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Background and Objectives

Common methylenetetrahydrofolate reductase gene variants (MTHFR C677T and A1298C)
have been described to have opposite effects on cancer patients. They may reduce can-
cer susceptibility and increase drug-related toxicity when folate antagonists (e.g.
methotrexate) are utilized. We analyzed 110 patients with high-grade non-Hodgkin’s lym-
phoma (NHL), 68 of whom were eligible for a chemotherapy combination containing
methotrexate (MACOP-B) and 42 for chemotherapy without methotrexate (CHOP).

Design and Methods

Patients were genotyped by polymerase chain reaction and stratified by MTHFR variants.
These data were related to the toxicity (WHO grade GO-4) that the patients suffered and
their survival. Overall 64 cases (58.2%) developed some form of toxicity and 23 (20.9%)
had grade 3/4 toxicity.

Results

When considering toxicity of any grade (grade 1-4), the 677TT genotype was significantly
over-represented among cases with mucositis (OR=4.85; 95%CI, 1.47-15.97; p=0.009)
and those with hepatic toxicity (OR=3.43; 95%CI, 0.99-11.86; p=0.052). Sub-analyses in
the group treated with MACOP-B showed a slight increase in the risk of developing mucosi-
tis (OR=5.22; 95%CI, 1.20-27.27; p=0.03), and a strong increase in the risk of hepatic
toxicity (OR=7.08; 95%CI, 1.38-36.2; p=0.019) and thrombocytopenia (OR=7.69, 95%CI
1.0-58.94; p=0.05). Interestingly, compared to the risk of developing toxicity of any grade,
the risk of developing severe (grade 3/4) mucositis was almost doubled in the whole
group of cases with 677TT (OR=8.13; 95%CI 1.61-41.04; p=0.011) and dramatically
increased in the MACOP-B-treated cases with this gene variant (OR=24.6; 95%CI 2.49-
87.41; p=0.001). There were significant results for 1298CC cases exclusively for mucosi-
tis (any grade, OR=5.33; 95%CI, 1.25-22.70; p=0.023 and OR=9.15; 95%CI, 1.14-73.41;
p=0.037; for the whole group and the MACOP-B-treated group, respectively). Similarly, the
risk of 1298CC patients developing severe mucositis increased (OR=9.24; 95%CI, 1.47-
58.0; p=0.017 and OR=11.53; 0.93-143.18; p=0.057; in the whole group and in the
MACOP-B-treated group, respectively). Event-free survival analysis revealed a lower proba-
bility of event-free survival at 5 years for 677T-carriers (log-ranks, p=0.05 and p=0.07 in
the whole group and in the MACOP-B-treated group, respectively). More significant results
were obtained when 1298CC cases were excluded from the reference group (log-ranks,
p=0.03 and p=0.04, respectively). No significant associations were found in the CHOP-
treated group.

Interpretation and Conclusions

Our data suggest that MTHFR gene variants play a critical role in NHL outcome, possibly
by interfering with the action of methotrexate with significant effects on toxicity and sur-
vival. Genotyping of folate pathway gene variants might be useful to enable reduction of
chemotherapy toxicity and/or to improve survival by indicating when dose adjustments or
alternative treatments are necessary.
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Methylenetetrahydrofolate reductase (MTHFR)
converts methylenetetrahydrofolate to methyl-
tetrahydrofolate, the major circulating form of

folate, so providing methyl groups for methionine syn-
thesis. Methylenetetrahydrofolate and its derivates are
essential for purine and pyrimidine synthesis. Therefore,
the activity of MTHFR plays an important role in both
DNA synthesis and methylation, which are critical
processes for rapidly growing malignant and non-malig-
nant cells. Two common single nucleotide polymor-
phisms (SNP) have been described to affect the activity of
the MTHFR enzyme, a C to T nucleotide transition at
position 677 and an A to C nucleotide transversion at
position 1298.1,2 Reduced enzyme activity has been
reported in 677TT and 1298CC homozygotes as well as
in combined carriers and to a lesser extent in heterozy-
gous individuals.1-4 Several studies have investigated
MTHFR gene variants and disorders involving folate
metabolism,5-9 and recently there has been growing inter-
est in the pharmacogenetics of antifolate drugs.10,11 In par-
ticular, it was reported that individuals carrying MTHFR
polymorphisms may have a lower susceptibility to devel-
op solid or hematologic cancers.12-18 On the other hand, a
few recent studies suggested that carrier patients may
have exacerbated toxicity when treated with antifolate
drugs19-21 or reduced survival, possibly through interfer-
ence with the action of methotrexate.22,23 Such a dualism
has also been reported for additional folate metabolizing
gene polymorphisms.14,23-25 Overall, relationships between
clinical outcome and folate pathway gene variants in
lymphomas have been poorly investigated.26,27

