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Abstract

AIM: To study KRAS/BRAF mutations in colorectal-
cancer (CRC) that influences the efficacy of treatment.
To develop strategies for overcoming combination of
treatment.

METHODS: Five colonic cell-lines were investigated:
DLD-1 with KRAS (G13D) mutation, HT 29 and Colo
205 with BRAF (V600E) mutation as well as the wild
type (Wt) cell-lines Caco2 and Colo-320. DLD-1 (KRAS),
HT-29 (BRAF) and Caco2 (Wt) cell lines were treated
with cytokines (TNFa 50 ng, IL-18 1 ng and IFNy 50
ng) and harvested at different time points (1-24 h).
KRAS inhibition was performed by the siRNA-approach.
Two colorectal cancer cells DLD-1 and Caco2 were
used for KRAS inhibition. About 70% confluency were
confirmed before transfection with small interferring
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RNA (siRNA) oligonucleotides. All the synthetic siRNA
sequences were designed in our laboratory. Total RNA
and protein was isolated from the cells for RT-PCR and
Western blotting. Densitometry of the Western blotting
was analyzed with the Image J software (NIH). Results
are shown as mean % SD.

RESULTS: RT-PCR analysis in non-stimulated cells
showed a low basal expression of TNFa and IL-1f in
the DLD-1 KRAS-mutated cell-line, compared to Caco2
wild type. No detection was found for IL-6 and IFNy in
any of the studied cell lines. In contrast, pro-angiogenic
chemokines (CXCL1, CXCL8) showed a high constitu-
tive expression in the mutated cell-lines DLD-1 (KRAS),
HT-29 and Colo205 (BRAF), compared to wild type
(Caco2). The anti-angiogenic chemokine (CXCL10)
showed a high basal expression in wild-type, compared
to mutated cell-lines. KRAS down-regulation by siRNA
showed a significant decrease in CXCL1 and CXCL10
gene expression in the DLD-1 (KRAS) cell-line in com-
parison to wild type (Caco2) at 72 h after KRAS silenc-
ing. In contrast, the specific KRAS inhibition resulted in
an up-regulation of CXCL1 and CXCL10. The results of
our study show a higher expression of pro-angiogenic
chemokines at basal level in mutated cell-lines, which
was further increased by cytokine treatment.

CONCLUSION: To summarize, basal chemokine gene
expression for pro-angiogenic chemokines was high
in mutated as compared to wild type cell-lines. This
reflects the likely existence of a different microenviron-
ment in tumours consistent of wild type or mutated
cells. This may help to rationalize the choice of molecu-
lar targets for suitable therapeutic investigation in clini-
cal studies.

© 2014 Baishideng Publishing Group Co., Limited. All rights
reserved.
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Core tip: The presence of KRAS/BRAF mutations in
advanced colorectal-cancer influences the efficacy of
treatment. It is not known whether the composition
of tumor-associated immune cells is influenced by the
mutational status of the tumor. The results of our study
show a higher expression of pro-angiogenic chemokines
at basal level in mutated cell-lines, which was further
up-regulated by cytokine treatment. Moreover, specific
KRAS inhibition resulted in an increase of pro-angio-
genic chemokines, mainly through the NF-xB pathway
in wt (Caco2). Our findings point to the interconnection
of tumor mutation and its microenvironment.
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INTRODUCTION

Colorectal carcinoma (CRC) is considered as one of the
most common lethal cancers all over the world". The

major causes for CRC are environmental factors rather
than heritable genetic changes. The most important risk
factors for sporadic CRC include food-born mutagens,
specific intestinal pathogens, chronic intestinal inflamma-
tion and age'”.

Mutations in oncogenic and loss of tumor suppres-
sor genes trigger tumor development through mutiple
pathways"”. KRAS and BRAF are the most common mu-
tations found in CRC which can alter the cell signalling
pathways[4’5].

The RAS and RAF family of genes code for proteins
which belong to the RAS/RAF/MEK/ERK signalling
cascade within cells'”. This cascade is involved in the
transmission of extracellular signals which control a
variety of biological processes such as cell growth, cell
survival and migrationm. Disruption of this pathway,
through gain-of-function mutations in RAS and RAF fa-
mily members, is well described in several different types
of cancer. In CRCs, mutations are less frequently found
in the BRAF and to a larger extent in the KRAS genes'™”.
The later is an early event' ™" and occuring in 30%-50%
of these tumors'”.

KRAS and its downstream effector molecules play a
central role in the development of several tumor types,
including colon cancer'?. In fact, the KRAS and BRAF
proteins are known to be a key downstream component
of epidermal growth factor receptor (EGFR) signalingm].
EGFR signaling is an important mediator within the
tumor microenvironment and is well established in auto-
crine and paracrine circuits that result in enhanced tumor
growth[m.
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A major contributor to the tumor microenvironment are
inflammation and its mediators (especially the cytokines 1,

Tumor cells themselves can produce cytokines, includ-
ing interleukin-1 /B (L-1a./B), interferon gamma (IFNy)
and tumor necrosis factor o (TNFoy)!"” maintaining a pro-
inflammatory microenvironment. They also secrete chem-
okines inducing further infiltration of immune-cells. It is
known that colorectal tumors that are not associated with
clinically detectable inflammatory bowel disease (IBD)
show an immune cell infiltrate and an increased expres-
sion of pro-inflammatory cytokines (IL-1f3, IFNy and
TNFa)"™". Not only tumor cells themselves, but also
stromal cells of the tumor microenvironment may release
pro-inflammatory cytokines which in turn act on CRC-
cells to secrete chemokines®™. These chemokines attract
immune cells which act on the tumor cell and its microen-
vironment, thereby multiplying the inflammatory effects
and subsequent tumor initiation and promotion'”.

Chemo-attractant cytokines play a key role in the
modulation of the immune system™. Chemokines are
thought to be responsible for recruiting immune cells.
They are actively involved in inflammation, tissue repair,
development of fibrosis and tumor growth™*’, Chem-
okines, comprise a set of low-molecular weight cytokines
(7-10 kDa), which play a key role in directing migration
and activation of leukocytes in the inflammatory proc-

27 . . .
esses”. Based on their primary structure, chemokines are

distinguished as C, CC, CXC or CX3C where “X” repre-
sents a non-conserved amino acid substitution™,

Several studies have been published to elucidate the
dual role of chemokines in promotion and inhibition of
angiogenesis“”. Of the CXC chemokines which regu-
late angiogenesis, CXCL1 promotes tumor angiogenesis,
whilst CXCL10 inhibits neo-vascularisation™""*?.

Based on these studies, we hypothesized that stromal
cells of the tumor microenvironment may release pro-
inflammatory cytokines (IL-1f, IFNy, and TNFa) EGF
which in turn act on CRC-cells to secrete chemokines
(CXCL1 and CXCL10). These chemokines in turn at-
tract inflammatory cells which influence on the tumor
cells and their microenvironment, thereby multiplying
the inflammatory effects and subsequent tumor initiation
and promotion.

Little is known about the effect of these pro-inflam-
matory mediators on the gene expression of chemokines
(CXCL1 and CXCL10) in the presence/absence of
KRAS mutation. Hence, the profile of cytokine (INFa,
IFNy and IL-1p) and pro- (CXCL1) and anti-angiogenic
(CXCL10) chemokine gene expression was examined in
view of the different mutations in CRC cell lines. It was
the aim of this study to further investigate the regulation
of these chemokines in CRC mutated and non-mutated
cell lines after administration of pro-inflammatory cyto-
kines (TNFa, IFNy and IL-1f). Finally, the role of these
chemokines was explored by knocking down the KRAS
gene in mutant (DLD-1) and wild type (Caco2) colorectal
cancer cell lines.

Our findings would give an insight into the interconnec-
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Table 1 List of human primers sequences used for polymerase chain reactions

Primer 5’—3’ forward 57—3’ reverse

Human B-actin CTG GCACCCAGCACAATG CCGATCCACACGGAGTACTTG
Human CXCL1 (GROa) GTGTGAACGTGAAGTCCCCC GCTGCAGAAATCAGGAAGGC
Human CXCLS8 (IL-8) ATGACTTCCAAGCTGGCCG GCTGCAGAAATCAGGAAGGC
Human CXCL10 (IP-10) CCAGAATCGAAGGCCATCAA CATTTCCTTGCTAACTGCTTTCAG
Human TNFa CCCAGGCAGTCAGATCATCTTC AGCTGCCCCTCAGCTTGA
Human IFNy CCAACGCAAAGCAATACATGA TTTTCGCTTCCCTGTTTTAGC
Human IL-18 AATTTGAGTCTGCCCAGTTCCC AGTCAGTTATATCCTGGCCGCC
Human TNFa Recl AGGAAGAACCAGTACCGGCAT TCTGTTTCTCCTGGCAGGAGA
Human IL1B Recl TGTTCAGGAGCTGAAGCCCAT AATTCACACAGCAGGACAG
Human IFNy Recl AAGAGCCGTTGTCTCCAGCAA TAAAGCGATGCTGCCAGGTTC

Human KRAS Codon 12 and 13

RAS A (Forward): 5 ACTGAATATAAACTTGTGGTCCATGGAGCT 3'

RAS B (Reverse): 5' TTATCTGTATCAAAGAATGGTCCTGCACCA 3'
RAS C (Reverse): 5' GGATGGTCCTCCACCAGTAATATGGATATT 3'

Human BRAF V600E

A-Allele (Forward): 5 AAAAATAGGTGATTTTGGTCTAGCTACTGTA 3!

