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Abstract. Carcinogenic polycylic aromatic hydrocarbons
can alter immune responses. Changes in immune response
gene expression profiles in multiple human mammary cell
strains exposed to benzo(a)pyrene (BP) (4 uM) in vitro, in
the presence or absence of chlorophyllin (5 uM), were
observed using Affymetrix gene arrays. Expressions of five
immune response genes were altered ~3.0-fold by BP
exposure and 24 genes by BP in the presence chlorophyllin.
In silico pathway analysis revealed altered immune response
genes form interactive gene networks with many cellular
processes, suggesting their role in a complex multigenic
response to toxins. Additionally, it was suggestive of the
possible immunomodulatory potential of chlorophyllin apart
from various other well-documented mechanisms of action.
Gene expression matrices revealed consistent alteration
patterns involving ILIB, SECTM1 and CXCLI14 on exposure
to BP, and ILIRN, CD86, IF144 and GIP2 in the presence
of chlorophyllin and BP, suggesting some of these genes
might constitute putative immune response biomarkers of
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PAH exposure. This study has therefore identified a battery
of potential immune response biomarkers of PAH exposure,
amidst several genes, for future validation studies.

Polycyclic aromatic hydrocarbons (PAHs) are formed mainly
from the incomplete combustion of organic materials (1).
They are a class of ubiquitous environmental pollutants, many
of which are carcinogenic (2). To exert their carcinogenic
effects they require metabolic activation to reactive
electrophiles that can damage DNA (3). Because cytochrome
P450 enzymes are involved, the redox cycling activity that
accompanies metabolic activation of PAHs generates oxygen
free radicals that can result in additional DNA damage (4, 5).
In addition to carcinogenicity, PAHs have been implicated
in toxicity to many processes in mammalian systems,
including cell-mediated and humoral immunity (6). The
PAHs, including benzo(a)pyrene (BP), can have broad
ranging effects in mammalian systems, for example, they
have been shown to act synergistically on systemic immune
responses (7, 8), be potent immunosupressants and
immunotoxicants (9), and induce pro-inflammatory cytokines
(10). They have also been shown to modulate expression of
immune response genes in human biological systems (11).
Development of effective cancer intervention agents is an
important goal in human cancer prevention where exposures
to ubiquitous carcinogens, such as BP, are difficult to control.
Chlorophyllin, a water soluble metalloporphyrin that is
known to have anti-mutagenic and anti-carcinogenic
properties, can mitigate the DNA-damaging effects of BP in
part by preventing or reducing PAH-mediated P450
induction (12). Due to its potential to activate a variety of
gene pathways, through common or related receptor
molecules, chlorophyllin was evaluated for its ability to
modulate BP-dependent immune response gene expression.
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To do this, a primary normal human mammary epithelial cell
(NHMEC) model system, comprised of a panel of cell
strains derived from different donors, was used (13-15).

A major objective of this study was to identify immune
response biomarkers of carcinogen exposure and their
modulation in the presence of chlorophyllin. Microarray
observations from the same dataset that focused on
carcinogen metabolism and oncogenes have been previously
published (16); here the focus is on genes involved in
immune responses and their interactions with multiple other
cellular processes.

Materials and Methods

Cell culture and treatments. Normal breast epithelial cell strains
(M98035, M99005, M98015, M98025, M99025, M99016) were
developed from normal human breast tissue discarded at reduction
mammoplasty and maintained as described in detail elsewhere (13-
15). These cell strains were a smaller subset of the cell strains used
by Keshava et al. (17). Briefly, breast tissues obtained from healthy
women undergoing reduction mammoplasty (Cooperative Human
Tissue Network sponsored by the National Cancer Institute and
National Disease Research Interchange) were processed to obtain
NHMECs that were then subjected to one of three protocols at
passage 6. Treatments were as follows: T1, vehicle control (acetone:
ethanol, 2:3 at 1:1000 dilution) for 24 h; T2, BP (4 uM) alone for
24 h; T3, pre-treatment with chlorophyllin (5 uM) followed by co-
treatment with BP (4 uM) and chlorophyllin (5 pM) together for
24 h. Each treatment was carried out in duplicate.

Microarray analysis.

Target preparation: The generation and hybridization of labeled
target on to Hu-Gene 133A arrays and quality control used are
described in detail elsewhere (18). Briefly, total RNA reverse-
transcribed to cDNA (SuperScript Double-Stranded cDNA
Synthesis kit, Invitrogen Life Technologies, Carlsbad, CA, USA,
and T7-oligo(dT) promoter primer kit, Affymetrix, Santa Clara, CA,
USA) and subsequently in vitro transcribed to cRNA (GeneChip
IVT Labeling Kit, Affymetrix) was hybridized on to Hu-Gene 133A
arrays (Affymetrix) following fragmentation to 35-200 nucleotide
sequences. The hybridized arrays were washed and stained on the
GeneChip Fluidics Station 400 (Affymetrix) and subsequently
scanned on the HP GeneArray 2500 Scanner (Hewlett Packard, Palo
Alto, CA, USA).

Data analysis: “Absolute analysis” to compute absolute signal
intensities of the control and treated groups followed by
‘comparison analysis’ to compute fold change (FC) of the treated
groups over the control vehicle (T1 versus T2, and T1 versus T3)
were carried out using Microarray Suite 5.0. Absolute analysis
involves analysis of each of the individual arrays to determine the
presence or absence of a particular transcript (Detection call),
measure their relative abundance (Signal) and also provide a
‘Detection p-value’ evaluated against a user-defined threshold to
determine the Detection call. With Affymetrix arrays, where all
probes are arrayed as probe pairs, signals are calculated for each
probe set based on One-Step Tukey’s Biweight Estimate so as to
give the weighted mean. During comparison analysis the expression
patterns of the control vehicle-treated cells were set as the baseline
and those of the treated groups were compared against them.

Two algorithms were used to define changes in expression
patterns (Microarray Suite 5.0, Affymetrix). A change algorithm uses
Wilcoxon’s Signed Rank test to define a change (increase, decrease
or no change) in expression trends and also assign a
p-value to the same. A second algorithm then provides a quantitative
measure of the magnitude of change in terms of signal log ratio
(SLR). This again is calculated by taking the mean of log ratios of
probe pair intensities across both the arrays being compared and is
done using one-step Tukey’s Biweight method (19). The log scale
employed is to base 2. Each cell strain with genes possessing a
present call (P) in both duplicates and altered by an SLR of at least
1.5 (FC ~3.0) in both the replicates in at least one of the 6 NHMECs
were considered altered. Graphical representation of all the altered
genes was generated using Cluster and Tree View software (20).