Methotrexate, an antifolate chemotherapeutic agent, is
widely used, alone or in combination with other drugs, in
the treatment of a number of solid, hematologic malig-
nancies28-31 as well as non-malignant disease.32,33 In partic-
ular, the MACOP-B combined scheme is a third-genera-
tion regimen that is very effective against high-grade non-
Hodgkin's lymphomas (NHL).34,35 Similarly to many other
anticancer drugs, methotrexate has little selectivity for
cancer cells, thus its effectiveness is limited by toxicity
against normal tissues, particularly towards gastrointesti-
nal epithelium, bone marrow and liver.36,37 A less aggres-
sive drug combination not containing methotrexate (i.e.
CHOP) shows similar effectiveness in the treatment of
high-grade NHL.38,39 We previously reported that SNP in
the genes of folate metabolizing enzymes play a greater
role in acute lymphoblastic leukemia than in NHL.18 In
the present study we investigated the possible effects of
two common MTHFR gene variants on toxicity and on
clinical outcome in a group of 110 NHL patients treated
with different chemotherapeutic regimens. 

Design and Methods

Study design, selection of patients and their main
characteristics

The aim of our study was to investigate any possible

role of MTHFR genotypes on the clinical outcome of NHL
patients and whether there were differences according to
the chemotherapeutic regimens used. For this purpose,
we analyzed therapy-related toxicity and survival data in
the whole group and in the sub-groups of cases treated
with MACOP-B or CHOP (For details see online supplemen-
tary  Appendix at www.haematologica.org/).

Chemotherapeutic regimens and toxicity evaluation
After stratification according to age, Eastern

Cooperative Oncology Group performance status,42 and
presence of mediastinal mass, the patients were assigned
to the MACOP-B or CHOP chemotherapy regimen proto-
col. (For details see online supplementary  Appendix at
www.haematologica.org/).

Genotype analyses
DNA was isolated from peripheral whole blood by

using proteinase-K treatment followed by phenol/chloro-
form extraction and ethanol precipitation. The genotyping
protocol for detection of the MTHFR C677T polymor-
phism used the following primers: 5'-TGA AGG AGA
AGG TGT CTG CGG GA-3' and 5'-AGG ACG GTG
CGG TGA GAG TG-3'.1 (For details see online supplementary
Appendix at www.haematologica.org/). The genotyping pro-
tocol for detecting the MTHFR A1298C polymorphism
used the following primers: 5'-GGG AGG AGC TGA
CCA GTG CAG-3' and 5'-GGG GTC AGG CCA GGG
GCA G-3'.2 (For details see online supplementary Appendix at
www.haematologica.org/).

Statistical analysis
Statistical differences between groups were assessed by

the Student’s t-test and the χ2 test. When appropriate,
Yates' correction or Fisher's exact test was applied. Odds
ratio (OR) and 95% confidence intervals (95% CI) were
used to estimate the risk of developing different grades of
toxicity after chemotherapy. Adjusted OR were calculated
with logistic regression models, with the dependent vari-
able being the toxicity grade according to WHO criteria
subdivided as grades 1-4 or grades 3-4 versus grade 0 (see
specifics in legends to the Tables). (For details see online supple-
mentary  Appendix at www.haematologica.org/).