T-Allele (Forward): 5' AAAAATAGGTGATTTTGGTCTAGCTACTGT 3'
(Reverse): 5' ACACTGATTTTTGTGAATACTGGGAACT 3'

TNFo:Tumor necrosis factor o; INFy: Interferon-y; IL-1f: Interleukin-1p.

tion of the tumour and its micro-environmental factors.

MATERIALS AND METHODS

Chemicals and antibodies

The chemicals used in the present study were of analyti-
cal/molecular biology grade and purchased from com-
mercial sources as follows: The recombinant cytokines
1L-1B, TNFa and IFNy were purchased from Roche
(Mannheim, Germany). The chemicals and solutions were
purchased from Sigma (Steinheim, Germany): aprotinin,
DL-dithiothreitol (DTT), EDTA, leupeptin, phenyl-
methylsulfonyl fluoride (PMSF), phorbol 12-myristate
13-acetate (PMA), phosphatase inhibitor cocktail 1 and 2,
thiourea, urea; from Merck (Darmstadt, Germany): Glyc-
erin, HCI; RPMI 1640 medium, foectal calf serum (FCS),
penicillin/streptomycin and phosphate buffered saline
were purchased from Biochrom AG (Berlin,Germany);
and from Bio-Rad (Munich, Germany): The protein as-
say kit and ampholytes (Bio-Lyte® 3/10) were obtained
from BIO-RAD (Munich, Germany): Primers, protector
RNAse inhibitor and 1x RT buffer were supplied by In-
vitrogen (Darmstadt, Germany). The FAST Sybr Green
master mix was purchased from Applied Biosystems
(Darmstadt, Germany) and moloney murine leukaemia
virus reverse transcriptase (M-MLV RT) from Promega
(Mannheim, Germany). A list of primers used in the
study is shown in (Tables 1 and 2). A list of all antibodies
used in this study is listed with its concentrations in (Table
3).

Cell culture conditions and stimulation
The human colon adenocarcinoma cell lines Caco2,
HT-29, Colo-320, Colo-205 and DILLD-1 were obtained
from DSMZ (Deutsche Sammlung von Mikroorganis-
men und Zellkulturen GmbH, Germany).

Caco?2 cells were grown in EMEM (Eagle’s minimal
essential medium), BioWhittacker, (Darmstadt, Germa-
ny) containing 20% fetal calf serum (FCS) supplemented
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with 100 U/mL each of penicillin and streptomycin and
1% non-essential amino acids at 37 'C and 5% COa.
DLD-1, HT-29, Colo-320 and Colo-205 were grown in
RPMI (Roswell Park Memorial Institute Medium) with
glutamin purchased from Biochrom AG (Berlin,Germa
ny);containing 10% FCS and 100 U/mL penicillin and
streptomycin at 37 ‘C and 5% COz Caco2, HT-29 and
DLD-1 cells were plated into six-well plates at a density
of 5 % 10’ cells per well for real-time polymerase chain
reactions (PCRs), Western Blot analysis and siRNA ex-
periments unless until stated and grown till they reached
70%-80% confluence. These cells were then stimulated
with IL-1B (1 ng/mL), TNFa (50 ng/mL) and IFNy (50
ng/ml) based on the type of experiments.

RNA isolation and real-time PCR

Total Ribonucleic acid (RNA) was isolated from cell
lysates by using Qiagen (Hilden,Germany) RNeasy mini
kit, according to the manufacturer’s protocol. The RNA
concentrations were determined photometrically using a
Gene Quant RNA/deoxyribonucleic acid (DNA) calcula-
tor Pharmacia, (Freiburg, Germany). RNA was subseque-
ntly used for real-time PCR. The cDNA was generated
by reverse transcription of 1pug of total RNA using 100
nmol/L of dNTPs from Invitrogen (Darmstadt, Get-
many), 50 pM of primer oligo(dT)15 Roche (Mannheim,
Germany), 200 units of (M-MLV) Moulony murine leu-
kemia virus reverse (Roche) transcriptase 16U of protec-
tor RNAse inhibitor (Roche) in 1 X RT buffer Invitrogen
(Darmstadt, Germany) and 2.5 mL of 0.1 mol/L dithio-
threitol (DTT) from Invitrogen (Darmstadt, Germany)
for 1 h at 40 °C as described””. Reverse transcription of
messenger RNA (mRNA) was performed using 1 pg of
total cellular RNA. To determine the mRNA expression
real-time PCR was carried out using human gene-specific
primers Invitrogen GmbH (Karlsruhe, Germany). Pri-
mers sequences are given in (Tables 1 and 2) for in an
ABI Prism 7000 sequence detection system. PCR re-
action was set up with Sybr® Green PCR Master mix
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Table 2 List of KRAS siRNA sequences for knockdown

KRAS siRNA sequence 5’ >3’ forward 57 -3’ reverse

Sequence 1 GCAAGUAGUAAUUGAUGGA UCCAUCAAUUACUACUUGC
Sequence 2 ACAGGCUCAGGACUUAGCA UGCUAAGUCCUGAGCCUGU
Sequence 3 GCAAGAAGUUAUGGAAUUCUA GAAUUCCAUAACUUCUUGCUC

Table 3 List of antibodies used in Western blotting analysis

Primary antibody Origin Dilutions primary Ab Provider
B-actin Mouse 1:5000 Sigma aldrich
CXCL1/GROwo. Goat 1:500 R and D system
CXCL10/1P-10 Goat 1:500 Rand D system
CXCL8/IL-8 Goat 1:500 R and D system
MAPK1 (ERK1/2) Rabbit 1:1000 Cell signalling
IkBa Rabbit 1:10000 Abcam
KRAS Rabbit 1:1000 ABBIO technology

from Invitrogen (Darmstadt, Germany) containing 0.3
umol/L primers each and 1 puL of RT-product in 25 uL
volume. A two-step amplification protocol was chosen
consisting of initial denaturation at 95 “C for 10 min fol-
lowed by 45 cycles with 15 s denaturation at 95 “C and 30
s annealing/extension at 60 “C. Finally, a dissociation pro-
tocol was performed to control specificity of amplifica-
tion products. The results were normalised to the house
keeping gene, and fold change expression was calculated
using threshold cycle (Ct) values. Beta actin was chosen
as house keeping gene its expression remained stable tho-
ughout the study.

Western blotting

Proteins were isolated from the cell lysate at the differ-
ent time points and Western blotting was performed as
described previously™. Briefly, protein contents were cal-
culated by the Commassie Protein Assay BIO-RAD (Mu-
nich, Germany). 20 pg of total protein were loaded on a
4%-12% Nu-PAGE Bis-Tris Invitrogen (Darmstadt, Ger-
many) gel and separated after 2 h electrophoresis at 80
V. After the transfer of gel into nitrocellulose membrane
in a semi-dry apparatus at 30 V for 1.5 h, the membran-
es were blocked in 5% (non-fat dried milk), and blotted
with primary antibodies overnight at 4 ‘C. The secondary
antibodies were horse raddish peroxidase conjugated goat
anti-rabbit and goat anti-mouse immunoglobulins Dako
(Hamburg, Germany) diluted at 1:1000. Membranes were
developed with the ECL chemiluminescence Kit purcha-
sed from Amersham Pharmacia Biotech (Freiburg, Get-
many). 3-actin was used as an internal loading control.