Cross-talks between genes altered by the respective treatments
(T1 versus T2 and T1 versus T3) were computed using Pathway
Studio Central software (Ariadne Genomics, Rockville, MD, USA).
Pathway Studio relies on a proprietary ResNet database powered by
Medscan technology to query nearly 500,000+ functional
relationships distilled from the entire PubMed and 43 full text
journals to automatically extract information from scientific
literature, and works with leading public and commercial databases
of signaling and biochemical pathways, including KEGG, BIND,
GO, STKE Connection Maps and Prolexys HyNet™ to construct
cross-talks between the input genes/protein (21). Initially, all
possible interactions of the altered genes with all other processes
and proteins in the cell were deciphered. Later, only the ‘shortest
path’ interactions were computed. Finally, only direct interactions, if
any, between the altered genes were deciphered.

Altered genes were also analyzed in terms of having a
statistically  significant association with well-known and
characterized GenMAPP, PharmGKB, KEGG and BioCarta
pathways using ArrayXPath software (22).

Validation of microarray gene expression. Confirmation of gene
expression on microarray was carried out for a subset of genes altered
by SLR =1.5 through real-time polymerase chain reaction (RT-PCR).
Details of RT-PCR can be found in John et al. (18). In brief, total
RNA reverse-transcribed to single stranded cDNA (Advantage RT
PCR kit; BD Biosciences, Palo Alto, CA, USA) was used as a
template in a reaction mixture (25 ul) with SYBR Green Universal
PCR Master Mix (Applied Biosystems, Foster City, CA, USA) and 50
pmol each of the forward and reverse primers (designed using Primer
Express v1.5, PE Applied Biosystems) for validation of the expression
of a subset of immune response genes altered on Hu-Gene 133A
arrays. Each sample was assayed in duplicate and their expression was
normalized to that of GAPDH using the 2-CT method (23).

Results

The expression of genes belonging to various functional
categories was altered by BP and subsequently modulated by
chlorophyllin. A list of all functional categories of genes
involved predominantly in functions other than immune
responses and altered by SLR =1.5 in at least one of the 6
NHMEC lines by the respective treatment (T1 versus T2, and
T1 versus T3) can be found on the Internet (24) (Tables A,
B, C and D). Here, a list of immune response genes altered
by SLR =1.5 across 6 NHMEC lines is shown (Table I). A
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Table 1. List of immune response genes altered by SLR =1.5 in at least 1 of the 6 NHMEC strains on comparison of respective treated groups vs.

control vehicle.

Gene Probe ID Accession no. Description

BP vs. control vehicle-up-regulated

Mal, T-cell differentiation protein

Human T-cell leukemia virus enhancer factor

Chemokine (C-X-C motif) ligand 14

Secretory leukocyte protease inhibitor (antileukoproteinase)

Interleukin 13 receptor, alpha 2

Interleukin 1 receptor antagonist

Leukocyte immunoglobulin-like receptor, subfamily A (with TM domain), member 2
CD80 antigen (CD28 antigen ligand 1, B7-1 antigen)

CD86 antigen (CD28 antigen ligand 2, B7-2 antigen)

Similar to bK246H3.1 (immunoglobulin lambda-like polypeptide 1, pre-B-cell specific)

Peptidyl arginine deiminase, type IV
Tumor necrosis factor (ligand) superfamily, member 15

IL1B 39402_at NM_000576 Interleukin 1, beta
MAL 204777 _s_at NM_002371
HTLF 206708 _at NM_002158
SECTM1 213716_s_at NM_003004 Secreted and transmembrane 1
BP vs. control vehicle-down-regulated
CXCL14 218002_s_at NM_004887
Pre-chlorophyllin + co vs. control vehicle-up-regulated
SLPI 203021 _at NM_003064
1L8 202859_x_at NM_000584 Interleukin 8
IL13RA2 206172 _at NM_000640
IL1B 39402_at NM_000576 Interleukin 1, beta
IL1IRN 212657_s_at NM_000577
1L.24 206569_at NM_006850 Interleukin 24
IFNA2 211338_at NM_000605 Interferon, alpha 2
LILRA2 207857 _at NM_006866
CD80 207176_s_at NM_005191
CD86 210895_s_at NM_006889
LOC91316  215816_at XM_498877
SECTM1 213716_s_at NM_003004 Secreted and transmembrane 1
PADI4 220001 _at NM_012387
TNFSF15 221085_at NM_005118
PI3 203691 _at NM_002638

Pre-chlorophyllin + co vs. control vehicle-down-regulated

1L8 202859_x_at NM_000584 Interleukin 8
1F144 214453 _s_at NM_006417

1F127 202411 _at NM_005532

G1P2 205483_s_at NM_005101

IFRD1 202146_at NM_001007245

CXCL14 218002_s_at NM_004887

CXCL2 209774 _x_at NM_002089

MX1 202086_at NM_002462

PTX3 206157_at NM_002852

Protease inhibitor 3, skin-derived (SKALP)

Interferon-induced protein 44

Interferon, alpha-inducible protein 27

Interferon, alpha-inducible protein (clone IFI-15K)

Interferon-related developmental regulator 1

Chemokine (C-X-C motif) ligand 14

Chemokine (C-X-C motif) ligand 2

Myxovirus (influenza virus) resistance 1, interferon-inducible protein p78 (mouse)
Pentaxin-related gene, rapidly induced by IL-1 beta

*A more extensive version of this table including the fold changes (FC) on comparison of the respective treated groups vs. control vehicle can be

found at http://www.cdc.gov/niosh/ext-supp-mat/IR_genes/index.htm.

more extensive version of this Table can be found on the
website (25). SECTM1, which has a role in hematopoiesis
as well as immune responses, is presented here (Table I) [as
well as in Tables A, B, C and D (24)].

A total of only 5 immune response genes were altered by
BP of which 4 were up-regulated and only 1 was down-
regulated by SLR =1.5 in at least one of the 6 NHMEC lines.
Twenty-four genes were altered by the combined interaction
of BP and chlorophyllin coming together in treatment T3. Of
these, 15 were up-regulated and 9 were down-regulated by
SLR =1.5. The expression of ILIB and SECTMI were
consistently up-regulated by BP in most individuals, with
M99016 exhibiting the greatest expression with SLR =1.5.
Both genes also exhibited the greatest expression in M99016
on comparison of T1 vs. T3 and were therefore represented
in the list of genes up-regulated by T1 vs. T2 as well as T1

vs. T3. IL8 was up-regulated by SLR =1.5 in two cell strains
(M98035 and M99016) but down-regulated by SLR =1.5 in
M99005 and, therefore, represented in the list of genes up
and down regulated by T1 vs. T3.