Results

Main clinical characteristics and genotype
distributions in the groups of NHL patients

The main clinical characteristics of the groups of
patients considered are listed in Table 1. The whole group
consisted of 110 patients with high-grade NHL. Among
these 110 patients, 68 received MACOP-B treatment and
42 received CHOP treatment. Stratification according to
stage differed significantly between the two treatment
groups (p=0.027), whereas there were no differences in
performance status or in the presence of a mediastinal
mass. Among the whole group of patients, 64 (58.2%)



D. Gemmati et al.

| 480 | haematologica/the hematology journal | 2007; 92(04)

developed toxicity of some grade (hematologic and non-
hematologic) and 23 (20.9%) developed severe, grade 3/4
toxicity. The global treatment-related death rate was
3.6% (two cases in the MACOP-B group and two cases in
the CHOP group). The global pattern of toxicities differed
according to the chemotherapy regimen used, being more
severe in the MACOP-B-treated group (p=0.05) probably
due to the presence of methotrexate in this chemothera-
peutic combination. Accordingly, mucositis was statisti-
cally overrepresented in the MACOP-B group with
respect to the CHOP group (30.9% vs 7.1%; p=0.007).
Conversely, the rate of the other toxicities considered did
not differ statistically between the two groups, and nei-
ther did the MTHFR genotype.

Treatment was adapted in all patients developing severe
(grade 3-4) toxicity (11 treated with MACOP-B, 16.2%
and 12 treated with CHOP, 28.6%). In detail, these
patients experienced lymphocytic toxicity (65.2%),
mucositis (39.1%), anemia (26.1%), thrombocytopenia
(21.7%) and hepatic toxicity (13.0%). Treatment was tem-
porarily suspended in 40% of cases and the dose of
chemotherapeutic agents reduced (by 20%) in 60% of the
patients. When stratified by MTHFR polymorphisms, per-
formance status revealed a slight 677 genotype depend-
ence only in the MACOP-B subgroup. A worse perform-
ance status was observed as the number of 677T alleles
increased (test-trend, p=0.051). Conversely, no significant
associations were identified for disease stage or presence
of a mediastinal mass with particular MTHFR genotypes
in the whole group or in the two differently treated sub-
groups (data not shown).

Toxicity and MTHFR polymorphisms in the whole NHL
group

Among all the patients with NHL who developed toxi-
city (n=64), the prevalence of hematologic and non-hema-
tologic toxicities was as follows: 24 mucositis (37.5%), 26
hepatic toxicity (40.6%), 42 lymphocytopenia (65.6%), 21
anemia (32.8%) and 18 thrombocytopenia (28.1%). Table
2 shows the different kinds of toxicities stratified by
MTHFR 677-genotypes in the whole group of NHL cases.
Globally, mucositis was significantly overrepresented
among 677TT-homozygotes when compared with both
the 677CC reference group (OR=2.21; 95%CI, 1.08-8.75;
p=0.045) and the group with the other genotypes (OR=
4.85; 95% CI, 1.47-15.97; p=0.009). Hepatic toxicity was
slightly associated with the 677TT-genotype when com-
pared with the other genotypes (OR=3.43; 95%CI; 0.99-
11.86; p=0.052). It is worth noting that there was an unex-
pected low prevalence of 677CT cases (11.3%) among
patients with mucositis compared to the prevalence of
patients with the other 677-genotypes (23.7% and 47.4%
for the CC and TT genotypes, respectively). This was
responsible for a low, but not statistically significant, OR-
value ascribable to the CT-genotype.

The risk of developing severe mucositis (grade 3/4) was
double in 677TT-carriers compared to that in patients

with the other genotypes (OR=8.13; 95% CI, 1.61-41.04;
p=0.011) (Table 3). Conversely, no further increase in risk
was observed when only severe hepatic toxicity was con-
sidered. No associations between particular 677-geno-
types and thrombocytopenia, nor lymphocytic toxicity, or
anemia were found (data not shown). As far as concerns the
A1298C polymorphism, a statistical significance was
found only for the occurrence of mucositis in 1298CC
homozygotes when compared to patients with other
genotypes, yielding an OR of 5.33 (95% CI, 1.25-22.70;
p=0.023). When only severe mucositis was considered
(Table 3) the risk increased further (OR=9.24; 95% CI,
1.47-58.01; p=0.017). In combined analyses to evaluate
the effect of both MTHFR variants, the absence of double
wild-type carriers with mucositis did not allow any rela-
tive risk evaluation. This supports the idea that wild-type
alleles are underrepresented among patients developing
toxicity.