RNA interference

Two colorectal cancer cells DLLD-1 and Caco2 were plated
in 24 wells at a density of 5 X 10" cells per well. About
70% confluency were confirmed before transfection with
small interferring RNA (siRNA) oligonucleotides. All the
synthetic siRNAs sequences were designed in our labora-
tory and synthesized by Eurofins MWG Operon (Eb-
ersberg, Germany). Transfection reagent Lipofectamine
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from Invitrogen (Darmstadt, Germany) according to
the standard protocol of the manufacturer parameters
were optimized for each cell line prior to validation
according to the instructions given in the transfection
reagent handbook. Briefly, for triplicate transfections,
siRNA and Lipofectamine from Invitrogen (Darmstadst,
Germany) were diluted in 100 pl. DMEM from Gibco
(Grand Island, United States) without serum and incu-
bated for 10 min at room temperature. After cell culture
medium removal, 500 pl. fresh medium and 100 pL
transfection complexes wetre added per well. Cells were
incubated for 48 and 72 h before analyzing the degree
of knockdown. 20 nmol/L siRNA (6 uL) and 10 nmol/
L lipofectamine (12 pl.) which was considered to be
a combination which resulted in an acceptable KRAS
knock down after 48 and 72 h incubation time for the
following experiments. Transfection performance was
monitored using a validated scrambled siRNA control
Qiagen (Hilden, Germany). The experiments were pet-
formed in three replicates for both cell lines. KRAS
was determined by real time PCR and at protein level
through Western blotting. A list of the KRAS siRNA
sequences is shown in Table 2.

Statistical analysis

The data were analyzed using Prism Graph pad 5 softwa-
re (San Diego, United States). All experimental errors are
shown as SEM. Statistical significance was calculated by
one way ANOVA test and Student’s / test. Significance
was accepted at P < 0.05. Densitometry of the Western
blotting was analyzed with the Image-] software (NIH).
Results are shown as mean F SD. Significant difference
was accepted at P < 0.05 against control group and calcu-
lated according to the Student ~test.

RESULTS

Basal changes in mRNA expression of acute phase
cytokines in intestinal epithelial cell lines

The gene expression of major cytokines (INFa, 1L-
1B and IFNy) was studied at basal level in five CRC cell
lines. Previously, it has been published that intestinal
epithelial cell lines (IECs) depending on their origin and
maturity may have a different and distinct pattern of che-
mokine/cytokine expressionpsj. Using gene specific prim-
ers the real time PCR data showed that the basal mRNA
expression of TNFq, normalised to [B-actin expression,
was highest in Caco2 (Wt) followed by HT-29 (BRAF)
and the lowest expression was observed in the DLD-
1(KRAS) cell line (Figure 1A; P < 0.05). The highest IL-
1B expression was observed in both BRAF mutated cell
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Figure 1 Basal mRNA expression of acute-phase cytokines in different intestinal epithelial cell-lines. A: Tumor necrosis factor-o. (TNF-a.); B: Interleukin (IL-B);
C: Interferon-y (IFN-y); D: Interleukin-6 (IL-6). The mutation is given in parenthesis. 5 x 10° cells were plated into 6 well plates and grown for 24 h. The cells were
harvested, total RNA was isolated and first strand cDNA was prepared from 1 pg of total RNA. Ct values were normalized to 3-actin as a housekeeping gene. The
results were compared with the fold changes of Caco2 mRNA expression, taken as a control. Results represent mean + SE (°P < 0.05 vs Caco2 analyzed by one way

ANOVA, 1= 4).

lines HT-29 and Colo-205, followed by the two wild type
Colo-320 and Caco?2 cell lines respectively. The lowest ex-
pression for IL-1f was found in DLD-1 (KRAS) (Figure
1B; P < 0.05). To summarize, basal expression was very
low in the KRAS mutated cell line DLLD-1 for the pro-
inflammatory cytokines (TNFo and IL-1f3). Moreover,
IFNy and IL-6 showed no expression in any of the cell
lines (Figure 1C, D).

Basal changes in mRNA expression of acute phase
cytokine receptors in IECs

The basal level of cytokine receptor mRNA expression
in the five cell lines revealed that Colo-205 and HT-29
(BRAF mutated) have the highest expression of TNFa
Recl (Figure 2A; P < 0.05). IL-1B Rec was found in
Caco2 (Wt) followed by DLD-1 (KRAS) and Colo-205
(BRAF) (Figure 2B; P < 0.05). Even though IFNy did

not show any expression for the five cell lines at the basal
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level. However, IFNy Recl showed the maximum expres-
sion in Colo-205 and HT-29 (BRAF) followed by Caco2
(Wt) in comparison with TNFa Recl and IL-1f3 Rec 1.
(Figure 2C; P < 0.05).

Basal mRNA expression of proinflammatory chemokines
(CXCL1,CXCL8 and CXCL10) in colorectal cell lines

The differences in the basal level of mRNA expression
of chemokines were studied in five different cell lines.
The mRNA expression of CXCL1 was significantly
higher in the mutated cell lines HT-29 (BRAF) followed
by Colo-205 (BRAF) and DLD-1 (KRAS) (Figure 3A, B;
P < 0.05). However, the expression was low in the wild
type cell lines Caco2 and Colo-320. In contrast, CXCL10
mRNA was significantly increased in the wild type cell
lines Caco2 and Colo-320. It was found that CXCIL10
mRNA expression was lowest in the mutated cell lines

(HT-29, DLD-1 and Colo-205) (Figure 3C; P < 0.05).
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Figure 2 Basal mRNA expression of cytokine receptors in intestinal epithe-
lial cells. A: Tumor necrosis factor-o. (TNFa)- Rec1; B: Interleukin-14 (IL-1B); C:
Interferon-y (IFNy)-Rec1. 5 x 10° cells were plated into 6 well plates and grown
for 24 h. The cells were harvested, total RNA was isolated and first strand cDNA
was prepared from 1 ug of total RNA. Ct values were normalized with 3-actin
as a housekeeping gene. The results were compared with the fold changes of
Caco2 mRNA expression, taken as a control. Results represent mean + SE (°P
<0.05,°P < 0.01 vs Caco2 analyzed by one way ANOVA, n = 4).
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Figure 3 Basal mRNA expression of chemokines in intestinal epithelial
cells. A: CXCL1; B: CXCL8; C: CXCL10. 5 x 10° cells were plated into 6 well
plates and grown for 24 h. The cells were harvested, total RNA was isolated and
first strand cDNA was prepared from 1 ug of total RNA. Ct values were norma-
lized with B-actin as a housekeeping gene. The results were compared with the
fold changes of Caco2 mRNA expression, taken as a control. Results represent
mean = SE (°P < 0.05, °P < 0.01 vs Caco2 analyzed by one way ANOVA, n = 4).
CXCL1: Chemokine (C-X-C motif) ligand 1.
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Figure 4 Regulation of CXCL1 mRNA expression by cytokine in intestinal epithelial cells. A: Relative transcript expression of chemokine (C-X-C motif) ligand
(CXCL)1/Gro-alpha in unstimulated cell-lines; B: Relative transcript expression of CXCL1/Gro-alpha in tumor necrosis factor-o. (TNFau) stimulated cell-lines; C: Relative
transcript expression of CXCL1/Gro-alpha in interleukin (IL)-1beta stimulated cell-lines; D: Relative transcript expression of CXCL1/Gro-alpha in interferon (IFN)-gamma
stimulated cell-lines. [5 x 10° cells were plated into 6 well plates and grown for 24 h and then stimulated with tumor necrosis factor o (50 ng), interleukin-1p (1 ng), and
interferon-y (50 ng)]. The cells were harvested, total RNA was isolated and first strand cDNA was prepared from 1 pg of total RNA. Ct values were normalized with 3-actin

as a housekeeping gene. Results represent mean + SE (°P < 0.05 vs non-stimulated zero controls) analyzed by one way ANOVA, n = 3).

Regulation of CXCL1 mRNA expression by cytokines
Three cell lines with two different mutations DLD-1
(KRAS), HT-29 (BRAF) and Caco2 (Wild type) were ex-
amined for the time kinetics of CXCL1 mRNA expres-
sion and protein secretion. The cytokines were adminis-
tered at the following concentrations: IL-13 (1 ng/mL),
TNFa (50 ng/mlL) and IFNy (50 ng/mL) were adminis-
tered to IECs.

Under control conditions (Figure 4A), CXCL1 mRNA
expression did not change over the experiment. CXCL1
mRNA was inducible early at 1h after stimulation with
TNFa in DLD-1 (KRAS) (310 % 2.18 fold), followed by
HT-29 (BRAF; 36.15 + 3.28 fold), whereas no change
was detected in CXCL1 mRNA expression in the Caco2
cell line. The induction by TNFq, of CXCL1 in HT-29
was milder as compared to DLD-1 but lasted until 8 h
after stimulation, while in DLD-1 it lasted only until 2 h
at high levels (Figure 4B; P < 0.05). IL-1f3 induced the
highest gene expression of CXCL1 in HT-29 (BRAF;
46.42 + 5.98 fold), followed by DLD-1 (KRAS; 21.19 *
0.37 fold), However, in Caco2 (Wt) IL-1p did not affect
the CXCL1 gene expression (Figure 4C; P < 0.05). IFNy
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stimulation showed a delayed increase of CXCL1 gene
expression in Caco2 (Wt; 346.84 £ 23.01 fold) which was
highest at 24 h, followed by HT-29 (BRAF; 14.43 £ 2.50
fold) at 8 h (Figure 4D; P < 0.05).