Chemokine ligand 14 (CXCLI4) was another gene
differentially regulated in different cell strains and, therefore,
represented in common in the list of genes down-regulated
by T1 vs. T2 as well as T1 vs. T3. A graphical representation
of expression patterns of all genes represented in Table I
generated by using Cluster and Tree View software is
presented in Figure 1.

Results of RT-PCR confirmation of expression levels for a
subset of 7 immune response genes altered by SLR =1.5 on
gene-chip (GC) are presented in Table II. Though there was
a good correlation for some genes, the remaining genes
correlated moderately to poorly.
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Figure 1. Graphical representation of expression patterns of all immune response genes altered by treatment with BP or pre chlorophyllin plus co-

treatment generated using Cluster and Tree View software.

When genes altered by T1 vs. T2 were queried for all
possible interactions with all other molecules and processes
within the cell using Pathway Studio Central, a total of
2,248 relationships/interactions involving 1,485 entities
including proteins, small molecules and various functional
classes of molecules, complexes and cellular processes
were found to be involved. When only ‘shortest cross-talk’
interactions were considered for the above genes, only 60
relationships were found between 249 entities. However,

there were no direct interactions between the 5 altered
genes (Figure 2). More details about the various
interactions among the genes altered by BP can be found
on the Internet (25).

Genes altered by T1 vs. T3 were found to exhibit 5,782
interactions among and between 2,299 entities within the cell.
Of these, 379 entities including the altered genes were found
to be involved in 704 ‘shortest cross-talk’ interactions.
However, there were only 51 direct interactions between the
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Figure 2. No direct interactions were observed between the genes altered by BP alone when queried using Pathway Studio Central.
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Figure 3. Fifty-one direct interactions were found between genes altered by pre chlorophyllin + co-treatment when queried using Pathway Studio
Central. Genes with no direct interactions between themselves are shown as separate entities.

altered genes (Figure 3). More details about the various
interactions among the genes altered by T1 vs. T3 can be found
on the Internet (25).

Using ArrayXPath software, 2 (IL1B and MAL) out of the
5 genes altered by T1 vs. T2 were found to have a
statistically significant association (p<0.05) with 5 Biocarta
pathways (Table III). A total of 45 Genmapp pathways, 9

PharmGKB pathways, 70 KEGG pathways and 346 Biocarta
pathways were queried by Array X to obtain the above
associations. A total of 2 (CD80 and CD86) out of 23 genes
altered by T1 vs. T3 were involved in one GenMapp
pathway and 6 genes (SLPI, IL8, ILIB, ILIRN, CDS80 and
CD86) were found to be involved in 13 Biocarta pathways
(Table 1V).
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Table II. Correlation of FC on gene chip (GC) vs. RT-PCR for a selected set of immune response genes altered by SLR =1.5 (FC ~3.0).

Treatment
Gene Cell strain BP vs. control vehicle FC Correlation (r) Pre CHL + co-treatment vs. control vehicle FC Correlation (r)
GC RT-PCR FC by GC vs. RT GC RT-PCR FC by GC vs. RT
IL1B M98035 2.00+0.20 3.68+0.56 0.97 3.03+0.00 3.47+£3.03 0.88
M99005 1.23+0.00 1.68+0.05 -1.46x0.07 0.62+-1.46
M98015 2.83+0.00 5.21+0.73 3.73+0.00 5.61+3.73
M98025 2.02+0.39 1.29+0.05 2.55+0.12 1.22+£2.55
M99025 1.94+0.28 3.20+0.51 1.32+0.00 1.41+1.32
M99016 5.89+0.86 11.52+1.20 5.89+0.86 7.44+5 89
SECTM1  M98035 3.06+0.60 2.87+0.34 0.33 1.87+0.00 0.65+0.09 043
M99005 2.17+0.93 5.17+1.15 1.64+0.32 1.83+0.29
M98015 2.65+0.26 9.22+1.19 1.88+0.37 4.17+0.53
M98025 2.38+0.12 4.87+0.96 0.05+1.93 2.07+0.70
M99025 1.52+0.15 4.84+0.77 1.23+0.00 1.67+0.18
M99016 3.41+0.83 8.76+0.56 3.49+0.34 3.60+0.50
ILIRN M98035 1.32+0.00 1.60+0.13 0.12 1.87+0.00 1.33+0.05 0.76
M99005 1.04+0.05 1.59+0.16 -0.53+1.55 0.53+0.01
M98015 1.28+0.06 1.77+0.15 1.52+0.15 1.47+0.06
M98025 1.52+0.00 0.93+0.06 3.26+0.32 1.39+0.08
M99025 —1.15+£0.00 1.39+0.16 —1.19+£0.06 1.01+0.10
M99016 -0.17x1.76 1.23+0.44 2.25+0.55 1.76+0.36
CD86 M98035 1.41+0.00 1.66+0.11 0.28 2.25+0.55 1.64+0.17 0.64
M99005 1.19+0.06 1.91+0.11 -1.37+£0.07 0.73+0.03
M98015 1.21+0.29 1.57+0.17 1.68+0.08 2.28+0.21
M98025 1.41+0.00 1.17+0.25 3.04+0.30 1.62+0.09
M99025 0.09+1.75 1.94+0.16 1.15£0.11 1.13£0.14
M99016 -0.12+1.69 0.78+0.25 1.83+0.44 2.40+1.05
PI3 M98035 2.82+0.60 1.43+0.28 041 7.51+0.87 5.63+1.89 0.86
M99005 1.54+0.07 1.19+0.06 0.48+0.10 -2.08+0.30
M98015 1.29+0.09 1.11+0.05 1.40+0.10 1.37+0.07
M98025 1.03+0.08 1.42+0.14 3.05+0.17 5.47+0.27
M99025 1.58+0.97 0.05+2.07 0.36+0.13 -2.87+£1.22
M99016 2.95+0.38 1.69+0.25 544+1.15 5.74+3.19
CXCL2 M98035 -1.93+0.09 0.70+0.09 0.79 -2.08+0.30 0.26+0.04 0.77
M99005 —1.19+£0.06 1.62+0.16 -2.38+0.12 0.53+0.06
M98015 1.46+0.07 2.31+0.19 1.04+0.05 1.23+0.12
M98025 0.00+2.00 1.05+0.55 -3.04+0.30 0.17+£0.02
M99025 1.19+0.06 1.97+0.48 —1.37+£0.20 0.75+£0.04
M99016 1.21+0.29 1.67+0.29 1.23+0.12 0.63+0.02
MX1 M98035 1.32+0.13 1.34+0.08 0.16 1.57+0.60 0.55+0.12 0.53
M99005 1.19+0.06 1.85+0.37 -2.14+0.00 0.19+0.02
M98015 1.07+0.11 0.96+0.10 —4.46+0.65 0.10+0.04
M98025 1.99+0.67 1.14+0.10 1.28+0.19 0.16+0.04
M99025 0.12+1.69 2.02+0.46 —1.33+0.12 0.51+£0.36
M99016 —1.80+0.09 0.93+0.32 -2.39+0.91 0.20+0.04
Discussion Other epithelial model systems have also highlighted the