Toxicity and MTHFR polymorphisms in the two
treatment groups

Among NHL patients treated with MACOP-B who
developed toxicity (n=45), the prevalence of hematologic
and non-hematologic toxicities was as follows: 21
mucositis (46.6%), 18 hepatic toxicity (40.0%), 27 lym-
phocytopenia (60.0%), 9 anemia (20.0%) and 11 throm-
bocytopenia (24.4%). Table 4 shows the different kinds of
toxicities stratified by MTHFR 677-genotypes in the
MACOP-B-treated subgroup of patients. Among
MACOP-B-treated patients with the 677TT genotype, the
risk of developing any grade of mucositis, hepatic toxicity
or thrombocytopenia was about 5 to 7-fold higher than
that in patients with the other genotypes. When only
grade 3/4 mucositis was considered (Table 3), the risk for
677TT-carriers increased dramatically (OR=24.60; 95%
CI, 2.49-87.41; p=0.001). A further increase in the risk
value related to the development of more severe hepatic
toxicity or thrombocytopenia was not observed. No asso-
ciation between particular 677-genotypes and lymphocyt-
ic toxicity or anemia was found. As for the whole group,
a low rate of 677CT cases among those with mucositis
was responsible for an associated non-significant
decreased OR value. 

When the A1298C polymorphism was analyzed, only
the occurrence of mucositis in the 1298CC homozygotes
was statistically significant when compared with toxicity
in patients with the other genotypes, yielding an OR of
9.15 (95% CI, 1.14-73.41; p=0.037). When severe mucosi-
tis was considered (Table 3) the risk further increased
(OR=11.53; 95%CI, 0.93-143.18; p=0.057). Among NHL
patients treated with CHOP who developed toxicity
(n=19), the prevalence of hematologic and non-hemato-
logic toxicities was as follows: 3 mucositis (15.8%), 8
hepatic toxicity (42.1%), 15 lymphocytopenia (79.0%), 12
anemia (63.1%) and 7 thrombocytopenia (36.8%). It
should be noted that a very low percentage of cases of
mucositis was observed in patients treated with CHOP in
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comparison to the percentage among patients treated
with MACOP-B (Table 1). This could be strongly associat-
ed with the presence/absence of methotrexate in the two
different chemotherapy regimens. Finally, in the patients
treated with CHOP, there were no significant associations
between any type or grade of toxicity and specific
MTHFR genotypes for either the C677T or A1298C poly-
morphism (data not shown).

Survival and MTHFR polymorphisms in NHL groups
Kaplan-Meier analysis comparing EFS curves at 5 years

of follow-up for the two treatment groups (MACOP-B
and CHOP) did not show significant difference (p=0.81;
Figure 1). When the whole group of NHL cases was strat-
ified according to 677-genotype, Kaplan-Meier analysis
showed that 677T-carriers had a lower probability of EFS
compared to cases with the 677CC-genotype (log-rank,
p=0.05; Figure 2). Accordingly, 677T-carriers were at high-
er risk of adverse events compared to patients with the
677CC-genotype (HR=1.99; 95% CI, 1.05-3.55; p=0.046).

Although no significant differences in EFS rate were
found between patients stratified according to 1298-vari-
ant, 1298CC-homozygotes had the lowest probability of

survival at 5 years (data not shown). For this reason, and
taking into account that only 1298CC homozygotes
showed significant toxicity patterns, in an exploratory
analysis we excluded these cases from the reference group
in the subsequent survival analyses. In the whole group,
excluding 1298CC-homozygotes, 677T-carriers had a fur-
ther reduction in EFS probability (log-rank, p=0.03) and
the associated risk of developing adverse events increased
(HR=2.40; 95% CI, 1.10-5.10; p=0.024).