Changes in the protein expression of CXCL1 in
colorectal cancer cell lines Caco2 (Wt), DLD-1 (KRAS)
and HT-29 (BRAF) by cytokines (TNFc, IL-13 and IFNy)
The effect of cytokine stimulation on CXCL1 was fur-
ther analysed at protein level by Western blotting (Fig-
ure 5A-C) in Caco2 (Wt), DLD-1 (KRAS) and HT-29
(BRAF) cell lines. Western blotting analysis was pet-
formed by using anti-CXCL1 antibody to confirm the
changes occurring at mRINA level and to document the
protein expression of CXCL1 chemokine in IECs over
the time.

TNFo stimulation: The CXCL1 protein secretion un-
der control conditions did not vary to a greater extent
in the analysed cell lines. Similar to what was observed
at mRNA level, DLD-1 showed a significant and early
increase at 1h and a maximum at 2h after TNFo stimula-
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Figure 5 Caco2 (Wt), DLD-1 (KRAS) and HT-29 (BRAF) Western blotting analysis. The bands represent chemokine (C-X-C motif) ligand (CXCL)-1 protein expres-
sion (upper panel) at different time points after stimulation of Caco2 (A), DLD-1 (B) and HT-29 (C) cell lines with tumor necrosis factor-a (TNFa) (50 ng/mL), interleu-
kin (IL)-1beta (1 ng/mL) and interferon (IFN)-gamma (50 ng/mL) compared to the loading control betabb-actin (lower panel).

tion compared to the baseline conditions. In contrary to
mRNA level, an increase in CXCL1 was detected with a
maximum at 8 h in the Caco2 cell line in comparison to
their controls. The HT-29 cell line showed an increase at
2 h and 8 h followed by decrease at 24 h as compared to
respective controls. The data demonstrates that TNFq,
at protein level also showed significant increase in KRAS
mutated cell line (DLD-1).

IL-1f stimulation: Similar to the mRNA expression, IL-
1B induced a significant protein level of CXCL1 in all the
studied cell lines. Among them, an increase in Caco2 was
the most pronounced at 2 and 8 h compared to untreated
cells. However, a statistically significant expression was

detected in all studied time points as was also observed
for HT-29 and DLD-1 after IL-1 stimulation.

IFNy stimulation: Likewise regarding mRNA expres-
sion, a clear gradual increase for CXCL1 in Caco2 was
observed after IFNy stimulation. This increase was at its
maximum by 8 h in Caco2. HT-29 (BRAF) and DLD-1
(KRAS) also showed an increase with a maximum at 2h
after IFNy stimulation (Figure 5A-C).

Taken together, a significant increased protein level of
CXCL1 was observed by treatment of cytokines (TNFa,
IL1-B and IFNy) in all studied cell lines Caco2(Wt),
DLD-1 (KRAS) and HT-29 (BRAF). However, we could
observe a difference among some cytokines treatments
and cell lines between the mRNA and protein expression.
It might be due to the secretory nature of proteins which
makes it difficult to compare CXCL1 protein expression
to mRNA expression in mutated and wild type cell lines,
as the proteins might be released into the supernatant.
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Regulation of CXCL10 mRNA expression by cytokines
CXCL10 showed a distinct expression after cytokine
stimulation in each cell line. The mRNA expression un-
der control conditions showed no difference in the cell
lines during the study (Figure 6A). TNFo induced the
maximum CXCL10 gene expression in HT-29 (BRAF;
163.14 £ 0.1 fold) after 8 h. In DLD-1 (KRAS) and
Caco2 (Wt) cell lines a low CXCL10 mRNA expression
was observed (Figure 6B; P < 0.05).

IL-1B treatment showed a maximum CXCL10 gene
expression in HT-29 (BRAF) (49.72 £+ 6.25 fold) follo-
wed by Caco2 (Wt) (36.86 £ 5.13 fold) with a maximum
expression at 2h, whereas DLD-1 only showed mild
changes compared to non-stimulated controls (Figure 6C;
P <0.05).

In our experiment, IFNy significantly enhanced
CXCL10 mRNA expression in mutated cell lines HT-29
(BRAF; 15361.19 + 2974.33 fold) followed by DLD-1
(KRAS; 597.71 £ 064.62 fold) in contrast to the wild type
cell line Caco2 (Wt; 45.75 £ 1.44 fold) (Figure 6D; P < 0.05).

Changes in the protein expression of CXCL10 in
colorectal cancer cell lines Caco2 (Wt), DLD-1 (KRAS)
and HT-29 (BRAF) by cytokines (TNFc, IL-13 and IFNy)
The Western blotting analysis of CXCL10 revealed weak
expression for all the cell lines under control conditions
(Figure 7A-C).

IL-1B stimulation showed no significant changes in
any of the three cell lines.

HT-29 showed a highly significant increase due to
TNFq, after one hour and reaching at its maximum by
24 h.

Also IFNy stimulation increased CXCL10 expression

March 21,2014 | Volume 20 | Issue 11 |
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Figure 6 Time Kinetics of chemokine (C-X-C motif) ligand 10 mRNA expression in intestinal epithelial cells. 5 x 10° cells were plated into 6 well plates and
grown for 24 h (A) and then stimulated with tumor necrosis factor-o. (TNFa) (B, 50 ng), interleukin (IL)-1B (C, 1 ng), and interferon (IFN)-y (D, 50 ng). The cells were
harvested, total RNA was isolated and first strand cDNA was prepared from 1 ug of total RNA. Ct values were normalized with 3-actin as a housekeeping gene. Re-
sults represent mean + SE (°P < 0.05 vs non-stimulated zero control) analyzed by one way ANOVA, n = 3). CXCL: Chemokine (C-X-C motif) ligand.

in HT-29 at early 1h and the same expression was found
throughout the study (Figure 7A-C).

KRAS mRNA and protein expression in DLD-1 and
Caco2 after KRAS knockdown

For down-regulation of KRAS expression in DLD-1
(KRAS) and Caco2 (Wt) cells, KRAS-specific siRNA
was used in transfection studies. Two human colorectal
carcinoma cell lines DILD-1 and Caco2 were chosen to
examine the different effects of KRAS knockdown in
a wild type compared to a KRAS mutated cell line after
48 h and 72 h in comparison to the scrambled siRNA.
The results revealed that siRNAs down-regulated KRAS
mRNA expression after 48 h in DLD-1 (25%) and Caco2
(20%), respectively. After 72 h, incubation with siRNA
significantly reduced KRAS mRNA expression to appro-
ximately DLD-1 (55%) and Caco2 (58%), respectively
(Figure 8A, B; P < 0.05).

The silencing of KRAS was more pronounced at
protein level compared to mRNA data. By using a KRAS
antibody, Western blotting analysis of three independent
experiments revealed a significant reduction in KRAS
protein expression in the DLD-1 cell line. The most pro-
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nounced inhibition was observed at 48 h (67% KRAS
knockdown) and 72 h (85% KRAS knockdown) after
siRNA transfection (Figure 8C, E).

Similar results were also detected in the Caco2 cell line
with a maximum at 48 h (67% KRAS knockdown) and af-
ter 72 h (62% KRAS knockdown) (Figure 8D, F; P < 0.05).

Changes in chemokine mRNA expression due to KRAS
knockdown in DLD-1 and Caco2

To further explore the consequences of decreased KRAS
expression due to KRAS siRNA silencing, we studied the
chemokine gene expression at mRNA level.

In the DLD-1 cell line, a significant decrease in CXCL1
mRNA level was detected at 72 h (0.31 + 0.07 fold; P < 0.05
vs scrambled control) after transfection. Similarly CXCL10
also showed a decreased (0.30 £ 0.08 fold; P < 0.05 »s
scrambled control) gene expression after 72 h transfection
due to KRAS inhibition (Figure 9A, B; P < 0.05).