Immune surveillance plays a vital role in protecting the body
not just against various pathogens but also against various
toxins, chemicals, drugs and foreign particles. It plays a role
in preventing the development of cancers and also the
elimination of tumor cells (26). Breast epithelial cells have
been shown to participate in immune surveillance (27).

importance of the immune system in cancer prevention by
showing that impairment of this system as by exposure to
chemical carcinogens can contribute to tumor promotion
(28). In the processes of manifesting their carcinogenic
effects, many carcinogens are known to behave as
immunosupressants. BP and other PAHs have previously
been shown to be immunotoxicants leading to T-cell
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Table III. Pathways in which immune response (IR) altered by SLR =1.5 on Hu-Genel33A arrays on comparison of BP treated cells vs. vehicle
control are involved. A total of 5 IR genes were altered by SLR =1.5, of which 2 (40% ) (ILI1B, MAL) were found to possess a statistically significant
association (p<0.05) with the above pathways. For genes involved in more than one pathway, a q-value (q<0.05) accounts for the multiple-

comparison.

Pathway Identified node p-value q-value
BioCarta//Hs_IL 5 signaling pathway 1/8 (19) 0.0101 0.0154
BioCarta//Hs_NFKB activation by nontypeable Hemophilus influenzae 1/24 (43) 0.0300 0.0230
BioCarta//Hs_Signal transduction through IL1R 1/30 (41) 0.0374 0.0230
BioCarta//Hs_Role of MAL in rho-mediated activation of SRF 1/19 (26) 0.0238 0.0230
BioCarta//Hs_Msp/Ron receptor signaling pathway 1/6 (27) 0.0075 0.0232

Table IV. Pathways in which immune response (IR) altered by SLR >1.5 on Hu-Genel33A arrays on comparison of chlorophyllin treated cells (pre-
chlorophyllin + co-treated) vs. control vehicle are involved. A total of 23 IR genes were altered by SLR =1.5 of which 6 (26% ) (SLP1, ILS, ILIB,
ILIRN, CD80 and CD86) were found to possess a statistically significant association (p<0.05) with the above pathways. For genes involved in more
than one pathway, a q value (q<0.05) accounts for the multiple-comparison.

Pathway Identified node p-Value g-Value
BioCarta//Hs_proepithelin conversion to epithelin and wound repair control 2/6 (40) 0.0002 0.0018
BioCarta//Hs_The co-stimulatory signal suring T-cell activation 2/16 (40) 0.0014 0.0072
BioCarta//Hs_NFKB activation by nontypeable Hemophilus influenzae 2/24 (43) 0.0032 0.0110
BioCarta//Hs_Signal transduction through IL1R 2/30 (41) 0.0049 0.0128
BioCarta//Hs_Free radical-induced apoptosis 1710 (11) 0.0373 0.0430
BioCarta//Hs_IL 5 signaling pathway 1/8 (19) 0.0299 0.0430
BioCarta//Hs_Msp/Ron Receptor Signaling Pathway 1/6 (27) 0.0225 0.0430
BioCarta//Hs_B Lymphocyte Cell Surface Molecules 1/9 (10) 0.0336 0.0430
BioCarta//Hs_Antigen-dependent B-cell activation 1/10 (24) 0.0373 0.0430
BioCarta//Hs_IL 17 signaling pathway 1/15 (16) 0.0554 0.0443
BioCarta//Hs_Regulation of hematopoiesis by cytokines 1715 (41) 0.0554 0.0443
BioCarta//Hs_Adhesion and diapedesis of lymphocytes 1/14 (47) 0.0518 0.0443
BioCarta//Hs_Adhesion and diapedesis of granulocytes 1/15 (49) 0.0554 0.0443
BioCarta//Hs_Cells and molecules involved in local acute inflammatory response 1/17 (19) 0.0626 0.0459
BioCarta//Hs_Th1/Th2 differentiation 1/18 (88) 0.0662 0.0459
BioCarta//Hs_Cytokine network 1/22 (103) 0.0804 0.0522
BioCarta//Hs_Cytokines and inflammatory response 1727 (78) 0.0979 0.0598
GenMapp//Hs_Inflammatory_response_pathway 2/29 (29) 0.0004 0.0004

2/29(29) 0.0004 0.0004

suppression (29). BP has also been shown to act as an
immunosuppressant leading to suppression of B cell
lymphopoiesis (30). Other studies have shown impairment
of humoral and cell mediated immune responses in the
progeny of BP exposed mice (31).

In addition, BP has also been shown to be capable of
transforming and immortalizing cells in vitro (15). While
modulating BP metabolism along with elimination of some
toxic metabolites could form a primary strategy to reduce its
adverse effects, stimulation of immune responses could
augment defense systems that help prevent early
accumulation of mutated and transformed cells (26, 32). In
some instances the immune system has also been shown to
have a role in the inhibition of BP toxicity via suppression
of cytochrome P450-mediated CYP activation
subsequent mutagenesis (33).

and

Chlorophyllin has been shown to manifest its anti-
carcinogenic properties by acting as a CYP inhibitor (12), an
antioxidant (34), a stimulator of phase II enzymes (35), an
inducer of apoptosis (36), a modulator of carcinogen transport
(37) and also by acting as an ‘interceptor’ molecule
sequestering and degrading carcinogens (38). Potential
modulation of host immune responses may be a new mode of
action broadening its capabilities. Some recent studies point
to an immunomodulatory role of chlorophyllin although these
reports appear to be conflicting (12, 39). The objectives of this
study were, therefore, three-fold: to identify immune response
biomarkers following carcinogen exposure in the absence and
presence of modulators, examine interindividual variations in
response patterns and thirdly to examine whether
chlorophyllin is also capable of stimulating immune responses
in addition to the above documented mechanisms of action.
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In light of the above mechanisms of action of chlorophyllin,
it is reasonable to assume that the maximum chemopreventive
potential will be achieved when pre-dosed, thereby ‘priming’
cells for any potential carcinogenic insult, followed by a co-
treatment facilitating chlorophyllin to function as a
‘desmutagen’ as well, reducing carcinogen bioavailability. In
fact, earlier studies have shown a maximum reduction in
genetic damage in terms of mitigation of CYPI gene
expression and BP-DNA adduct formation when chlorophyllin
was dosed as a ‘pre + co-treatment’ dose (unpublished data).

