numer-
ous transcription factors. Transcription factors constitutively
expressed in macrophages include AP1, Oct-1 and Oct-2,
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Relative Luciferase Activity
Medium _IFN-y ~ _LPS = IEN-wLPS

7 6 69 117
6 9 92 157
3 2 14 12
3 2 17 21
2 3 20 13

L

L

1

uciferase 3 3 15 15
uciferase 0.1 0.1 0.2 0.2

Luciferase 0.3 0.3 1 1

FiG. 3. Luciferase activity in transfected macrophages stimulated with IFN-vy alone, LPS alone, or LPS + IFN-y. Each regulatory
region-luciferase construct was cotransfected into RAW 264.7 cells along with the hGH-expressing plasmid pXGHS. Transfected cells were
stimulated with medium alone or medium with IFN-v, LPS, or both IFN-yand LPS. After assaying for luciferase activity and hGH, the luciferase
relative light units were normalized by dividing them by cpm from the hGH RIA, and the data were reported as relative luciferase activity.

Stimulation does not affect hGH production (data not shown).

Pu.1l, and NF-1 (21, 27, 28). LPS induces the activity of
NF-IL6 (29), Ets2 (which is related to Pu.l by relative
sequence identity) (30), NF-«B, and the AP1 (31) and ISRE
binding proteins (32). IFN-y-inducible factors include ICSBP
(IFN consensus sequence binding protein; ref. 33), IRF-1/
ISGF2 (interferon regulatory factor-1/interferon-stimulated
gene factor 2; ref. 34), ISGF3 (interferon-stimulated gene
factor 3; ref. 35), GAF (yinterferon-activated factor; ref. 36),
and an NF-Y or YB1-like activity (37). In addition, TNF-a
induces both (i) a transcription factor that is distinct from
AP1 or CREBP (cAMP response element binding protein) but
binds to a DNA element resembling their cognate recognition
sites (26) and (ii) the transcription factor NF-GMa (38).
Potential binding sites for many of these transcription factors
are concentrated in regions I and II. Furthermore, allowing
a greater number of mismatches during computer searches
for transcription factor binding sites places an IFN-vy activa-
tion site [gamma activation site (GAS), which binds GAF] in
precisely the same location as the PIE element in region II.
Perhaps the PIE and GAS sites are variations of a consensus
element that binds GAF. Whether or not these factors play a
role in mac-NOS regulation is not yet known.

Region I appears to be most important for mediating LPS
induction of mac-NOS, and region II is crucial for responses
to IFN-y. Region I contains more LPS-related response
elements, including a particularly striking array of octamer,
NF-IL6, NF-«B, and TNF-REs. It is noteworthy that the
potential NF-«B and NF-IL6 sites are tandemly arranged,
because these two transcription factors are known to form
heterodimers (39), and their cooperative interaction is re-
quired for the induction of at least one cytokine gene, that for
IL-8 (40). In contrast, IFN-responsive elements are concen-
trated in region II, including an ISRE and a PU-box/IFN
element or PIE (25). In view of these findings, it is likely that
region II is most important in mediating IFN-related re-
sponses.

Both regions I and II contain potential binding sites for
NF-«B. NF-«B is a transcription factor that is induced by a
number of inflammatory stimuli including LPS and IFN-y
(41). It is normally present in the cytosol bound to its inhibitor
I-«B; when I-«xB is phosphorylated, NF-«B is released and
translocates to the nucleus, where it activates gene transcrip-

tion (42). Our sequence data suggest that mac-NOS is in-
duced by complexes of transcription factors formed in both
regions I and II, each of which potentially contain NF-«B.
A striking finding is that LPS and IFN-y responsive
elements are respectively concentrated in two distinct regu-
latory regions. Moreover, LPS by itself stimulates mac-NOS
expression, whereas IFN-v is effective only in the presence
of LPS. These findings coincide with and may explain aspects
of inflammation in which muitiple stimuli both limit and
augment responses. In sepsis, LPS released from gram-
negative bacterial cell walls circulates throughout the body.
In contrast, IFN-v is released locally to enhance inflamma-
tory responses in discrete cell populations. Macrophages can
be stimulated to a limited extent by LPS alone. IFN-y
elaborated by infiltrating lymphocytes can prime the macro-
phages for a maximal response to LPS. Thus, maximal
production of NO is restricted to those cells needed to kill the
invader, thereby minimizing damage to adjacent tissues.
Systemic activation is avoided, because both LPS and IFN-vy
must be present in sufficient quantity to elicit a maximal
response (5). The findings reported here show at the level of
transcription how such tight regulation is accomplished.