Contrary to DLD-1 (KRAS), in Caco2 (Wt) cells, the
KRAS knockdown resulted in significant up-regulation of
CXCL1 (9.79 £ 3.6 fold; P < 0.05 »s scrambled Control),
and CXCL10 (18.40 % 12.80 fold; P < 0.05 25 scrambled
Control) mRNA expression after 72 h transfection (Figure

March 21,2014 | Volume 20 | Issue 11 |



Khan S et a/. Chemokines gene expression in CRC cell-lines

CSPC Exhibit 1033
Page 10 of 17

A Caco2 (Wt) B DLD-1 (KRAS) C HT-29 (BRAF)
Control - - .
TNFa - ——— —— — R

IL-1p e -

IFNy e
1 2 4 8 24 1 2

Control |

CXCL10

e — —
8 24 (h) 1 2 4 8 24 (h)

- e e SR SEER )
B-actin
0 (43 kDa)

8 24 (h) 1 2 4 8 24 (h)

Figure 7 Shows Caco2 (Wt) (A), DLD-1 (KRAS) (B) and HT-29 (BRAF) (C) Western blotting analysis. The cytokines interleukin-1p (1 ng/mL), tumor necrosis fac-
tor o (50 ng/mL) and interferon-y (50 ng/mL) were stimulated to the cells and the total cell lysates was isolated and 20 ug were separated by 15%-20% NuPAGE Bis-
Tris gel electrophoresis, blotted and probed with chemokine (C-X-C motif) ligand (CXCL) 10 antibody. B-actin (43 kDa) was analyzed as an internal control.

9C, D; P <0.05).

To summarize, the results indicate a change in cytoki-
ne-gene expression of both cell lines after KRAS inhibi-
tion. Moreover, CXCL1 and CXCL10 showed an opposite
expression in the two cell lines.

Changes in protein expression of MAPK1 and lcBa: due
to KRAS knockdown in DLD-1 (KRAS) and Caco2

To further evaluate the reason of change in chemokine
gene expression by KRAS-knock down in both DLD-1
and Caco2 cell lines, transcription factors MAPK1 and
IkBa were analysed at protein level (Figure 10A, D).
MAPKTI specific protein band was detectable at 44 kDa
in DLD-1 and Caco2 cells. The MAPK1 desitometric
analysis of three experiments showed no significant
change after 48 h and 72 h by KRAS reduction. The data
suggested that inhibition of KRAS has no significant ef-
fect in either cell lines for MAPK1 (Figure 10B, E).

To analyse the activation of the NF-kB pathway, cell
lysates were analyzed for changes in the level of total
IkBal (subunits of NF-kB), as phosphorylation of the
p65 subunit and the degradation of IkBa are known
to be associated with activation of the NF-xB classical
pathway™. However, inhibition of KRAS expression by
siRNA affects significantly the levels of IxkBa in Caco2
(Figure 10F). Our results revealed that after 48 h of
transfection, it reduced IkBa protein level to 46% and
approximately 70% after 48 h and 72 h respectively. Fur-
thermore, a non-significant decrease in DLD-1 was also
detected after KRAS gene knockdown (Figure 10C).

DISCUSSION

Chronic inflammation drives cancer development through

(49

Boiohidengs  WIG | www.wjgnet.com

tissue damage and release of pro-inflammatory media-
tors””. Tt is known that cytokine stimulation of tumor
cells can cause the tumor to produce growth factors,
inflammatory mediators (Z.e., chemokines) and proan-
glogenic factors™. The tumor is thus able to influence
and maintain its own microenvitonment, which includes
immune cells, sttromal cells and microvessels. It can be
hypothesized that different mutations caused during
tumorigenesis might drive a varying microenvironment.
KRAS and BRAF mutation has been reported in ap-
proximately 50% of CRCs. For lung tumors, it has been
shown that KRAS activation generates a proinflammatory
microenvironment which may promote tumor growth
and invasion””. Similar data have also been reported for
pancreatic cancer™. Recently, a RAS-mutation dependent
behaviour of CRC cell lines after exposure to inflamma-
tory mediators was documented". The significance of
WT, KRAS and BRAF mutational status for chemokine
production of the various CRC cell lines has not been
studied so far. Hence, the aim of our study was to inve-
stigate the influence of different CRC-mutations in view
of the regulation and induction of inflammatory cytoki-
nes and chemokines.

A panel of cytokines (TNFaq, IL-1f, IFNy and 11.-6)
and cytokine receptors, which are more commonly in-
volved in the tumor control and progression in colorectal
carcinoma cell lines, was evaluated. We showed a low
basal transcript expression of TNFq and IL-1f in the
KRAS mutated (DLD-1) cell line, compared to wild type
(Caco2). No detection at basal level was found for 1L.-6
and IFNy in any of the studied cell lines. In contrast, the
pro-angiogenic chemokines CXCL1, CXCLS8 showed a
high constitutive expression in mutated cell lines DLD-1
(KRAS), HT-29 and Colo205 (BRAF), compared to wild

March 21,2014 | Volume 20 | Issue 11 |
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Figure 8 The figure shows the results of KRAS inhibition from transient transfection of KRAS siRNA in DLD-1 and Caco2 cell lines at RNA and protein lev-
el. A-D: Relative expression of KRAS at RNA-level by RT-PCR (A and B) and protein expression by Western blotting (C and D) at 48 h and 72 h after KRAS inhibition;
E, F: Note the significant down-regulation of KRAS at 48 and 72 h at protein level by densitometric analysis in both, DLD1 and Caco?2 cell-lines. Changes are shown in
percent, compared to scrambled siRNA. Data are presented as mean + SE of 3 independent experiments with double confirmation. °P < 0.05 vs scrambled 72 h.

type (Caco2). However, the anti-angiogenic chemokine
(CXCL10) showed a high basal expression in wild type,
compared to the mutated cell lines. The high basal ex-
pression of pro-angiogenic chemokines together with
a low basal expression of inflammatory cytokines in
mutated cell lines implies that these cell-lines became in-
dependent of external pro-inflammatory stimuli. A pro-
angiogenic microenvironment promotes neovascularisa-
tion and as a consequence facilitates metastasis'
Treatment with pro-inflaimmatory cytokines showed
an induction of CXCL1 gene expression in mutated, and
to a lesser extent in wild type cell lines at mRNA and pro-
tein level. The most pronounced and quick induction of
CXCL1 gene expression was detected after TNFo, stimu-
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lation in DLD-1 (KRAS-mutated) followed by HT-29
(BRAF-mutated) compared to Caco2 (Wt). Similar results
were found after treatment with IL-1f which induced the
maximum gene expression of CXCL1 in HT-29 followed
by DLD-1; a minor but significant increase was also
found in Caco2 (Wt).

CXCL10 at mRNA level were significantly induced
by IFNy in the mutated cell lines HT-29 followed by
DLD-1, in comparison to wild type (Caco2).

A decreased CXCL1 and CXCL10 gene expression
was detected in the DLD-1 (KRAS) cell line in compari-
son to wild type (Caco2) at 72h after KRAS silencing.
The specific KRAS inhibition resulted in an up-regulation
of CXCL1 and CXCL10 and induction of the NF-xB
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Figure 9 Transient transfection of KRAS siRNA in DLD-1 (KRAS) and Caco2 (Wt) cell line. Expression of chemokine (C-X-C motif) ligand (CXCL)-1/Gro-alpha (A)
and CXCL10/IP-10 (B) in the DLD-1 (KRAS-mutant) cell-ine. Expression of CXCL-1/Gro-alpha (C) and CXCL-10/IP-10 (D) in the Caco2 (WT) cell-line. 5 x 10° cells
were plated into 24 well plates and grown for 24 h and then transfected with KRAS siRNA or scrambled (20 nmol/L) for 72 h. Real time PCR was performed for chem-
okine CXCL1 and CXCL10 with gene specific primers and the expression was normalized to -actin expression measured in the same sample as an internal control.
Data presented are the mean + SE of 4 independent experiments with double confirmation. °P < 0.05 vs scrambled 72 h.

pathway in wild type (Caco2) cell line.

Inflammatory cytokines play an important role in
CRC", Significant differences were observed for basal
TNFa and IL-1B expression between mutated (IKKRAS
and BRAF) and non-mutated CRC cell lines. A pro- as
well as anti-cancer role of TNF has been described' .
This anticancer effect is multi-factorial as TNF can cause
vascular necrosis, tumor necrosis and has a direct apop-
totic effect on tumor cells™™. Gene expression of TNFa
was found to be the lowest in KRAS and BRAF mu-
tated cell lines compared to non-mutated cells. Based on
these data, it could be suggested that a reduction in basal
TNFa level in mutated cell lines compared to wild type
cell lines could be related to a reduced cell necrosis and
apoptosis in this rapid turnover system. In other words,
reduction in TNF expression might help mutated cells to
survive in a rather hypoxic tumor microenvironment.

