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Abstract Purpose: Ferredoxin reductase (FDXR) is a
putative contributor to p53-mediated apoptosis from 5-
Xuorouracil (5-FU) through the generation of oxidative
stress in the mitochondria. However, the inXuence of
FDXR gene expression levels on the outcome of 5-FU
chemotherapy has been relatively little studied. The aim
of this study is to investigate the association between
FDXR gene expressions and the clinical outcome when
treated by 5-FU chemotherapy, as well as the correlation
of FDXR gene expressions and p53 mutation. Methods:
Pre-chemotherapeutic fresh frozen samples of 33
patients with metastatic colorectal cancer, who received
bolus 5-FU and leucovorin (LV) as Wrst line chemother-
apy, were studied. FDXR gene expression and p53 muta-
tion were evaluated by real-time RT-PCR and direct
sequencing, respectively. Results: FDXR gene expression
was signiWcantly higher in responding tumors compared
with non-responding ones (P=0.0379). Patients with
FDXR values above the cutoV value of 13.52 had a
statistically longer survival than those with FDXR gene
expressions below the cutoV value (P=0.0148). The

9 tumors with wild-type p53 had statistically higher
FDXR gene expressions than the 14 tumors with
mutant-type p53 which had sequence alterations within
the “hot spot” codons, the L2–L3 loops, or frameshift
(P=0.0463). Conclusions: FDXR gene expression did
not aVect clinical outcome in patients with wild-type p53
tumors, whereas, among patients with p53 mutant-type
tumors, patients with tumors with low FDXR gene
expression had a worse outcome than those with a high
FDXR gene expression (P=0.0200). FDXR gene expres-
sion, which is regulated at least in part by p53, is associ-
ated with both response and survival when metastatic
colorectal cancer is treated with 5-FU plus LV. In addi-
tion, analysis of p53 mutation combined with FDXR
gene expression might be useful in estimating the out-
come in 5-FU-treated patients.

Keywords Ferredoxin reductase · p53 mutation · 5-FU · 
Colorectal cancer

Introduction

5-Fluorouracil (5-FU) has continued to play an impor-
tant role in the treatment of colorectal cancer for several
years [19]. Its main mode of action is inhibition of thymi-
dylate synthase, a de novo DNA synthetic enzyme, fol-
lowed by DNA damage [17]. After DNA damage by
activated 5-FU, it is commonly assumed that cell death is
primary the result of apoptosis [18]. p53 can trigger elim-
ination of the DNA damaged cells by promoting apop-
tosis [17]. In vitro studies have reported that loss of p53
function reduced cellular sensitivity of 5-FU [3, 16].

In human cancer cell lines, the gene encoding Ferre-
doxin reductase (FDXR) was indicated to be a putative
contributor to p53 mediated apoptosis from 5-FU
through the generation of oxidative stress in the mito-
chondria [11, 15]. FDXR is a 50,000 kDa mitochondrial
Xavoprotein attached to the matrix side of the inner

W. Ichikawa (&) · T. Takahashi · R. Hirayama
Department of General and Digestive Surgery, 
Saitama Medical School, 38, Moro-Hongo, Moroyama, 
Iruma, 350-049 Saitama, Japan
E-mail: wataru@saitama-med.ac.jp
Tel.: +81-49-2761711
Fax: +81-49-2761711

A. Ooyama · E. Toda · Y. Sugimoto · T.  Oka
Optimal Medication Research Laboratory, 
Taiho Pharmaceutical Co., Ltd., 224-2, Ebisuno, Hiraishi, 
Kawauchi-cho, Tokushima, 771-0194 Tokushima, Japan

M. Shimizu
Department of Pathology, Saitama Medical School, 
38, Moro-Hongo, Moroyama, Iruma, 350-049 Saitama, Japan

Y. Sasaki
Department of Clinical Oncology, Saitama Medical School, 
38, Moro-Hongo, Moroyama, Iruma, 350-049 Saitama, Japan

wa&shy;taru@sai&shy;tam&shy;a-med.ac.jp


795
mitochondrial membrane. FDXR transports electrons
from NADPH via the soluble single electron shuttle fer-
redoxin to a membrane-integrated cytochrome P450
enzyme. Under substrate-limiting conditions, excess elec-
trons can leak from this shuttling system, and overex-
pressed FDXR can deplete the reduced NADPH, and
both processes together increase the amount of superox-
ide in cells [10, 11, 15, 21]. These previously described
biochemical properties imply a role for FDXR in p53-
dependent apoptosis through oxidative stress.