All genes discussed here are listed in Table I. Interleukin 1
beta (ILIB), a proinflammatory cytokine with a
proangiogenic role in vivo, was consistently up-regulated in
all 6 cell strains exposed to BP. This may suggest that among
the many changes occurring following exposure to BP are cell
proliferation and angiogenesis. This parallels a study where
exposure of rats to Fe,O3 or BP or in combination to study
their role in lung cancer resulted in enhanced production of
various inflammatory cytokines including /L/B (10).

Another study involving exposure of CL5 human lung
adenocarcinoma cells to motorcycle exhaust particulates or
BP also found enhanced expression of various inflammatory
cytokines. However, interleukinl alpha (/LIA), a cytokine
which produces effects opposite to those of /L/B was found
to be up-regulated (40) rather than /L/B. Being an
angiogenic factor, IL1B has also been found to be amplified
in various types of cancer, potentiating their invasive ability
(41, 42). The other genes up-regulated by BP were MAL,
HTLF and SECTM1, of which only SECTM1 was altered in
a consistent fashion. SECTM1 (K12) is a protease inhibitor
thought to have a role in hematopoiesis and also in
immunogenic processes by acting as CD7 ligand (42).
Though initially unknown, CD7 is now known to be
involved in T- and NK cell activation and cytokine
production. K12 by interacting with CD7 is therefore
thought to play a role in regulation of thymocyte signaling
and cytokine release (43). SECTM]1 is also one of the 28
uncharacterized genes found to be a potential activators of
the NF-KB pathway (44).

Conlflicting reports exist regarding the role of CXCLI4
(BRAK), the only member down-regulated by BP. While it
was found to play a role in tumor suppression inhibiting
tumor growth and angiogenesis in some studies (45, 46) it
was reported in another study to enhance proliferation,
migration and invasion of myoepithelial cells and
myofibroblasts thereby promoting breast tumorigenesis (47).

Fifteen genes were up-regulated by the combined effect of
BP and chlorophyllin but only 4 (ILI3RA2, ILIB, CD86 and
PADI14) were altered in a consistent manner across at least
5 cell strains though not by SLR =1.5 in all of them. Of
these, ILI3RA2, I1L1B and CD86 were up-regulated in 5 cell
strains and down-regulated in one while PADI4 exhibited
exactly the opposite trend. SECTM1, up-regulated in the

presence of BP alone may reflect the effect of BP alone.
IL13, an interleukin, has been shown to signal through the
interleukin 13-alpha (2) receptor (IL13RA2) to induce TGF-
B (1) production and fibrosis (48).

TGF-f has been documented to have diverse cellular roles
such as regulation of neuronal function (49), cellular
proliferation (50) and modulation of immune responses (51).
The expression of /ILIB up-regulated by BP was further up-
regulated by chlorophyllin in some individuals. CD86 up-
regulated in most of the cell strains has been found to have a
role in the priming and activation of naive and memory
T-cells, respectively (52) and also for enhanced activity of
B-cells (53). PADI4 was down-regulated in all individuals
on treatment with BP plus chlorophyllin except M99016. It
is a gene which is known to encode an enzyme responsible
for the conversion of arginine to citrulline and also have a
role in granulocyte and macrophage development leading to
inflammation. A study showed a significant increase in its
expression in many tumor samples, especially in various
adenocarcinoma (54).

Nine genes were down-regulated by BP plus chlorophyllin,
ILIB and CXCLI4 were common to the set of genes up-
regulated by BP plus chlorophyllin and down-regulated by
BP alone, respectively, indicating inter-individual variations
in response profiles among different individuals. IL144,
IF127, GIP2 and IFRD] were altered in a consistent manner
across most of the cell strains. IL144, an interferon alpha/beta
inducible protein has been shown in a previous study to be
elevated in the liver of chimpanzees infected with hepatitis C
or hepatitis D, suggesting it to be one of the mediators
involved in the antiviral action (55). In another study, IL144
was also shown to play a role with various other genes
(interleukins, GADD45A, TNFRSF12A) in candoxin (a
neurotoxin from Bungarus candidus venom) induced glial
inflammation, DNA-damage and degeneration (56).
Interferon alpha inducible protein 127 (IFI27) has been
suggested to be a novel biomarker of epithelial proliferation
and cancer (57). GIP2 (INSIG1) consistently down-regulated
in all the cell strains has previously been suggested to
function intracellularly as a ubiquitin homologue and a
cytokine that induces production of IFN-gamma to augment
NK/lymphokine-activated killer cell proliferation and
function, possibly playing a vital role in antiviral response
(58).IFRDI is a gene known to code for a protein which has
recently been shown to be involved in muscle differentiation
and has a possible role in signal transduction (59).

Several genes altered in this study showed statistically
significant associations with the modulation of various other
well known pathways (Tables III and IV). Notable among
these is an association with the NF-kB pathway. NF-KB has
recently emerged as an important player in carcinogenesis,
having a role in the modulation of cellular proliferation,
apoptosis, cell signaling, angiogenesis and differentiation. Its
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down-regulation has been implicated in the suppression of
cellular and induction of apoptosis. Studies have also
revealed NF-KB to be a chemopreventive target for several
classes of chemopreventive agents (60, 61). Chlorophyllin,
in particular, has been shown to mitigate the activation of
NF-KB and also suppress its binding to a cognate recognition
motif (62, 63). This points to a possibility of some degree of
commonality in the mechanism of immunomodulation with
those of other chemopreventive agents.

Though some genes had good correlation of FC as
measured on GC versus RT-PCR, the presence of only a
moderate to poor correlation for some genes may be due to
differences in the precise regions being probed by the two
methods, greater sensitivity of RT-PCR over GC and also
lack of consistency in expression patterns and levels among
all the 6 cell strains. Though differences in the region of the
same transcript being probed should typically be expected to
yield similar expression patterns, possibility of
polymorphisms or transcript variants for the genes in
question could alter their expression profiles. Additionally,
most probes imprinted on Affymetrix arrays have a 3’ bias,
with each gene being represented by 11-20 probes. Given the
fact that cRNA is fragmented prior to hybridization on to the
arrays it may also be possible that for some genes amidst the
overall signal, a greater part of the signal may be generated
from certain particular probes whereas these may not be the
exact regions being probed by RT-PCR leading to a poor
correlation. Moreover, a low level of expression of a
particular gene in only some individuals may cause GC to
‘miss’ it or at most exhibit its expression at an extremely low
level, whereas the greater sensitivity of RT-PCR may be able
to more realistically track its expression giving a higher FC
compared to GC, culminating in a poor correlation. However,
GC could be an effective technique to identify interesting
candidate biomarkers for further validation.