Similar results were obtained for IL-1f basal expres-
sion with the exception of BRAF mutated cell lines
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which showed an induction of IL-1f compared to KRAS
mutated or non-mutated cell lines.

Another important aspect of the current study was the
absence of IFNy and I1.-6 at basal mRNA level. However,
IFNy and 11.-6 cytokine receptors were detected, as were
TNFq and IL-1f receptors at basal level. The presence
of the receptors points to a functional cytokine sensitiv-
ity. A role of 1L-6 in tumor progression has already been
described™. In fact, interferons are proteins involved in
many functions including, apoptosis, cell cycle control
and they act as mediators of other cytokines"**, IFNy is
known for anti-proliferative and furthermore anti-tumor
activity in CRC™, The lack of detection of these main
pro-inflammatory cytokines in any of the studied cell lines
could explain that tumor cells are able to promote their
microenvironment according to their needs. Additionally,
IFNy might induce the anti-tumorigenic role of TNF"
and the absence of IFNy might thus prevent TNF-
induced classic apoptosis pathway. Reduced expression of
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CSPC Exhibit 1033
Page 13 of 17

Khan S et a/. Chemokines gene expression in CRC cell-lines

A DLD-1 (KRAS) D Caco2 (Wt)
MAPK1 — S| 4 kDa markl o TR ‘ 44 kDa
IkBa 41 kDa [kBo A o— w—  @— 4] (Da
T S ——E S S L el e —— U
48h 72 h 48h 72 h 48h 72 h 48h 72 h
Scrambled SiRNA Scrambled SiRNA
B 200 MAPK1 E 200 MAPK1
150 |- 150
(V] (V]
{=)] {=)]
f= f=
© o
S 100 - S 100
(0] (0]
j=)] j=)]
< <
X X
50 |- 50
0 S o > NS 0 N S (S
0 A 0 AN A 0 AN
B K B Av K & AV
AN AN AN
N AV N AV
150 IxB 300 T kB
C KB F a KBa a
100 200
(0] (0]
{=)] {=)]
f= C
© ©
5 5
(V)] (V]
(=2} (=2}
<< <<
X 50 - X 100 +
0 0
> (S > \a > (o S &
o & o & o & o N
N S N S N & S Q
@ AN @ AN @ AN @ AN
(\é’ ) (\éi ,\q, (\é} R \(\9(/ /\'\/
b Av R A

Figure 10 Effect of MAPK1 and IkBo. protein expression in DLD-1 and Caco2 cells after KRAS knockdown. Proteins (20 ng) from whole-cell lysates were
size-fractionated by SDS-PAGE and transferred on to membranes, and incubated with antibodies as indicated. Representative Western blotting of mitogen-activated
protein kinase (MARK)-1 (44 kDa) and liBa. (41 kDa) proteins in DLD-1 cells (A) and Caco2 cells (D). Densitometric analysis of MAPK-1 (B and C) and IkBa. proteins (E
and F) in DLD-1 cells and Caco2 cells. Proteins were densitometrically quantified and expressed as percent increase or decrease compared with scrambled controls.
Equal loading of total proteins were ensured by B-actin (43 kDa). Data presented are the mean + SE of 3 independent experiments with double confirmation. *P < 0.05

vs scrambled.

TNFq in mutated cell lines and the complete abolishment
of IFNy expression in our data could be associated with
increased tumor progression as has been suggested above.
Chemokines are known to attract leukocytes during
stress conditions”” and promote tumor development”,
According to our results, the increased gene expres-
sion of CXCL1 and CXCLS8 as well as the decreased
CXCL10 gene expression in KRAS and BRAF mutated
cell lines compared to wild type (Caco2 and Colo-320)
cell lines indicates the likely existence of a specific micro-
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environment depending on the mutation status. Previous-
ly, CXCL1 protein secretion was found to be enhanced
in a highly metastatic cell line as compared to a cell line
with low metastatic potential”ol. This is in accordance
with our results. Recent studies have also shown a differ-
ence of chemokine expression in intestinal epithelial cells
of normal and IBD patients[sm. The levels of chemokine
expression also correlated well with activity of the dis-
ease. Some differences were found in chemokine expres-
sion between ulcerative colitis (UC) and Crohn’s disease
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CcDy™, suggesting that they share common inflamma-
tory pathways.

Moreover, in the tumor microenvironment, the bal-
ance between pro-and anti-angiogenic chemokines may
determine the degree of angiogenesis and the ensuing
tumor progression.

In our experiments, TNFo and IFNy were the main
inducers for CXCL1 and CXCL10 gene expression in
mutated cell lines compared to the wild type (Caco2) cell
line. However, an exception was observed for CXCL8
which showed a higher induction in wild type than in mu-
tated cell lines after IL1[3 administration.

To understand the possible role of KRAS and the
consequences of inhibiting its activity or expression in
colorectal cancer cell lines, a KRAS knockdown experi-
ment was performed in KRAS-mutant (DLD-1) and
wild type (Caco2) cell lines. Specific siRNA inhibition of
the KRAS gene in a KRAS-mutated cell line (DLD-1)
showed a reduced gene expression of the chemokines
CXCL1 and CXCI.10.

These results support that mutation of the RAS gene
in colon cancer influences gene regulation of chemokines
which is in accordance to previous reports. A previous
report stated a reduced expression of chemokines after
mutant KRAS inhibition in a human cancer cell line”".
Furthermore, a stable knockdown of oncogenic KRAS
led to reduced proliferation rates and anchorage inde-
pendent growth in lung adenocarcinoma cell lines™

It suggests that mutant KRAS may affect the chem-
okine levels by shifting to additional pathways. An up-
regulated chemokine levels mean increased recruitment
of immune cells or stromal cells which are known to play
a role in tumor growth and metastasis” .

A large fraction of CRC tumors and cell lines exhibit
constitutive activation of transcription factors that are
essential components of multiple inflammatory pathways
such as NF-kB and MAPK1" which can be acivated
by inflammatory cytokines”™ ",

A previous study reported that inhibition of NF-kB
pathway reduces chemokine gene expression which could
imply a pharmacological importance in treating IBD™.
These results are in accordance with our study, where
inhibition of KRAS by the siRNA approach induced
NF-kB (reduced IxBa-level) followed by an increase
in chemokine gene expression in the wild type cell line
(Caco2).

To summarize the data, basal chemokine gene expres-
sion for pro-angiogenic chemokines was high in mutated
as compared to wild type cell lines. Furthermore, cytokine
treatment induces the expression of pro-angiogenic
(CXCL1) and anti-angiogenic (CXCL10) chemokines dif-
ferentially in mutated cell lines compared to wild type.

Our findings give an insight into the interconnection
of the tumor and its microenvironmental factors. A pro-
angiogenic microenvironment promotes neovascularisa-
tion and as a consequence facilitates metastasis”. The
pro-angiogenic microenvironment in mutated CRC cell
lines might thus be prognostic for a more aggressive and
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pro-metastatic tumor behaviour, predictive for the use
of anti-angiogenic therapies. It is known, that wild type
mutational status is an important predictor of anti-EGF-
receptor therapieslS7J. In the head-to-head comparison
of the FOLFIRI chemotherapy with anti-EGER or anti-
VEGF-supplementation, patients with RAS-mutant tu-
mors seem to benefit from anti-VEGF therapy in view
of the progression free survival. However, these data still
need further validation. The results of this study may
be helpful to build a rationale for the understanding of
microenvironment remodelling and tumor-microenvi-
ronment interactions in view of the different mutations.
It may help to rationalize the choice of molecular targets
for suitable therapeutic investigation in clinical studies.
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sion. Hence the presence of these mutations suggests that mutant KRAS may
affect the chemokine levels by shifting to additional pathways.

Innovations and breakthroughs

Their data suggests that mutant KRAS may affect the chemokine levels by shift-
ing to additional pathways. In addition an upregulated chemokine levels mean
increased recruitment of immune cells or stromal cells which are known to play
a role in tumor growth and metastasis. The current study build a rationale for
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The study is interesting and well addressed. The point is clearly made.