The pattern of EFS in the MACOP-B-treated subgroup
was similar. Again, the significance was higher when
1298CC-homozygotes were excluded from the reference
group and the associated log-rank values were p=0.07 and
p=0.04 (when the 1298CC homozygotes were or were
not included, respectively, in the reference group).
Accordingly, the respective HR for adverse events
reserved to the 677T-carriers were 2.21 (95% CI, 0.95-
5.11; p=0.070) and 2.99 (95% CI; 1.19-9.50; p=0.030).
Finally, EFS among the subgroup treated with CHOP did
not differ significantly in relation to specific MTHFR geno-

Table 1. Main characteristics of the patients.

Total cases MACOP-B CHOP p*
n=110 n=68 n=42

Age (mean, SD), years 56.8±17.1 49.9±16.6 67.9±10.9 0.001

Range, years 18-80 18-80 32-80 --

Sex (male/female) 67/43 (60.9) 47/21 (69.1) 20/22 (47.6) 0.04

Stage
I 16 (14.5) 6 (8.8) 10 (23.8) 0.027°
II 18 (16.4) 16 (23.5) 2 (4.8)
III 37 (33.6) 22 (32.3) 15 (35.7)
IV 39 (35.4) 24 (35.3) 15 (35.7)

Performance status (ECOG)#

Fully active or 69 (62.7) 42 (61.8) 27 (64.3) NS
ambulatory (0-1)

NS
Bedridden (≥2) 33 (30.0) 21 (30.9) 12 (28.6) NS

Mediastinal mass#

Yes/No 33/69 22/41 11/28 NS

Toxicity
Mucositis (n, %) 24 (21.8) 21 (30.9) 3 (7.1) 0.007
Hepatic (n, %) 26 (23.6) 18 (26.4) 8 (19.0) NS
Lymphocytopenia (n, %) 42 (38.2) 27 (39.7) 15 (35.7) NS
Anemia (n, %) 21 (19.1) 9 (13.2) 12 (28.6) NS
Thrombocytopenia (n, %) 18 (16.4) 11 (16.2) 7 (16.7) NS
Overall, grades 1-4 (n, %) 64 (58.2) 45 (66.2) 19 (45.2) 0.05

MTHFR genotype (n, %)
677 CC 38 (34.5) 22 (32.3) 16 (38.1) NS°
677 CT 53 (48.2) 36 (52.9) 17 (40.5)
677 TT 19 (17.3) 10 (14.7) 9 (21.4)
1298 AA 44 (40.0) 27 (39.7) 17 (40.5) NS°
1298 AC 56 (50.9) 34 (50.0) 22 (52.4)
1298 CC 10 (9.1) 7 (10.3) 3 (7.1)

*p-values are referred to comparisons between the MACOP-B and the CHOP
group; #Data are not available for five MACOP-B- and for three CHOP- treated-
patients.°p-values are referred to data distribution. 

Table 2. MTHFR C677T genotype and toxicity risk evaluation in the
whole NHL group (n=110).

MTHFR Toxicity Toxicity OR (95% CI) P
C677T grade 0 grade 1-4
(n) n (%) n (%)

Mucositis

CC (38) 29  (76.3) 9 (23.7) Reference
CT (53) 47 (88.7) 6 (11.3) 0.50 (0.21-1.42) NS
TT (19) 10 (52.6) 9 (47.4) 2.21 (1.08-8.75) 0.045
TT vs CC+CT* 4.85 (1.47-15.97) 0.009

Hepatic toxicity

CC (38) 31 (81.6) 7 (18.4) Reference
CT (53) 42 (79.2) 11 (20.7) 1.17 (0.41-3.39) NS
TT (19) 11 (57.9) 8 (42.1) 2.94 (0.85-10.20) 0.089
TT vs CC+CT* 3.43 (0.99-11.86) 0.052

Lymphocytic toxicity

CC (38) 26 (68.4) 12 (31.6) Reference
CT (53) 31 (58.5) 22 (41.5) 1.49 (0.57-3.89) NS
TT (19) 11 (57.9) 8 (42.1) 0.95 (0.25-3.71) NS
TT vs CC+CT* 0.78 (0.24-2.50) NS

Anemia

CC (38) 31 (81.6) 7 (18.4) Reference
CT (53) 42 (79.2) 11 (20.7) 0.98 (0.30-3.18) NS
TT (19) 16 (84.2) 3 (15.8) 0.54 (0.10-2.98) NS
TT vs CC+CT* 0.52 (0.12-2.32) NS