Given that several genes were altered by the presence of
BP and chlorophyllin together in treatment T3, it is probable
that a synergistic interaction was triggered by the two
coming together with the possibility of some of these
changes being caused by chlorophyllin alone. These genes in
turn are found to interact with each other and various other
processes and entities in the cell thereby altering cell
signaling. However, there seems to be considerable inter-
individual differences in the pattern and extent of
modulation, with most genes being differentially modulated
in different individuals, with some individuals likely to
benefit more from a favorable regulatory effect of
chlorophyllin and others an adverse one. For example,
M99016 seems to exhibit a slightly different response profile
compared to the other cell strains. All genes up-regulated by
treatment T2 or T3 in at least one of the other 5 NHMEC
lines were all consistently up-regulated in M99016.
Similarly, most genes down-regulated by T2 or T3 in at least

one of the other 5 NHMEC lines were also almost
consistently down-regulated in M99016. Similarly, M98035,
MO98015, M98025 and M99025 exhibited an almost
consistent trend in down-regulation of most genes on
treatment with T3 though not with other comparisons. In
spite of these differences in individual responses, there
appeared to be some genes consistently altered, may be to
different extents, but in a predictable direction. These could
become potential biomarkers upon further validation. Some
of these genes may include ILIB, SECTMI and CXCLI4 for
BP exposure and ILIRN, CD86, IF144 and GIP2 for
intervention of BP mediated damage by chlorophyllin.

This was a pilot study intended to examine clusters of
immune response genes altered on exposure to a prototypical
chemical carcinogen, BP, in the presence or absence of the
chemopreventive agent chlorophyllin, so as to generate a
putative suite of immune response biomarkers. It is
acknowledged that before meaningful interpretation of
biomarkers of gene expression can be made in the
occupational setting, the question of interindividual variation,
as it pertains to temporal patterns of gene expression and
tests of biological effects should be addressed. Since no data
on BP-DNA adduct formation or any other phenotypic
anchors was generated, it could be argued that the changes
observed could represent metabolic effects to toxic
intermediates of BP or other unknown donor factors.
However, given the duration of these cells in culture (P6)
‘residual donor signatures’, if any, as a contributing factor to
the observed changes could be weak. Additionally, though
not shown in this study, these cells have been found to form
adducts on BP exposure (unpublished data) thereby
suggesting that at least some of these changes may be due to
metabolism of the parent compound to toxic intermediates.

In summary, this study has revealed biomarkers of
polycyclic aromatic hydrocarbon exposure for further
consideration. In addition, it has shown potential modulation
of some of the intrinsic immune responses by intervention
agents such as chlorophyllin. However, differences in
response profiles due to interindividual differences need to
be taken into account when designing intervention strategies.

Acknowledgements

We would like to thank Dr. Suresh Jhanwar for critically reviewing
this manuscript. This research is published with the approval of the
Director of the West Virginia University Agriculture, Forestry and
Consumer Sciences Experimental Station as Scientific Paper No.
3022.

References

1 Lawther PJ and Waller RE: Coal fires, industrial emissions and
motor vehicles as sources of environmental carcinogens. IARC
Sci Publ 73: 27-40, 1976.



CANCER GENOMICS & PROTEOMICS 6: 1-12 (2009)

2 Miller EC: Some current perspectives on chemical carcinogenesis
in humans and experimental animals: Presidential Address 38:
1479-1496, 1978.

3 Sims P and Grover PL: Epoxides in polycyclic aromatic
hydrocarbon metabolism and carcinogenesis. Adv Cancer Res
20: 165-274, 1974.

4 Burdick AD, Davis JW, 2nd, Liu KJ, Hudson LG, Shi H,
Monske ML and Burchiel SW: Benzo(a)pyrene quinones
increase cell proliferation, generate reactive oxygen species, and
transactivate the epidermal growth factor receptor in breast
epithelial cells. Cancer Res 63: 7825-33, 2003.

5 Parke DV and Sapota A: Chemical toxicity and reactive oxygen
species. Int J Occup Med Environ Health 9: 331-340, 1996.

6 Ramesh A, Walker SA, Hood DB, Guillen MD, Schneider K and
Weyand EH: Bioavailability and risk assessment of orally ingested
polycyclic aromatic hydrocarbons. Int J Toxicol 23: 301-333, 2004.

7 Kadkhoda K, Pourfathollah AA, Pourpak Z and Kazemnejad A:
The cumulative activity of benzo(a)pyrene on systemic immune
responses with mite allergen extract after intranasal instillation
and ex vivo response to ovalbumin in mice. Toxicol Lett /157: 31-
39, 2005.

8 Kadkhoda K, Pourpak Z, Akbar Pourfathallah A and Kazemnejad
A: The ex vivo study of synergistic effects of polycyclic aromatic
hydrocarbon, benzo(a)pyrene with ovalbumin on systemic
immune responses by oral route. Toxicology /99: 261-265, 2004.

9 Silkworth JB, Lipinskas T and Stoner CR: Immunosuppressive
potential of several polycyclic aromatic hydrocarbons (PAHs)
found at a Superfund site: new model used to evaluate additive
interactions between benzo[a]pyrene and TCDD. Toxicology
105: 375-386, 1995.

10 Garcon G, Gosset P, Garry S, Marez T, Hannothiaux MH and
Shirali P: Pulmonary induction of proinflammatory mediators
following the rat exposure to benzo(a)pyrene-coated onto Fe,O5
particles. Toxicol Lett /27: 107-117, 2001.

11 Laupeze B, Amiot L, Sparfel L, Le Ferrec E, Fauchet R and
Fardel O: Polycyclic aromatic hydrocarbons affect functional
differentiation and maturation of human monocyte-derived
dendritic cells. J Immunol /68: 2652-2658, 2002.

12 Yun CH, Jeong HG, Jhoun JW and Guengerich FP: Non-specific
inhibition of cytochrome P450 activities by chlorophyllin in
human and rat liver microsomes. Carcinogenesis /6: 1437-1440,
1995.

13 Keshava C, Whipkey D and Weston A: Transcriptional signatures
of environmentally relevant exposures in normal human
mammary epithelial cells: benzo[a]pyrene. Cancer Lett 221/:
201-211, 2005.

14 Stampfer M, Hallowes RC and Hackett AJ: Growth of normal
human mammary cells in culture. In Vitro 16: 415-425, 1980.

15 Stampfer MR and Bartley JC: Human mammary epithelial cells
in culture: differentiation and transformation. Cancer Treat Res
40: 1-24, 1988.