March 21,2014 | Volume 20 | Issue 11 |



REFERENCES

1

10

11

12

13

14

15

16

17

18

19

20

Weitz J, Koch M, Debus J, Hohler T, Galle PR, Biichler MW.
Colorectal cancer. Lancet 2005; 365: 153-165 [PMID: 15639298
DOI: 10.1016/50140-6736(05)17706-X]

Cappell MS. Pathophysiology, clinical presentation, and man-
agement of colon cancer. Gastroenterol Clin North Am 2008; 37:
1-24, v [PMID: 18313537 DOI: 10.1016/j.gtc.2007.12.002]

Shaw P, Tardy S, Benito E, Obrador A, Costa J. Occurrence
of Ki-ras and p53 mutations in primary colorectal tumors.
Oncogene 1991; 6: 2121-2128 [PMID: 1945416]

Sheng H, Shao ], Williams CS, Pereira MA, Taketo MM,
Oshima M, Reynolds AB, Washington MK, DuBois RN,
Beauchamp RD. Nuclear translocation of beta-catenin in he-
reditary and carcinogen-induced intestinal adenomas. Carci-
nogenesis 1998; 19: 543-549 [PMID: 9600336 DOI: 10.1093/ car-
cin/19.4.543]

Lakatos PL, Lakatos L. Risk for colorectal cancer in ulcerative
colitis: changes, causes and management strategies. World
] Gastroenterol 2008; 14: 3937-3947 [PMID: 18609676 DOI:
10.3748 / wjg.14.3937]

Dhomen N, Marais R. New insight into BRAF mutations in
cancer. Curr Opin Genet Dev 2007; 17: 31-39 [PMID: 17208430
DOI: 10.1016/j.gde.2006.12.005]

Malumbres M, Barbacid M. RAS oncogenes: the first 30
years. Nat Rev Cancer 2003; 3: 459-465 [PMID: 12778136 DOL:
10.1038/nrc1097]

Downward J. Targeting RAS signalling pathways in cancer
therapy. Nat Rev Cancer 2003; 3: 11-22 [PMID: 12509763 DOL:
10.1038/nrc969]

McWilliams A. Author’s reply. Can Vet | 1990; 31: 9 [PMID:
17423506 DOI: 10.1615/ CritRevOncog.v12.i3-4.50]

Fearon ER, Vogelstein B. A genetic model for colorectal
tumorigenesis. Cell 1990; 61: 759-767 [PMID: 2188735 DOI:
10.1016/0092-8674(90)90186-1]

Ilyas M, Straub J, Tomlinson IP, Bodmer WF. Genetic path-
ways in colorectal and other cancers. Eur | Cancer 1999; 35:
335-351 [PMID: 10448282 DOI: 10.1016/50959-8049(98)00431-6]
Karapetis CS, Khambata-Ford S, Jonker DJ, O’Callaghan
CJ, Tu D, Tebbutt NC, Simes R], Chalchal H, Shapiro JD,
Robitaille S, Price T], Shepherd L, Au HJ, Langer C, Moore
M], Zalcberg JR. K-ras mutations and benefit from cetux-
imab in advanced colorectal cancer. N Engl | Med 2008; 359:
1757-1765 [PMID: 18946061 DOI: 10.1056/ NEJMo0a0804385]
Hanahan D, Weinberg RA. The hallmarks of cancer. Cell 2000;
100: 57-70 [PMID: 10647931 DOI: 10.1016/S0092-8674(00)81683-9]
De Luca A, Carotenuto A, Rachiglio A, Gallo M, Maiello
MR, Aldinucci D, Pinto A, Normanno N. The role of the
EGEFR signaling in tumor microenvironment. | Cell Physiol
2008; 214: 559-567 [PMID: 17894407 DOI: 10.1002/jcp.21260]
Secombes C, Cunningham C. Cytokines: an evolutionary
perspective. Dev Comp Immunol 2004; 28: 373-374 [PMID:
15062638 DOI: 10.1016/j.dci.2003.09.011]

Popivanova BK, Kitamura K, Wu Y, Kondo T, Kagaya T,
Kaneko S, Oshima M, Fujii C, Mukaida N. Blocking TNF-
alpha in mice reduces colorectal carcinogenesis associated
with chronic colitis. | Clin Invest 2008; 118: 560-570 [PMID:
18219394]

Atreya I, Neurath MF. Immune cells in colorectal cancer:
prognostic relevance and therapeutic strategies. Expert Rev
Anticancer Ther 2008; 8: 561-572 [PMID: 18402523 DOI: 10.158
6/14737140.8.4.561]

Clevers H. At the crossroads of inflammation and cancer. Cell
2004; 118: 671-674 [PMID: 15369667 DOI: 10.1016/j.cell.2004.09.005]
MacDermott RP. Chemokines in the inflammatory bowel
diseases. | Clin Immunol 1999; 19: 266-272 [PMID: 10535602
DOI: 10.1023/ A:1020583306627]

Wang JM, Deng X, Gong W, Su S. Chemokines and their role
in tumor growth and metastasis. | Immunol Methods 1998; 220:
1-17 [PMID: 9839921 DOI: 10.1016/S50022-1759(98)00128-8]

(49

A
JBaishideng®

WJG | www.wjgnet.com

CSPC Exhibit 1033
Page 15 of 17

Khan S et a/. Chemokines gene expression in CRC cell-lines

21

22

23

24

25

26

27

28

29

30

31

32

33

34

35

36

37

38

39

2993

Waldner M]J, Neurath MF. Cytokines in colitis associated
cancer: potential drug targets? Inflamm Allergy Drug Targets
2008; 7: 187-194 [PMID: 18782026 DOI: 10.2174 /18715280878
5748137]

Keeley EC, Mehrad B, Strieter RM. Chemokines as media-
tors of neovascularization. Arterioscler Thromb Vasc Biol
2008; 28: 1928-1936 [PMID: 18757292 DOI: 10.1161/ AT-
VBAHA.108.162925]

Aggarwal BB, Pocsik E. Cytokines: from clone to clinic. Arch
Biochem Biophys 1992; 292: 335-359 [PMID: 1309970 DOI:
10.1016/0003-9861(92)90002-E]

Malik IA, Moriconi F, Sheikh N, Naz N, Khan S, Dudas J,
Mansuroglu T, Hess CF, Rave-Frank M, Christiansen H,
Ramadori G. Single-dose gamma-irradiation induces up-
regulation of chemokine gene expression and recruitment of
granulocytes into the portal area but not into other regions
of rat hepatic tissue. Am | Pathol 2010; 176: 1801-1815 [PMID:
20185578 DOI: 10.2353 / ajpath.2010.090505]

Marra F. Chemokines in liver inflammation and fibrosis.
Front Biosci 2002; 7: d1899-d1914 [PMID: 12161342]

Owen ]D, Strieter R, Burdick M, Haghnegahdar H, Nanney
L, Shattuck-Brandt R, Richmond A. Enhanced tumor-forming
capacity for immortalized melanocytes expressing melanoma
growth stimulatory activity / growth-regulated cytokine beta
and gamma proteins. Int | Cancer 1997; 73: 94-103 [PMID:
9334815]

Mackay CR. Chemokines: immunology’s high impact fac-
tors. Nat Immunol 2001; 2: 95-101 [PMID: 11175800]
Fernandez EJ, Lolis E. Structure, function, and inhibition of che-
mokines. Annu Rev Pharmacol Toxicol 2002; 42: 469-499 [PMID:
11807180 DOI: 10.1146/ annurev.pharmtox.42.091901.115838]
Kiefer F, Siekmann AF. The role of chemokines and their re-
ceptors in angiogenesis. Cell Mol Life Sci 2011; 68: 2811-2830
[PMID: 21479594 DOI: 10.1007 /s00018-011-0677-7]

Belperio JA, Keane MP, Arenberg DA, Addison CL, Ehlert
JE, Burdick MD, Strieter RM. CXC chemokines in angiogen-
esis. | Leukoc Biol 2000; 68: 1-8 [PMID: 10914483]

Moore BB, Arenberg DA, Addison CL, Keane MP, Strieter
RM. Tumor angiogenesis is regulated by CXC chemokines. |
Lab Clin Med 1998; 132: 97-103 [PMID: 9708570 DOI: 10.1016/
50022-2143(98)90004-X]

Rossi D, Zlotnik A. The biology of chemokines and their
receptors. Annu Rev Immunol 2000; 18: 217-242 [PMID:
10837058 DOLI: 10.1146/ annurev.immunol.18.1.217]

Yeruva S, Ramadori G, Raddatz D. NF-kappaB-dependent
synergistic regulation of CXCL10 gene expression by IL-
1beta and IFN-gamma in human intestinal epithelial cell
lines. Int | Colorectal Dis 2008; 23: 305-317 [PMID: 18046562
DOI: 10.1007/s00384-007-0396-6]

Naz N, Moriconi F, Ahmad S, Amanzada A, Khan S, Mihm
S, Ramadori G, Malik TA. Ferritin L is the sole serum fer-
ritin constituent and a positive hepatic acute-phase protein.
Shock 2013; 39: 520-526 [PMID: 23524846 DOI: 10.1097/
SHK.0b013e31829266b9]