Yu and McLeod et al. [28]demonstrated that RNA
expression levels of FDXR in normal tissues were lower
than those in colorectal cancer tissues, which correlated
with p53 expression at the RNA level. The p53 response
element has been found within the promoter of FDXR in
human cancer cell lines [11, 15]. Taking these data
together, increased FDXR RNA expression in human
colorectal tumors might be seen as induced, at least in
part, by p53. The expression of the p53 gene was also
increased in the majority of human colorectal cancers,
but some p53 proteins lose the natural function of p53
because of gene mutation [12]. To date, little information
is available on associations between FDXR gene expres-
sion and p53 mutation in colorectal cancer tissues, or the
clinical outcome of 5-FU chemotherapy.

To investigate these associations, the FDXR gene
expression and p53 mutation were examined in 33 colo-
rectal cancer tissues which were obtained from surgically
resected specimens. Additionally, we investigated the
relation between FDXR gene expression and clinical out-
come of patients treated with 5-FU and leucovorin (LV).

Patients and methods

Patients and samples

The study population consisted of 33 patients with
metastatic colorectal cancer who were treated with 5-
FU and LV as Wrst-line chemotherapy after resection
of primary tumors at the Department of Digestive and
General Surgery, Saitama Medical School, between
February 2002 and January 2003. Eligible patients had
(a) a histologically proven colorectal cancer with at
least one measurable metastatic lesion; (b) Eastern
Cooperative Oncology Group performance status of
0–2 with adequate hematologic, hepatic, and renal
function; and (c) no prior treatment during the preced-
ing 4 weeks. All patients were treated with the Roswell
Park regimen (600 mg/m2/day weekly 5-FU bolus for
6 weeks combined with 250 mg/m2/day l-LV, followed
by 2 weeks of no drug administration). Table 1 out-
lines patient characteristics.

Before the treatment and after every two cycles of
treatment, measurable disease was reassessed. Response
criteria were based on the standard deWnitions for bi-
dimensionally measurable disease [8]. To be classiWed as
a responder, the tumor had to have a 50% reduction in

the sum of the products of the orthogonal diameters of
the indicator lesion without growth of other diseases or
the appearance of new lesions [8]. There were 10
responders and 23 nonresponders, with a response rate
of 30.3% [95% conWdence interval (CI), 14.6–46.0%].

Archival fresh frozen samples had been obtained
from the primary colorectal tumors at the time of sur-
gery. No patients had received any chemotherapy
preoperatively. Immediately after resection, the tumor
sample was divided into two equal portions of at least
500 mg each, after removal of necrotic tissues. One por-
tion was fresh frozen in liquid nitrogen until the time of
RNA extraction, and the other portion was embedded
in paraYn to conWrm histologically that it contained
less than 5% contamination of normal tissues, necrotic
tissues, and lymphocytes by one pathologist (M. Shi-
mizu).

This study was approved by the Institutional Review
Board of Saitama Medical School and Taiho Pharma-
ceutical Co. Ltd., and all patients gave written informed
consent.

Quantitative real-time reverse transcription-PCR 
and measurement of relative RNA expression level

Total RNA isolation and reverse-transcription into
cDNA using a High Capacity cDNA Archives Kit
(Applied Biosystems, Foster City, CA, USA) were done
as described previously [13, 14]. The mRNAs of FDXR
and �-actin (ACTB), as an internal reference gene, were
determined by a Xuorescence-based real-time detection
method [ABI PRISM 7900 Sequence Detection System
(Taqman); Applied Biosystems], as described previ-
ously [14]. TaqMan Gene Expression Assays (Applied
Biosystems), pre-validated assay including the speciWc

Table 1 Patients’ characteristics

No. of patients 33

Age (years)
Median 65
Range 36–78

Primary tumors
Colon 18
Rectum 15

Metastasis
Synchronous 6
Metachronous 27

Adjuvant chemotherapy
Yes 19
No 14

No. of metastatic sites
1 15
2 16
3 2

No. of treatment course of 5-FU and leucovorin
Median 3
Range 1–8

Second line chemotherapy of irinotecan
Yes 13
No 20
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primers and probe for each gene, were used for cDNA
quantitation of these genes (Assay ID, FDXR;
Hs00244590_m1, ACTB; Hs99999903_m1). For real-
time PCR, Taqman Universal PCR Master Mix was
used (Applied Biosystems). The PCR proWle consisted
of 2 min at 50°C, 10 min at 95°C, followed by 40 cycles
of 30 s at 97°C and 1 min at 60°C in the ABI Prism
7900 (Applied Biosystems).