16 John K, Keshava C, Richardson DL, Weston A and Nath J:
Transcriptional profiles of benzo(a)pyrene exposure in normal
human mammary epithelial cells in the absence or presence of
chlorophyllin. Mutat Res 640: 145-152, 2008.

17 Keshava C, Divi RL, Whipkey DL, Frye BL, McCanlies E, Kuo
M, Poirier MC and Weston A: Induction of CYPIAI and
CYPIBI and formation of carcinogen-DNA adducts in normal
human mammary epithelial cells treated with benzo[a]pyrene.
Cancer Lett 227: 213-224, 2005.

10

18 John K, Keshava C, Whipkey DL, Weston A and Nath J:
Transcritional profiles of normal human mammary epithelial
cells exposed to benzo(a)pyrene in the absence or presence of
chlorophyllin. Mutat Res, 2008.

19 Affymetrix: Gene chip Expression Analysis: Data Analysis
Fundamentals. Affymetrix, Santa Clara, CA, 2002.

20 http://rana.lbl.gov/EisenSoftware.htm.

21 Nikitin A, Egorov S, Daraselia N and Mazo I: Pathway studio--
the analysis and navigation of molecular networks. Bioinformatics
19: 2155-2157, 2003.

22 Chung HJ, Kim M, Park CH, Kim J and Kim JH: ArrayXPath:
mapping and visualizing microarray gene-expression data with
integrated biological pathway resources using Scalable Vector
Graphics. Nucleic Acids Res 32: W460-464, 2004.

23 Livak KJ and Schmittgen TD: Analysis of relative gene expression
data using real-time quantitative PCR and the 2(-Delta Delta
C(T)) Method. Methods 25: 402-408, 2001.

24 http://www.cdc.gov/niosh/ext-supp-mat/MTP/index.htm.

25 http://www.cdc.gov/niosh/ext-supp-mat/IR_genes/index.htm.

26 Finn OJ: Human tumor antigens, immunosurveillance, and
cancer vaccines. Immunol Res 36: 73-82, 2006.

27 Balogh GA, Russo IH, Spittle C, Heulings R and Russo J:
Immune-surveillance and programmed cell death-related genes are
significantly overexpressed in the normal breast epithelium of
postmenopausal parous women. Int J Oncol 3/: 303-312, 2007.

28 Qu M, Muller HK and Woods GM: Chemical carcinogens and
antigens contribute to cutaneous tumor promotion by depleting
epidermal Langerhans cells. Carcinogenesis /8: 1277-1279,
1997.

29 Rodriguez JW, Kirlin WG, Wirsiy YG, Matheravidathu S, Hodge
TW and Urso P: Maternal exposure to benzo[a]pyrene alters
development of T lymphocytes in offspring. Immunopharmacol
Immunotoxicol 27: 379-396, 1999.

30 Hardin JA, Hinoshita F and Sherr DH: Mechanisms by which
benzo[a]pyrene, an environmental carcinogen, suppresses B-cell
lymphopoiesis. Toxicol Appl Pharmacol 7/7: 155-164, 1992.

31 Urso P and Gengozian N: Subnormal expression of cell-mediated
and humoral immune responses in progeny disposed toward a high
incidence of tumors after in utero exposure to benzo[a]pyrene.
J Toxicol Environ Health 14: 569-584, 1984.

32 Astolfi A, Rolla S, Nanni P, Quaglino E, De Giovanni C, lezzi
M, Musiani P, Forni G, Lollini PL, Cavallo F and Calogero RA:
Immune prevention of mammary carcinogenesis in HER-2/neu
transgenic mice: a microarray scenario. Cancer Immunol
Immunother 54: 599-610, 2005.

33 Hrelia P, Morotti M, Vigagni F, Maffei F, Paolini M and Forti
GC: Murine alpha/beta interferons inhibit benzo(a)pyrene
activation and mutagenesis in mice. Basic Life Sci 67: 325-334,
1993.

34 Boloor KK, Kamat JP and Devasagayam TP: Chlorophyllin as a
protector of mitochondrial membranes against gamma-radiation
and photosensitization. Toxicology /55: 63-71, 2000.

35 Fahey JW, Stephenson KK, Dinkova-Kostova AT, Egner PA,
Kensler TW and Talalay P: Chlorophyll, chlorophyllin and related
tetrapyrroles are significant inducers of mammalian phase 2
cytoprotective genes. Carcinogenesis 26: 1247-1255, 2005.

36 Chiu LC, Kong CK and Ooi VE: The chlorophyllin-induced cell
cycle arrest and apoptosis in human breast cancer MCF-7 cells is
associated with ERK deactivation and cyclin D1 depletion. Int J
Mol Med 16: 735-740, 2005.



John et al: Immune Response to Benzo(a)pyrene in Human Mammary Epithelial Cells

37 Mata JE, Yu Z, Gray JE, Williams DE and Rodriguez-Proteau R:
Effects of chlorophyllin on transport of dibenzo(a, I)pyrene, 2-
amino- 1-methyl-6-phenylimidazo-[4,5-b]pyridine, and aflatoxin
B(1) across Caco-2 cell monolayers. Toxicology 796: 117-125,
2004.

38 Dashwood RH: Chlorophylls as anticarcinogens. Int J Oncol 10,
1997.

39 Sharma D, Kumar SS and Sainis KB: Antiapoptotic and
immunomodulatory effects of chlorophyllin. Mol Immunol 44:
347-359, 2007.

40 Ueng TH, Hung CC, Kuo ML, Chan PK, Hu SH, Yang PC and

Chang LW: Induction of fibroblast growth factor-9 and

interleukin-lalpha gene expression by motorcycle exhaust

particulate extracts and benzo(a)pyrene in human lung

adenocarcinoma cells. Toxicol Sci 87: 483-496, 2005.

Kawaguchi M, Akagi M, Gray MJ, Liu W, Fan F and Ellis LM:

Regulation of vascular endothelial growth factor expression in

human gastric cancer cells by interleukin-1beta. Surgery /36:

686-692, 2004.

42 Rutter JL, Benbow U, Coon CI and Brinckerhoff CE: Cell-type
specific regulation of human interstitial collagenase-1 gene
expression by interleukin-1 beta (IL-1 beta) in human fibroblasts
and BC-8701 breast cancer cells. J Cell Biochem 66: 322-336,
1997.

43 Lam GK, Liao HX, Xue Y, Alam SM, Scearce RM, Kaufman
RE, Sempowski GD and Haynes BF: Expression of the CD7
ligand K-12 in human thymic epithelial cells: regulation by IFN-
gamma. J Clin Immunol 25: 41-49, 2005.