Note Added in Proof. While this work was in progress, Xie et al. (43)
independently reported the isolation of a mac-NOS regulatory re-
gion.

We thank Ms. Tari Baker and Ms. Ming Chen for their technical
support; Mr. Dennis Friesen for preparing the figures; Ms. Mari
Lynn Estabrook for administrative assistance; and Drs. Glen An-
drews, Robert Lorsbach, Judith Pace, Chia Lee, Ty Lanahan, Paul
Nobel, and Hyun Shin for helpful suggestions in designing and
executing the experiments. This work was supported in part by
Research Grants PO1 CAS54474 and R01 CA31199 from the NIH to
S.W.R.; from the Wilkinson Trust for the Advancement of Cancer
Research; the Kansas Health Foundation Scholar Awardto E.W.A.;
PSA K1102451 from the National Institutes of Health to C.J.L.;
MH18501, DA00266, and Research Scientist Award DA-00074 from
the National Institutes of Health to S.H.S.; and a grant of the W. M.
Keck Foundation to S.H.S.

1. Lowenstein, C. J. & Snyder, S. H. (1992) Cell 70, 705-707.
2. Moncada, S., Palmer, R. M. & Higgs, E. A. (1991) Pharmacol.
Rev. 43, 109-142.



9734

B

—

13.
14.
15.
16.

17.
18.

19.

20.
21.

22.
23.
24.

=S Y ® N oo

Biochemistry: Lowenstein et al.

Nathan, C. (1992) FASEB J. 6, 3051-3064.

Stuehr, D. J. & Marletta, M. A. (1985) Proc. Natl. Acad. Sci.
USA 82, 7738-7742.

Lorsbach, R. B., Murphy, W. J., Lowenstein, C. J., Snyder,
S. H. & Russell, S. W. (1993) J. Biol. Chem. 268, 1908-1913.
Hibbs, J. B., Jr., Taintor, R. R., Vavrin, Z. & Rachlin, E. M.
(1988) Biochem. Biophys. Res. Commun. 157, 87-94.

Liew, F. Y., Li, Y. & Millott, S. (1990) Immunology 71,
556-559.

Schini, V. B., Junquero, D. C., Scott Burden, T. & Vanhoutte,
P. M. (1991) Biochem. Biophys. Res. Commun. 176, 114-121.
Radomski, M. W., Palmer, R. M. & Moncada, S. (1990) Proc.
Natl. Acad. Sci. USA 87, 10043-10047.

Busse, R. & Mulsch, A. (1990) FEBS Lett. 275, 87-90.

Ding, A., Nathan, C. F., Graycar, J., Derynck, R., Stuehr,
D. J. & Srimal, S. (1990) J. Immunol. 145, 940-944.

al Ramadi, B. K., Meissler, J. J., Jr., Huang, D. & Eisenstein,
T. K. (1992) Eur. J. Immunol. 22, 2249-2254.

Marotta, P., Sautebin, L. & Di Rosa, M. (1992) Br. J. Phar-
macol. 107, 640-641.

Lowenstein, C. J., Glatt, C. S., Bredt, D. S. & Snyder, S. H.
(1992) Proc. Natl. Acad. Sci. USA 89, 6711-6715.

Lyons, C. R., Orloff, G. J. & Cunningham, J. M. (1992)J. Biol.
Chem. 267, 6370-6374.

Xie, Q. W., Cho, H.]J., Calaycay, J., Mumford, R. A.,
Swiderek, K. M., Lee, T. D., Ding, A., Troso, T. & Nathan,
C. (1992) Science 256, 225-228.

Morrison, D. C. & Leive, L. (1975) J. Biol. Chem. 250,
2911-2919.

Sambrook, J., Fritsch, E. F. & Maniatis, T. (1989) Molecular
Cloning: A Laboratory Manual (Cold Spring Harbor Lab.
Press, Plainview, NY).