Taqman analysis yielded values that were expressed
as ratios between two relative measurements (FDXR/
ACTB).

Detection of p53 mutation

cDNA was analyzed to detect mutation within the
entire p53 gene, exons 2–11 (except for exon 1, which is
noncoding), according to the report of Forslund et al.
[6]. In brief, 1 �l of cDNA (50 ng) was added to the
PCR reaction mixture containing 2 �l of 10£ Ex Taq
BuVer (Takara, Shiga, Japan), 5 pmol each primer,
1.6 �l of 0.2 mM dNTP, and 0.8 �l of Ex Taq (4U),
14.6 �l of distilled H2O. The cycling conditions con-
sisted of 38 cycles with 15 s at 94°C, 30 s at 58°C, and
45 s at 72°C in a GeneAmp 9700 (Applied Biosystems).
A 5-min-incubation at 72°C was added to ensure com-
plete elongation. Four sets of primers were used to
amplify the complete coding region within exon 2–11 of
the p53 cDNA [23].

All PCR products were puriWed using the Wizard SV
Gel and PCR Clean-up System (Promega, Madison, WI,
USA) and sequenced using an ABI Big Dye Terminator
Cycle Sequencing Kit (Applied Biosystems) with the
same primers used for PCR.

Statistical analysis

Statistical analysis was performed using JMP software,
version 5.01 (SAS Institute, Inc., Cary, NC, USA). The
Mann–Whitney U test was used to compare FDXR gene
expressions in terms of response and p53 mutation sta-
tus. To evaluate the association with response, two-sided
Fisher’s exact test was used. Survival was calculated
from the onset of chemotherapy until death. The overall
survival curve was calculated using the Kaplan–Meier
method. Statistical diVerences were assessed by the log-
rank test. A P value of less than 0.05 was taken to evalu-
ate signiWcant diVerence.

The accuracy of gene expression to predict the
response was evaluated by receiver operating character-
istic (ROC) analysis [29]. The optimal cutoV value for
diVerentiation of responding and nonresponding
tumors was deWned by the point of the ROC curve with
minimum distance from the 0% false-positive rate and
100% true-positive rate, as well as the previous report
[27]. After ROC analysis, sensitivity, speciWcity, and
positive and negative predictive values of gene expres-
sion were calculated using standard formulas. In addi-
tion, 95% CI for these parameters were calculated by
the F distribution.

Results

FDXR gene expression and association with clinical
outcome

The median values of FDXR gene expression was 9.63,
ranging from 1.48 to 42.15. Responding tumors had sta-
tistically higher FDXR gene expressions than nonre-
sponding ones [median values of FDXR gene
expression; 15.34 (range 4.22–42.15) and 8.34 (range
1.48–23.11) for responding tumor and nonresponding
tumors, respectively, P=0.0379; Mann–Whitney U test;
Fig. 1]. Segregation of tumors according to the median
value of 9.63 for the FDXR gene expression revealed no
association with response (P=0.259; Fisher’s exact test).
In the ROC analysis, FDXR gene expression of more
than 13.52 was found to provide the highest accuracy

Fig. 1 FDXR gene expression grouped to response (closed circle)
and nonresponse (open circle). Respective cutoV values for gene
expression determined by the ROC analysis (dotted lines). P values
calculated by the Mann–Whitney U test are indicated
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for diVerentiation of clinically responding and nonre-
sponding tumors. By applying this cutoV value, 6 of the
10 responding tumors and 19 of the 23 nonresponding
tumors were correctly identiWed, providing a sensitivity
and speciWcity of 54.5% (95%CI, 23.5–83.1%) and 82.6%
(95%CI, 61.2–94.9%). An optimized cutoV value of
¸13.52 showed a clear association with response;
response rates of 60% (6/10) and 17% (4/23) for tumor
with a high FDXR expression level (¸13.52) and a low
FDXR expression level (<13.52), respectively
(P=0.0349; Fisher’s exact test). Patients whose tumors
had high FDXR expression levels showed clearly a bet-
ter survival (P=0.0148; log-rank test; Fig. 2).