Yang SK, Eckmann L, Panja A, Kagnoff MF. Differential
and regulated expression of C-X-C, C-C, and C-chemokines
by human colon epithelial cells. Gastroenterology 1997; 113:
1214-1223 [PMID: 9322516 DOI: 10.1053/ gast.1997.v113.
pm9322516]

Hayden MS, Ghosh S. Shared principles in NF-kappaB signal-
ing. Cell 2008; 132: 344-362 [PMID: 18267068 DOI: 10.1016/
j.cell.2008.01.020]

Coussens LM, Werb Z. Inflammation and cancer. Nature
2002; 420: 860-867 [PMID: 12490959 DOI: 10.1038/na-
ture01322]

Terzi¢ J, Grivennikov S, Karin E, Karin M. Inflammation and
colon cancer. Gastroenterology 2010; 138: 2101-2114.e5 [PMID:
20420949 DOI: 10.1053 /j.gastro.2010.01.058]

Iwanaga K, Yang Y, Raso MG, Ma L, Hanna AE, Thilaga-
nathan N, Moghaddam S, Evans CM, Li H, Cai WW, Sato

March 21,2014 | Volume 20 | Issue 11 |



40

41

42

43

44

45

46

47

48

49

Khan S et a/. Chemokines gene expression in CRC cell-lines

M, Minna JD, Wu H, Creighton CJ, Demayo FJ, Wistuba
II, Kurie JM. Pten inactivation accelerates oncogenic K-ras-
initiated tumorigenesis in a mouse model of lung cancer.
Cancer Res 2008; 68: 1119-1127 [PMID: 18281487 DOI:
10.1158/0008-5472.CAN-07-3117]

O’Hayer KM, Brady DC, Counter CM. ELR+ CXC chemo-
kines and oncogenic Ras-mediated tumorigenesis. Carcino-
genesis 2009; 30: 1841-1847 [PMID: 19805574 DOI: 10.1093/
carcin/bgp198]

Kreeger PK, Mandhana R, Alford SK, Haigis KM, Lauffen-
burger DA. RAS mutations affect tumor necrosis factor-
induced apoptosis in colon carcinoma cells via ERK-modula-
tory negative and positive feedback circuits along with non-
ERK pathway effects. Cancer Res 2009; 69: 8191-8199 [PMID:
19789336 DOI: 10.1158/0008-5472.CAN-09-1921]

Dalum I, Butler DM, Jensen MR, Hindersson P, Steinaa L,
Waterston AM, Grell SN, Feldmann M, Elsner HI, Mouritsen
S. Therapeutic antibodies elicited by immunization against
TNF-alpha. Nat Biotechnol 1999; 17: 666-669 [PMID: 10404159
DOI: 10.1038,/10878]

Waldner MJ, Foersch S, Neurath MF. Interleukin-6--a key
regulator of colorectal cancer development. Int | Biol Sci
2012; 8: 1248-1253 [PMID: 23136553 DOI: 10.7150/ ijbs.4614]
Gough DJ, Levy DE, Johnstone RW, Clarke CJ. IFNgamma
signaling-does it mean JAK-STAT? Cytokine Growth Fac-
tor Rev 2008; 19: 383-394 [PMID: 18929502 DOI: 10.1016/
j.cytogfr.2008.08.004]

Slattery ML, Lundgreen A, Bondurant KL, Wolff RK. Inter-
feron-signaling pathway: associations with colon and rectal
cancer risk and subsequent survival. Carcinogenesis 2011; 32:
1660-1667 [PMID: 21859832 DOI: 10.1093 / carcin/bgr189]
Schroder K, Hertzog PJ, Ravasi T, Hume DA. Interferon-
gamma: an overview of signals, mechanisms and functions. |
Leukoc Biol 2004; 75: 163-189 [PMID: 14525967 DOI: 10.1189/
jlb.0603252]

Liu F, Hu X, Zimmerman M, Waller JL, Wu P, Hayes-Jordan
A, Lev D, Liu K. TNFa cooperates with IFN-y to repress Bcl-
xL expression to sensitize metastatic colon carcinoma cells to
TRAIL-mediated apoptosis. PLoS One 2011; 6: 16241 [PMID:
21264227 DOI: 10.1371/journal.pone.0016241]

Mukaida N, Baba T. Chemokines in tumor development and
progression. Exp Cell Res 2012; 318: 95-102 [PMID: 22036649
DOI 10.1016/j.yexcr.2011.10.012]

Li A, Varney ML, Singh RK. Constitutive expression of
growth regulated oncogene (gro) in human colon carcinoma

(49

A
JBaishideng®

WJG | www.wjgnet.com

50

51

52

53

54

55

56

57

2994

CSPC Exhibit 1033
Page 16 of 17

cells with different metastatic potential and its role in regulat-
ing their metastatic phenotype. Clin Exp Metastasis 2004; 21:
571-579 [PMID: 15787094 DOI: 10.1007 /s10585-004-5458-3]
Banks C, Bateman A, Payne R, Johnson P, Sheron N. Che-
mokine expression in IBD. Mucosal chemokine expression is
unselectively increased in both ulcerative colitis and Crohn’
s disease. | Pathol 2003; 199: 28-35 [PMID: 12474223 DOI:
10.1002/ path.1245]

Cunningham D, Humblet Y, Siena S, Khayat D, Bleiberg H,
Santoro A, Bets D, Mueser M, Harstrick A, Verslype C, Chau
I, Van Cutsem E. Cetuximab monotherapy and cetuximab
plus irinotecan in irinotecan-refractory metastatic colorectal
cancer. N Engl | Med 2004; 351: 337-345 [PMID: 15269313
DOI: 10.1056/ NEJM0a033025]

Sunaga N, Shames DS, Girard L, Peyton M, Larsen JE, Imai
H, Soh ], Sato M, Yanagitani N, Kaira K, Xie Y, Gazdar
AF, Mori M, Minna JD. Knockdown of oncogenic KRAS in
non-small cell lung cancers suppresses tumor growth and
sensitizes tumor cells to targeted therapy. Mol Cancer Ther
2011; 10: 336-346 [PMID: 21306997 DOI: 10.1158/1535-7163.
MCT-10-0750]

Hingorani SR, Petricoin EF, Maitra A, Rajapakse V, King
C, Jacobetz MA, Ross S, Conrads TP, Veenstra TD, Hitt BA,
Kawaguchi Y, Johann D, Liotta LA, Crawford HC, Putt ME,
Jacks T, Wright CV, Hruban RH, Lowy AM, Tuveson DA.
Preinvasive and invasive ductal pancreatic cancer and its
early detection in the mouse. Cancer Cell 2003; 4: 437-450
[PMID: 14706336 DOI: 10.1016/S1535-6108(03)00309-X]
Milne AN, Carneiro F, O’'Morain C, Offerhaus G]J. Nature
meets nurture: molecular genetics of gastric cancer. Hum
Genet 2009; 126: 615-628 [PMID: 19657673 DOI: 10.1007/
s00439-009-0722-x]

Schubbert S, Shannon K, Bollag G. Hyperactive Ras in de-
velopmental disorders and cancer. Nat Rev Cancer 2007; 7:
295-308 [PMID: 17384584 DOI: 10.1038 /nrc2109]

Duyao MP, Kessler DJ, Spicer DB, Bartholomew C, Cleve-
land JL, Siekevitz M, Sonenshein GE. Transactivation of the
c-myc promoter by human T cell leukemia virus type 1 tax is
mediated by NF kappa B. | Biol Chem 1992; 267: 16288-16291
[PMID: 1644814]

Modest DP, Camaj P, Heinemann V, Schwarz B, Jung A, Lau-
bender RP, Gamba S, Haertl C, Stintzing S, Primo S, Bruns CJ.
KRAS allel-specific activity of sunitinib in an isogenic disease
model of colorectal cancer. | Cancer Res Clin Oncol 2013; 139:
953-961 [PMID: 23455880]

P- Reviewers: Luca M, Kannen V, Sagaert X, Wang SK, Yu YX
S- Editor: Wen LL  L- Editor: A E- Editor: Zhang DN

March 21,2014 | Volume 20 | Issue 11 |



CSPC Exhibit 1033
Page 17 of 17

7B
JRnishideng®

Published by Baishideng Publishing Group Co., Limited
Flat C, 23/F., Lucky Plaza,
315-321 Lockhart Road, Wan Chai, Hong Kong, China
Fax: +852-65557188
Telephone: +852-31779906
E-mail: bpgoffice@wjgnet.com
http://www.wjgnet.com

ISSN1007-9327

H I “ ‘“ H11>
771007 5

9 93204 H

© 2014 Baishideng Publishing Group Co., Limited. All rights reserved.




	2979
	WJGv20i11-Back cover