Ausubel, F. M., Brent, R., Kingston, R. E., Moore, D. D.,
Seidman, J. G., Smith, J. A. & Struhl, K. (1991) Current
Protocols in Molecular Biology (Wiley, New York).
Ghosh, D. (1990) Nucleic Acids Res. 18, 1749-1756.
Cassady, A. 1., Stacey, K. J., Nimmo, K. A., Murphy, K. M.,
von der Ahe, D., Pearson, D., Botteri, F. M., Nagamine, Y. &
Hume, D. A. (1991) Nucleic Acids Res. 19, 6839-6847.
Baeuerle, P. A. (1991) Biochim. Biophys. Acta 1072, 63-80.
Akira, S. & Kishimoto, T. (1992) Immunol. Rev. 127, 25-50.
Reid, L. E., Brasnett, A. H., Gilbert, C. S., Porter, A. C.,

25.

26.
27.
28.
29.
30.
31
32.
33.
34.
3s.
36.
37.

38.

39.

41.
42.
43.

Proc. Natl. Acad. Sci. USA 90 (1993)

Gewert, D. R., Stark, G. R. & Kerr, 1. M. (1989) Proc. Natl.
Acad. Sci. USA 86, 840-844.

Benech, P. D., Sastry, K., Iyer, R. R., Eichbaum, Q. G.,
Raveh, D. P. & Ezekowitz, R. A. (1992) J. Exp. Med. 176,
1115-1123.

Leitman, D. C., Ribeiro, R. C., Mackow, E. R., Baxter, J. D.
& West, B. L. (1991) J. Biol. Chem. 266, 9343-9346.
Klemsz, M. J., McKercher, S. R., Celada, A., Van Beveren,
C. & Maki, R. A. (1990) Cell 61, 113-124.

Goyal, N., Knox, J. & Gronostajski, R. M. (1990) Mol. Cell.
Biol. 10, 1041-1048.

Nishizawa, M. & Nagata, S. (1990) Mol. Cell. Biol. 10, 2002-
2011.

Boulukos, K. E., Pognonec, P., Sariban, E., Bailly, M., La-
grou, C. & Ghysdael, J. (1990) Genes Dev. 4, 401-409.
Vincenti, M. P., Burrell, T. A. & Taffet, S. M. (1992) J. Cell.
Physiol. 150, 204-213.

Tebo, J. M. & Hamilton, T. A. (1992) J. Immunol. 149, 2352—
2357.

Driggers, P. H., Ennist, D. L., Gleason, S. L., Mak, W. H.,
Marks, M. S., Levi, B. Z., Flanagan, J. R., Apella, E. &
Ozato, K. (1990) Proc. Natl. Acad. Sci. USA 87, 3743-3747.
Farber, J. M. (1992) Mol. Cell. Biol. 12, 1535-1545.

Improta, T., Pine, R. & Pfeffer, L. M. (1992) J. Interferon Res.
12, 87-94.

Eilers, A., Seegert, D., Schindler, C., Baccarini, M. & Decker,
T. (1993) Mol. Cell. Biol. 13, 3245-3254.

Finn, P. W., Kara, C. J., Douhan, J., Van, T. T., Folsom, V.
& Glimcher, L. H. (1990) Proc. Natl. Acad. Sci. USA 87,
914-918.

Shannon, M. F., Pell, L. M., Lenardo, M. J., Kuczek, E. S.,
Occhiodoro, F. S., Dunn, S. M. & Vadas, M. A. (1990) Mol.
Cell. Biol. 10, 2950-2959.

LeClair, K. P., Blanar, M. A. & Sharp, P. A. (1992) Proc.
Natl. Acad. Sci. USA 89, 8145-8149.

Mukida, N., Mahe, Y. & Masushima, K. (1990) J. Biol. Chem.
265, 21128-21133.

Baeuerle, P. A. & Baltimore, D. (1988) Cell 53, 211-217.
Baeuerle, P. A. & Baltimore, D. (1988) Science 242, 540-546.
Xie, Q., Whisnant, R. & Nathan, C. (1993) J. Exp. Med. 177,
1779-1784.