p53 mutations and association with FDXR gene 
expression

Among the 33 colorectal cancers, we found a total of 28
sequence alterations in the p53 exons 2–11 by direct
sequencing. Because 3 tumors (No. 4, 19, 25) had 2
sequence alterations, 25 (75.8%) of all 33 colorectal can-
cers were found to harbor sequence alterations (Table 2).
There were 22 missense mutations, 4 frameshift muta-
tions (deletions), and 2 had silent mutations which did
not result in an amino acid alteration. Eight tumors had
no sequence alteration. The majority of mutations (12/
28; 43%) was found within the “hotspot” codons 175,
245, 248, and 273, between exon 4 and 9, which are
highly conserved throughout evolution and contain the
DNA binding domain of the protein essential to p53
functional activity [5]. Eleven mutations occurred within
the L2–L3 loops (codons 163–195 and 236–251, respec-
tively). Among 22 silent mutations, there were 5 missense
mutations outside the “hot spot” codons or the L2–L3
loops. Because the function of these 5 missense muta-
tions has not been well recognized, tumors possessing

these missense mutations (No.3, 9, 11, 13, 14) were
excluded (Table 2). Thus, there were 19 (58%) mutant-
type p53 tumors which had sequence alterations within
the “hot spot” codons, the L2–L3 loops, or frameshifts,
whereas 9 tumors with no sequence alterations were clas-
siWed as wild-type p53 tumors.

Tumors with wild-type p53 had statistically higher
FDXR gene expressions than those with mutated-type
p53 [median values of FDXR gene expression; 7.55
(range 1.48–21.09) and 11.74 (range 3.84–28.22) for
mutant-type p53 tumors and wild-type p53 tumors,
respectively, P=0.0463; Mann–Whitney U test; Fig. 3].

Combination of FDXR gene expression and 
p53 mutation and association with clinical outcome

There was no relationship between p53 mutation alone
and clinical outcome, such as response or survival (data
not shown).

When analysis was performed with the combination
of FDXR gene expression and p53 mutation, no diVer-
ence in FDXR gene expressions was observed in terms of
response among 9 wild-type p53 tumors (P=0.624;
Mann–Whitney U test; Fig. 4). The optimal cutoV value
for response among wild-type p53 tumors was not deW-
ned by the ROC analysis. In 19 mutant-type p53 tumors,
5 responding tumors had higher FDXR gene expression
than the 14 nonresponding tumors, but not with statisti-
cal signiWcance [median values of FDXR gene expres-
sion; 14.04 (range 4.22–21.09) and 5.80 (range 1.48–15.55)
for responding tumor and nonresponding tumors,
respectively, P=0.0641; Mann–Whitney U test; Fig. 4].
In the ROC analysis for mutant-type p53 tumors, FDXR
gene expression of more than 9.19 was found to provide
the highest accuracy for diVerentiation of clinically
responding and nonresponding tumors. By applying this
cutoV value, 4 of the 5 responding tumors and 11 of the
14 nonresponding tumors were correctly identiWed, pro-
viding a sensitivity and speciWcity of 57.1% (95%CI,
20.5–93.8%) and 91.6% (95%CI, 76.0–107.3%). An opti-
mized cutoV value of ¸9.19 showed a clear association
with response; response rates of 80.0% (4/5) and 21.5%
(3/14) for tumor with a high FDXR expression level
(¸9.19) and a low FDXR expression level (<9.19),
respectively (P=0.0427; Fisher’s exact test). Patients
whose tumors had high FDXR expression levels showed
a clearly better survival (P=0.0200; log-rank test; Fig. 2).