Thrombocytopenia

CC (38) 32 (84.2) 6 (15.8) Reference
CT (53) 47 (88.7) 6 (11.3) 0.56 (0.14-2.22) NS
TT (19) 13 (68.4) 6 (31.6) 1.92 (0.38-9.64) NS
TT vs CC+CT* 2.31 (0.62-8.60) NS

OR-values were computed considering the number of MTHFR 677CC cases as
the reference. *OR-values were computed comparing the number of MTHFR
677TT cases versus the number of cases with the remaining genotypes for each
type of toxicity.  p-values above 0.100 are not shown.
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types (log-ranks p=0.32 and p=0.26, when computing or
not the 1298CC cases in the reference group). Likewise,
the respective HRs were 1.50 (95% CI, 0.62-4.3; p=0.39)
and 1.81 (95% CI, 0.62-5.69; p=0.30). The A1298C poly-
morphism by itself did not have a significant effect on sur-
vival.

Discussion

The great interindividual variability in drug effect and
efficacy is one of the major issues in the clinical manage-
ment of patients with cancer. Resistance and toxicity
greatly affect the clinical outcome of treated patients.10,36

SNP are emerging as important pharmacogenetic prog-
nostic determinants of response to chemotherapy. Recent
studies have investigated the toxic effects of antifolate
drugs in relation to folate metabolizing SNP in both
hematologic and solid cancers.

In the present study, we investigated whether specific
MTHFR genotypes were associated with survival and tox-
icity in a cohort of 110 adults with high-grade NHL treat-
ed with different pharmacological regimens containing or
not methotrexate (MACOP-B and CHOP, respectively).
The first outcome of our survey was that patients with
NHL who carry the 677TT-genotype had about a 3- to 7-
fold increased risk of developing different kinds of toxici-
ties when compared to patients with other genotypes in
both the whole group and in the subgroup treated with
MACOP-B. This effect of genotype was particularly evi-
dent when severe toxicity phenotypes were considered.
Indeed, 677TT cases treated with MACOP-B had an
approximately 24-fold increased risk of developing severe
(grade 3-4) mucositis. Similarly, hepatic toxicity and
thrombocytopenia were more strongly related to the
677TT genotype in the MACOP-B-treated group than in
the whole group but the risks were quite similar consid-

Table 3. MTHFR C677T and A1298C genotypes and risk of severe mucositis in the whole group of NHL patients (n=110) and in those
treated with MACOP-B (n=68).

MTHFR Whole group (n=110) MACOP-B group (n=68)

C677T WHO G0 WHO G3-4 OR (95% CI; P) WHO G0 WHO G3-4 OR (95% CI; P)
n (%) n (%) n (%) n (%)

CC 29  (90.6) 3 (9.4) Reference 13 (81.2) 3 (18.7) Reference

CT 47 (97.9) 1 (2.1) 0.22 (0.02-2.41; NS) 30 (96.8) 1 (3.2) 0.12 (0.01-1.71; NS)

TT 10 (66.7) 5 (33.3) 3.86 (0.84-23.15; 0.080) 4 (50.0) 4 (50.0) 9.40 (0.64-138.80; NS)

TT vs CC+CT* 8.13 (1.61-41.04; 0.011) 24.60 (2.49-87.41; 0.001)

A1298C

AA 32 (86.5) 5 (13.5) Reference 18 (81.8) 4 (18.2) Reference

AC 49 (98.0) 1 (2.0) 0.12 (0.01-1.31; 0.082) 27 (96.4) 1 (3.6) 0.02 (0.0003-1.42;0.072)

CC 5 (62.5) 3 (37.5) 6.11 (0.66-56.25; NS) 2 (40.0) 3 (60.0) 24.36 (0.28-2119.33; NS)

CC vs AA+AC* 9.24 (1.47-58.01; 0.017) 11.53 (0.93-143.18;0.057)

OR-values were computed considering the number of 677CC or 1298AA cases as the reference. *OR-values were computed comparing the number of MTHFR 677TT or
1298CC cases versus the number of the cases with respective remaining genotypes. p-values above 0.100 are not shown.