44 Matsuda A, Suzuki Y, Honda G, Muramatsu S, Matsuzaki O,
Nagano Y, Doi T, Shimotohno K, Harada T, Nishida E, Hayashi
H and Sugano S: Large-scale identification and characterization
of human genes that activate NF-kappaB and MAPK signaling
pathways. Oncogene 22: 3307-3318, 2003.

45 Schwarze SR, Luo J, Isaacs WB and Jarrard DF: Modulation of
CXCL14 (BRAK) expression in prostate cancer. Prostate 64: 67-
74, 2005.

46 Shellenberger TD, Wang M, Gujrati M, Jayakumar A, Strieter
RM, Burdick MD, Ioannides CG, Efferson CL, El-Naggar AK,
Roberts D, Clayman GL and Frederick MJ: BRAK/CXCL14 is a
potent inhibitor of angiogenesis and a chemotactic factor for
immature dendritic cells. Cancer Res 64: 8262-8270, 2004.

47 Allinen M, Beroukhim R, Cai L, Brennan C, Lahti-Domenici J,
Huang H, Porter D, Hu M, Chin L, Richardson A, Schnitt S,
Sellers WR and Polyak K: Molecular characterization of the tumor
microenvironment in breast cancer. Cancer Cell 6: 17-32, 2004.

48 Fichtner-Feigl S, Strober W, Kawakami K, Puri RK and Kitani
A:IL-13 signaling through the IL-13alpha2 receptor is involved
in induction of TGF-betal production and fibrosis. Nat Med /2:
99-106, 2006.

49 Gomes FC, Sousa Vde O and Romao L: Emerging roles for
TGF-betal in nervous system development. Int J Dev Neurosci
23: 413-424, 2005.

50 Huang SS and Huang JS: TGF-beta control of cell proliferation.
J Cell Biochem 96: 447-462, 2005.

4

—

51 Gorham JD: Transforming growth factor-betal, Thl responses,
and autoimmune liver disease. Transfusion 45: 51S-598S, 2005.

52 Jeannin P, Magistrelli G, Aubry JP, Caron G, Gauchat JF, Renno
T, Herbault N, Goetsch L, Blaecke A, Dietrich PY, Bonnefoy JY
and Delneste Y: Soluble CD86 is a co-stimulatory molecule for
human T lymphocytes. Immunity /3: 303-312, 2000.

53 Suvas S, Singh V, Sahdev S, Vohra H and Agrewala JN: Distinct
role of CD80 and CD86 in the regulation of the activation of B-
cell and B-cell lymphoma. J Biol Chem 277: 7766-7775, 2002.

54 Chang X and Han J: Expression of peptidylarginine deiminase type
4 (PAD4) in various tumors. Mol Carcinog 45: 183-196, 2006.

55 Kitamura A, Takahashi K, Okajima A and Kitamura N: Induction
of the human gene for p44, a hepatitis-C-associated microtubular
aggregate protein, by interferon-alpha/beta. Eur J Biochem 224:
877-83, 1994.

56 Pachiappan A, Thwin MM, Manikandan J and Gopalakrishnakone
P: Glial inflammation and neurodegeneration induced by
candoxin, a novel neurotoxin from Bungarus candidus venom:
global gene expression analysis using microarray. Toxicon 46:
883-899, 2005.

57 Suomela S, Cao L, Bowcock A and Saarialho-Kere U: Interferon
alpha-inducible protein 27 (IFI27) is up-regulated in psoriatic
skin and certain epithelial cancers. J Invest Dermatol /22: 717-
21,2004.

58 Zhao C, Denison C, Huibregtse JM, Gygi S and Krug RM:
Human ISGI15 conjugation targets both IFN-induced and
constitutively expressed proteins functioning in diverse cellular
pathways. Proc Natl Acad Sci USA 702: 10200-10205, 2005.

59 Buanne P, Incerti B, Guardavaccaro D, Avvantaggiato V,
Simeone A and Tirone F: Cloning of the human interferon-
related developmental regulator (/FRDI) gene coding for the
PC4 protein, a member of a novel family of developmentally
regulated genes. Genomics 57: 233-242, 1998.

60 Lee CH, Jeon YT, Kim SH and Song YS: NF-kappaB as a
potential molecular target for cancer therapy. Biofactors 29: 19-
35, 2007.

61 Sarkar FH and Li Y: NF-kappaB: a potential target for cancer
chemoprevention and therapy. Front Biosci /3: 2950-2959, 2008.

62 Yun CH, Jeon YJ, Yang Y, Ju HR and Han SH: Chlorophyllin
suppresses interleukin-1 beta expression in lipopolysaccharide-
activated RAW 264.7 cells. Int Immunopharmacol 6: 252-259,
2006.

63 Yun CH, Son CG, Chung DK and Han SH: Chlorophyllin
attenuates IFN-gamma expression in lipopolysaccharide-
stimulated murine splenic mononuclear cells via suppressing IL-
12 production. Int Immunopharmacol 5: 1926-1935, 2005.

Received September 30, 2008
Revised December 3, 2008
Accepted December 10, 2008

11




<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (None)
  /CalRGBProfile (None)
  /CalCMYKProfile (Japan Color 2001 Coated)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages false
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams true
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveEPSInfo true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile (None)
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 150
  /ColorImageDepth -1
  /ColorImageDownsampleThreshold 1.00000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages false
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Average
  /GrayImageResolution 150
  /GrayImageDepth -1
  /GrayImageDownsampleThreshold 1.00000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages false
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 300
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.00000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputCondition ()
  /PDFXRegistryName (http://www.color.org)
  /PDFXTrapped /Unknown

  /Description <<
    /JPN <FEFF3053306e8a2d5b9a306f30019ad889e350cf5ea6753b50cf3092542b308030d730ea30d730ec30b9537052377528306e00200050004400460020658766f830924f5c62103059308b3068304d306b4f7f75283057307e305930023053306e8a2d5b9a30674f5c62103057305f00200050004400460020658766f8306f0020004100630072006f0062006100740020304a30883073002000520065006100640065007200200035002e003000204ee5964d30678868793a3067304d307e305930023053306e8a2d5b9a306b306f30d530a930f330c8306e57cb30818fbc307f304c5fc59808306730593002>
    /FRA <>
    /DEU <>
    /PTB <>
    /DAN <>
    /NLD <>
    /ESP <>
    /SUO <>
    /ITA <>
    /NOR <>
    /SVE <>
    /ENU <>
  >>
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [595.276 793.701]
>> setpagedevice