Discussion

In this study, we demonstrated a clear association
between FDXR gene expression and clinical outcome,
i.e. response and survival, when treated with 5-FU and
LV. The increased FDXR gene expression in tumor tis-
sues might enhance the initiation of tumor cells apopto-
sis and might increase the sensitivity to 5-FU through
the resulting oxidative stress, as evaluated by in vitro

Fig. 2 Kaplan–Meier curves for patients with tumors with high
FDXR expression levels (solid line) and those with low expression
levels (dotted line). P values calculated by the log-rank test are indi-
cated
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studies [11, 15]. Inclusion of more patients would
enhance statistical analysis, which is now impossible
because the standard regimen for metastatic colorectal
cancer has been till now changing into the combination
therapy of 5-FU and LV with irinotecan or oxaliplatin,
from simple 5-FU and LV only, throughout the world
[19]. To date, there is no information on any association
between FDXR gene expression and antitumor eVect by
irinotecan or oxaliplatin, even in in vitro studies. The
next step for us will include studying possible correlation
of FDXR gene expression with clinical outcome when
treated by 5-FU and LV combined with irinotecan or
oxaliplatin.

In this study, cDNA, not genomic DNA, was ana-
lyzed to detect p53 mutation. This method has been vali-
dated, because there was no statistical signiWcance in p53
mutation in cDNA and genomic DNA extracted from
123 human colorectal tumors [6]. The usage of cDNA
provided the subsequent evaluation of FDXR gene
expressions and the detection of p53 mutation in the
same samples, allowing avoidance of contamination by

heterogeneous tissues. We showed that levels of FDXR
gene expression in colorectal cancer tissues correlated
closely with p53 mutation (Fig. 3). Namely, tumors with
wild-type p53 had higher FDXR gene expression than
those with mutant-p53. This result was in accordance
with the p53 response element found within the pro-
moter of FDXR in human cancer cell lines [11, 15], and
the positive relationship between FDXR and p53 expres-
sion in RNA levels in human colorectal cancers [28].
However, the range of FDXR gene expressions of wild-
type tumors was relatively wide, compared with that of
mutant-type tumors, suggesting that increased FDXR
RNA expression in colorectal cancer tissues may be reg-
ulated at least in part by p53.

The p53 tumor suppressor protein plays a key role in
coordinating cell cycle arrest, DNA repair, and pro-
grammed cell death after DNA damage, and mutations
in p53 are seen in 40–50% of colorectal cancers [24].
However, the deWnition of mutant p53 is still controver-
sial [22, 24, 25]. Indeed, various p53 mutations were
grouped according to the site of mutation or the possible

Table 2 Sequence alterations in the p53 exon 2–11 in 33 colorectal tumors

Wt wild type, Mt mutant type
a P53 zinc-binding domain: L2 (codon 163–195) and L3 (codon 236–251)

No Exon Base Change Nucleotide EVect Amino acid 
Change

Codon p53 domaina Genotype Response

1 Wt Yes
2 7 742 C>T 742 Missense R248W 248 L3 Mt Yes
7 8 817 C>T 817 Missense R273C 273 Mt Yes
8 Wt Yes
9 5 376 T>A 376 Missense Y126N 126 – Yes
12 5 555 C>T 555 Silent – 185 L2 Wt Yes
16 Wt Yes
23 8 817 C>T 817 Missense R273C 273 Mt Yes
27 7 725 G>T 725 Missense C242F 242 L3 Mt Yes
29 Wt Yes
3 5 469 G>T 469 Missense V157F 157 – No
4 2 54 A>T 54 Silent – 18 Mt No

3 Deletion 22bp 75 Frameshift – 26–32
5 7 743 G>A 743 Missense R248Q 248 L3 Mt No
6 7 743 G>A 743 Missense R248Q 248 L3 Mt No
10 8 818 G>A 818 Missense R273H 273 Mt No
11 6 659 A>G 659 Missense Y220C 220 – No
13 5 434 T>C 434 Missense L145P 145 – No
14 8 797 G>T 797 Missense G266V 266 – No
15 5 524 G>A 524 Missense R175H 175 L2 Mt No
17 5 524 G>A 524 Missense R175H 175 L2 Mt No
18 Wt No
19 8 797 G>T 797 Missense G266V 266 Mt No

5 524 G>A 524 Missense R175H 175 L2
20 Wt No
21 7 742 C>T 742 Missense R248W 248 L3 Mt No
22 6 Deletion 1bp 596 Frameshift – 199 Mt No
24 5 524 G>A 524 Missense R175H 175 L2 Mt No
25 8 Deletion 1bp 880 Frameshift – 294 Mt No