Table 4. MTHFR C677T genotype and risk of toxicity in the MACOP-
B-treated group (n=68).

MTHFR Toxicity Toxicity OR (95% CI) p
C677T grade 0 grade 1-4
(n) n (%) n (%)

Mucositis

CC (22) 13 (59.1) 9 (40.9) Reference
CT (36) 30 (83.3) 6 (16.7) 0.62 (0.34-1.58) NS
TT (10) 4  (40.0) 6 (60.0) 3.15 (1.05-9.43) 0.042
TT vs CC+CT* 5.22 (1.20-27.27) 0.030

Hepatic toxicity

CC (22) 17 (77.3) 5 (22.7) Reference
CT (36) 29 (80.5) 7 (19.4) 1.02 (0.24-4.30) NS
TT (10) 4 (40.0) 6 (60.0) 5.34 (1.04-27.21) 0.044
TT vs CC+CT* 7.08 (1.38-36.21) 0.019

Lymphocytic toxicity

CC (22) 16 (72.7) 6 (27.3) Reference
CT (36) 20 (55.5) 16 (44.4) 2.04 (0.62-6.73) NS
TT (10) 5 (50.5) 5 (50.5) 2.03 (0.29-14.08) NS
TT vs CC+CT* 1.33 (0.27-6.51) NS

Anemia

CC (22) 20 (90.9) 2 (9.1) Reference
CT (36) 30 (83.3) 6 (16.7) 1.90 (0.34-10.51) NS
TT (10) 9 (90.0) 1 (10.0) 0.82 (0.04-16.43) NS
TT vsCC+CT* 0.75 (0.08-7.40) NS

Thrombocytopenia

CC (22) 20 (90.9) 2 (9.1) Reference
CT (36) 31 (86.1) 5 (13.9) 1.59 (0.26-9.59) NS
TT (10) 6 (60.0) 4 (40.0) 4.87 (0.59-40.08) NS
TT vs CC+CT* 7.69 (1.00-58.94) 0.050

OR values were computed considering the number of MTHFR 677CC cases as the
reference. *OR values were computed comparing the number of MTHFR 677TT
cases versus the number of cases with the remaining genotypes for each toxicity.
°p-values above 0.100 are not shown.
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ering any grade of toxicity or severe toxicity. An unex-
pected underrepresentation of 677CT heterozygotes was
found among patients with mucositis, associated with
discordant but non-significant risk results. These data
could be explained, in part, by the known partial linkage
disequilibrium between 677 and 1298 alleles responsible
for an unequal mutual distribution of the two allelic coun-
terparts.44 As regards the 1298 variant, effects were seen
exclusively for mucositis both in the whole group and in
the MACOP-B-treated  subgroup, with associated risks
increased by  about 5- and 9-fold, respectively: the risks
increased further when only severe mucositis was consid-
ered. Conversely, among patients with NHL treated with
CHOP, no type or grade of toxicity was associated with
MTHFR genotypes. Therefore, the role of MTHFR vari-
ants found in the whole group is mainly ascribable to
their effects in MACOP-B-treated patients. Some recent
studies showed increased toxicity in 677T-carriers treated
with methotrexate19-21 although other studies did not con-
firm such an association.24,26,27 In particular, this association
was not observed in pediatric patients with either NHL or
acute lymphoblastic leukemia.23,26 However, in adult NHL,
we found strong chemotherapy toxicity associated with
the 677TT-genotype. Different methotrexate doses and
schemes and also diverse nutritional/folate status
between adult and pediatric NHL patients might account
in part for these discrepant results. The particularly evi-
dent association found in the MACOP-B subgroup could
be ascribed to the inclusion of methotrexate in this com-
bination of chemotherapeutic agents. MTHFR gene vari-
ants may increase sensitivity to methotrexate, perhaps
through an imbalance of folate isoforms.
Pharmacologically induced low levels of 5-methyltetrahy-
drofolate and constitutively low availability of this sub-
strate in 677T-carriers, together with predictable effects
on homocysteine concentrations, may account for the
observed exacerbated toxicity.21,45 The association