8 789 T>G 789 Missense N263K 263
26 8 Deletion 1bp 880 Frameshift – 294 Mt No
28 8 818 G>A 818 Missense R273H 273 Mt No
30 8 818 G>A 818 Missense R273H 273 Mt No
31 Wt No
32 Wt No
33 6 581 T>C 581 Missense L194P 194 L2 Mt No
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function eVect of the mutation [2, 20]. Mutations in Wve
“hotspot” codons between exon 4 and 9 account for
approximately 43% of all p53 mutations in colorectal
cancer [25, 26]. This region is highly conserved through-

out evolution and contains the DNA binding domain of
the protein essential to p53 functional activity [5]. The
L2–L3 loop domains (codons 163–195 and 236–251,
respectively) together chelate a zinc atom and are critical
to DNA binding [5]. Frameshift mutation (deletion and
insertion) located upstream of the p53 tetramerization or
L2–L3 loop domain could not produce a functional pro-
tein [9]. We therefore categorized tumors with sequence
alterations within the “hot spot” codons, or the L2–L3
loops, and frameshift as mutant-type p53 tumors,
whereas Wve tumors possessing missense mutation out-
side the “hot spot” codons and the L2–L3 domain were
excluded from the analyses, as well as the report by Geis-
ler et al. [7].

The existence of p53 mutations was not related to
response when considered globally (mutated versus wild
type). No association between clinical outcome, such as
response and survival, and FDXR gene expression was
observed in wild-type p53 tumors (Figs. 4, 5). Of note—
albeit based on a small number of patients and without
statistical signiWcance—among p53 mutant-type tumors,
responding tumors had higher FDXR gene expression
than nonresponding ones (Fig. 4). In p53 mutant-type
tumors, those with low FDXR gene expression had sta-
tistically signiWcantly worse survival than those with
high FDXR gene expression (Fig. 5). These results might
indicate the functional diVerence of “intrinsic” and
“induced” FDXR gene expressions in colorectal tumors
in terms of anti-tumor eVect in 5-FU treatment.

Liu et al. reported that “intrinsic” FDXR gene
expression, which was over-expressed using a tetracy-
cline-regulated promoter, had no eVect on cell prolifera-
tion and increased the sensibility to 5-FU-mediated
apoptosis in human lung H1229 cell line with mutant-
type p53 and colorectal HCT116 cell line with wild-type
p53 [15]. FDXR inXuences the redox state of the mito-

Fig. 3 Ferredoxin reductase gene expression in terms of p53 muta-
tion status. P values calculated by the Mann–Whitney U test are
indicated
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chondria and mediates reactive oxygen species (ROS)-
induced cell death [1, 4]. Thus, “intrinsic” FDXR alone
sensitizes cancer cells to ROS-induced apoptosis, regard-
less of p53 mutation status. This is a possible explanation
for the better outcome in patients with tumors expressing
high levels of FDXR gene, compared with those with
low FDXR gene expression, among mutant-p53 tumors.
On the other hand, there were no diVerences in “intrin-
sic” FDXR gene expression in terms of response among
wild-type p53 tumors. Some wild-type p53 tumors with
low “intrinsic” FDXR gene expression responded to 5-
FU therapy. When exposed to 5-FU, FDXR gene was
induced only in HCT116 cells with wild-type p53, not in
cells with mutant-p53 [11]. In cell lines with apparently
intact p53 function, the pretreatment of an antioxidant
speciWcally targeted to mitochondria completely blocked
5-FU-induced apoptosis [11]. Both “intrinsic” and
“induced” FDXR might generate oxidative stress in the
mitochondria of cancer cells, followed by p53-dependent
apoptosis, in wild-type p53 tumors. Responding tumors
with low “intrinsic” FDXR gene expression having wild-
type p53 expression might “induce” FDXR more than
nonresponding ones. This hypothesis agrees with the
model of the feed forward loop proposed by Hwang
et al. [11]. Namely, p53 is activated and induces apopto-
sis in response to various cellular stresses including expo-
sure of 5-FU, and simultaneously p53 also induces
FDXR, which in turn enhances the p53 function by
increasing ROS-induced apoptosis [11, 15].

In conclusion, the present study clearly conWrms the
value of FDXR gene expression for predicting outcome
in patients with metastatic colorectal cancer when
treated with 5-FU and LV alone. In addition, this study
suggests that FDXR RNA expression is regulated at
least in part by p53 in human colorectal cancer. Our
results also indicate that 5-FU cytotoxicity involves
more than the status of p53 mutation, or any of its

downstream mediators, such as FDXR which potenti-
ates ROS-induced cell death. Analysis of p53 mutation,
combined with FDXR expression, might be useful in
predicting the outcome in patients treated with 5-FU-
based chemotherapy. However these conclusions have
been drawn from a limited retrospective study of a rela-
tively small number of patients. Prospectively, random-
ized, translational treatment trials are needed to
corroborate our results.

Conflict of interest statement

All authors disclose no Wnancial and personal relation-
ships with people or organizations that could inappro-
priately inXuence work.

Acknowledgment The authors are indebted to Prof. J. Patrick Bar-
ron of the International Medical Communications Center of Tokyo
Medical University for his review of this manuscript, and Mr. Nobu-
taka Samejima for preparing the article. This work was supported,
in part, by a Grant-in-Aid for ScientiWc Research from Ministry of
Education, Culture, Sports and Technology.

References

1. Allen RG,Tresini M (2000) Oxidative stress and gene regulation.
Free Radic Biol Med 28:463–499

2. Alsner J, Yilmaz M, Guldberg P et al (2000) Heterogeneity in
the clinical phenotype of TP53 mutations in breast cancer pa-
tients. Clin Cancer Res 6:3923–3931

3. Bunz F, Hwang PM, Torrance C et al (1999) Disruption of p53
in human cancer cells alters the responses to therapeutic agents.
J Clin Invest 104:263–269

4. Chandra J, Samali A, Orrenius S (2000) Triggering and modula-
tion of apoptosis by oxidative stress. Free Radic Biol Med
29:323–333

5. Cho Y, Gorina S, JeVrey PD et al (1994) Crystal structure of a
p53 tumor suppressor–DNA complex: understanding tumori-
genic mutations. Science 265:346–355

6. Forslund A, Kressner U, Lonnroth C et al (2002) P53 mutations
in colorectal cancer assessed in both genomic DNA and cDNA as
compared to the presence of p53 LOH. Int J Oncol 21:409–415

7. Geisler S, Borresen-Dale AL, Johnsen H et al (2003) TP53 gene
mutations predict the response to neoadjuvant treatment with 5-
Xuorouracil and mitomycin in locally advanced breast cancer.
Clin Cancer Res 9:5582–5588

8. Green S,Weiss GR (1992) Southwest Oncology Group standard
response criteria, endpoint deWnitions and toxicity criteria. In-
vest New Drugs 10:239–253

9. Gu J, Kawai H, Wiederschain D et al (2001) Mechanism of func-
tional inactivation of a Li-Fraumeni syndrome p53 that has a
mutation outside of the DNA-binding domain. Cancer Res
61:1741–1746

10. Hanukoglu I, Rapoport R, Weiner L et al (1993) Electron leak-
age from the mitochondrial NADPH-adrenodoxin reductase-
adrenodoxin-P450scc (cholesterol side chain cleavage) system.
Arch Biochem Biophys 305:489–498

11. Hwang PM, Bunz F, Yu J et al (2001) Ferredoxin reductase
aVects p53-dependent, 5-Xuorouracil-induced apoptosis in colo-
rectal cancer cells. Nat Med 7:1111–1117

12. Iacopetta B (2003) TP53 mutation in colorectal cancer. Hum
Mutat 21:271–276

13. Ichikawa W, Uetake H, Shirota Y et al (2003) Combination of
dihydropyrimidine dehydrogenase and thymidylate synthase

Fig. 5 Kaplan–Meier curves for patients with p53 mutant-type tu-
mors with high FDXR expression levels (solid line) and those with
low expression levels (dotted line). P values calculated by the log-
rank test are indicated

E
st

im
at

ed
 p

ro
ba

bi
lit

y 
of

 s
ur

vi
va

l

Low FDXR (< 9.19)
n=11

High FDXR ( ≥9.19) 
n=8

0

.5

1

0

P=0.0200

360 720

Days since start of chemotherapy



801
gene expressions in primary tumors as predictive parameters for
the eYcacy of Xuoropyrimidine-based chemotherapy for meta-
static colorectal cancer. Clin Cancer Res 9:786–791

14. Ichikawa W, Uetake H, Shirota Y et al (2003) Both gene expres-
sion for orotate phosphoribosyltransferase and its ratio to dihy-
dropyrimidine dehydrogenase inXuence outcome following
Xuoropyrimidine-based chemotherapy for metastatic colorectal
cancer. Br J Cancer 89:1486–1492

15. Liu G, Chen X (2002) The ferredoxin reductase gene is regulated
by the p53 family and sensitizes cells to oxidative stress-induced
apoptosis. Oncogene 21:7195–7204

16. Longley DB, Boyer J, Allen WL et al (2002) The role of thymi-
dylate synthase induction in modulating p53-regulated gene
expression in response to 5-Xuorouracil and antifolates. Cancer
Res 62:2644–2649

17. Longley DB, Harkin DP,Johnston PG (2003) 5-Xuorouracil:
mechanisms of action and clinical strategies. Nat Rev Cancer
3:330–338

18. Lowe SW (1995) Cancer therapy and p53. Curr Opin Oncol
7:547–553

19. Meyerhardt JA,Mayer RJ (2005) Systemic therapy for colorec-
tal cancer. N Engl J Med 352:476–487

20. Powell B, Soong R, Iacopetta B et al (2000) Prognostic signiW-
cance of mutations to diVerent structural and functional regions
of the p53 gene in breast cancer. Clin Cancer Res 6:443–451

21. Rapoport R, Sklan D,Hanukoglu I (1995) Electron leakage
from the adrenal cortex mitochondrial P450scc and P450c11
systems: NADPH and steroid dependence. Arch Biochem Bio-
phys 317:412–416

22. Russo A, Bazan V, Iacopetta B et al (2005) The TP53 colorectal
cancer international collaborative study on the prognostic and
predictive signiWcance of p53 mutation: inXuence of tumor site,
type of mutation, and adjuvant treatment. J Clin Oncol 23:7518–
7528

23. Sjogren S, Inganas M, Norberg T et al (1996) The p53 gene in
breast cancer: prognostic value of complementary DNA
sequencing versus immunohistochemistry. J Natl Cancer Inst
88:173–182

24. Soussi T,Beroud C (2001) Assessing TP53 status in human tu-
mours to evaluate clinical outcome. Nat Rev Cancer 1:233–
240

25. Soussi T,Beroud C (2003) SigniWcance of TP53 mutations in hu-
man cancer: a critical analysis of mutations at CpG dinucleo-
tides. Hum Mutat 21:192–200

26. Soussi T, Dehouche K, Beroud C (2000) p53 website and analy-
sis of p53 gene mutations in human cancer: forging a link be-
tween epidemiology and carcinogenesis. Hum Mutat 15:105–
113

27. Yoshinare K, Kubota T, Watanabe M et al (2003) Gene
expression in colorectal cancer and in vitro chemosensitivity to
5-Xuorouracil: a study of 88 surgical specimens. Cancer Sci
94:633–638

28. Yu J, Marsh S, Ahluwalia R et al (2003) Ferredoxin reductase:
pharmacogenomic assessment in colorectal cancer. Cancer Res
63:6170–6173

29. Zweig MH,Campbell G (1993) Receiver-operating characteris-
tic (ROC) plots: a fundamental evaluation tool in clinical medi-
cine. Clin Chem 39:561–577


	Gene expression of ferredoxin reductase predicts outcome in patients with metastatic colorectal cancer treated by 5-fluorouracil plus leucovorin
	Abstract
	Introduction
	Patients and methods
	Patients and samples
	Quantitative real-time reverse transcription-PCR and measurement of relative RNA expression level
	Detection of p53 mutation
	Statistical analysis
	Results
	FDXR gene expression and association with clinical outcome
	p53 mutations and association with FDXR gene expression
	Combination of FDXR gene expression and p53 mutation and association with clinical outcome
	Discussion
	Conflict of interest statement
	Acknowledgment
	References




<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (None)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (ISO Coated)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.3
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Perceptual
  /DetectBlends true
  /ColorConversionStrategy /sRGB
  /DoThumbnails true
  /EmbedAllFonts true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /SyntheticBoldness 1.00
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 524288
  /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 false
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 150
  /ColorImageDepth -1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages false
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /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 /Bicubic
  /GrayImageResolution 150
  /GrayImageDepth -1
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 600
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /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 /False

  /Description <<
    /DEU <>
    /ENU <>
  >>
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [2834.646 2834.646]
>> setpagedevice