between survival and folate pathway gene variants in
cancer patients treated with antifolates is less investigat-
ed and still controversial. It seems that a diminished sur-
vival is present in cases carrying those alleles responsible
for an imbalance of folate isoforms.22,23,26 We found that
677T-carriers had a lower probability of EFS at 5 years of
follow-up when compared to patients with the other
genotypes, both in the whole group and in the MACOP-
B-treated subgroup. Specifically, 677T carriers had an
about 2-fold increased risk of adverse events. This was
particularly evident in the MACOP-B-treated subgroup
and when 1298CC homozygotes were excluded from the
reference group. This would imply that the 1298C allele
also has negative effects on survival, although previous
studies in patients with acute lymphoblastic leukemia did
not find such an association.22 To a lesser extent than
677TT-carriers, individuals with the 1298CC genotype
have decreased MTHFR activity and slightly raised
homocysteine levels.2 In addition, because of partial link-
age disequilibrium, the coexistence of 677T and 1298C
alleles in cis is possible, but very rare, supporting the
hypothesis that triple mutations (i.e. 677TT/1298AC or
677CT/1298CC) or double homozygous conditions (i.e.
677TT/1298CC) are probably de novo recombinant
events.44 This is consistent with the fact that virtually all
677TT subjects have wild-type  1298 alleles. For these
reasons, it is hard to observe a clear allele-dosage effect
for the 1298 variant being better accounted for in
homozygous conditions. This could, in part, justify the
difficulty in ascribing effects on survival to the 1298-vari-
ant itself and also account for the improved probability of
EFS observed in 677-wild-type carriers when the 1298CC
homozygotes were excluded from the analysis. Among
NHL cases treated with CHOP, no significantly different
survival rates or risks were associated with particular
MTHFR genotypes. This could be explained in part by the
very low number of cases investigated, or alternatively, as

Figure 1. Kaplan-Meier analysis of EFS in the whole NHL group
and in the two treatment subgroups.

Figure 2. Kaplan-Meier analyses of EFS in the whole group of NHL
cases stratified by MTHFR C677T genotype.
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for the toxicity data, might be mainly due to the absence
of methotrexate in this chemotherapy regimen. Thus,
MTHFR-dependent survival might partially depend on
treatment type and composition. We cannot, however,
exclude that different mean ages or gender compositions
of the two treatment subgroups might have accounted for
the different results. It should be noted that when geno-
type was not considered very much closer survival pro-
files were found in the two subgroups (Figure 1). That
said, the main purpose of our study was not to compare
toxicity or survival patterns between two groups of NHL
patients treated with different protocols, but rather to
determine whether different MTHFR-genotypes have a
role in the clinical outcome of such patients or particular
subgroups of patients.

How folate unbalancing influences cancer remains to be
established. It is currently believed that it may act by
altering DNA methylation and/or synthesis.46-48 Therefore,
by affecting folate balance, folate pathway gene variants
might modulate cancer risk and influence the effects of
chemotherapy. In particular, 677T- and/or 1298C-carriers,
who have more 5,10-methylene-tetrahydrofolate may
have enhanced thymidylate synthase activity, interfering
in turn with the therapeutic target of methotrexate. This
might favor residual neoplastic clone expansion. At the
same time, 677T- and/or 1298C-carriers, who have less 5-
methyl-tetrahydrofolate, may have raised levels of homo-
cysteine, increasing the toxicity of methotrexate. On the
other hand, these polymorphisms, as well as other folate
pathway gene variants, have been described to protect
against the development of cancer.12,14,16,18,49,50 This means
that subjects carrying such variants may have dual but
opposite effects from the polymorphism. They may have

reduced susceptibility to cancer but increased drug-relat-
ed toxicity and even reduced survival rates. The same
mechanisms (e.g. more efficient thymidylate synthesis)
may act beneficially in the healthy subjects but detrimen-
tally in patients with cancer. Such gene variants might be
considered Judas-alleles acting as friend in the healthy sub-
jects but as a foe in the cancer patients.

In conclusion, our study ascribes MTHFR gene variants
an important role in the outcome of patients with NHL,
possibly by interfering with methotrexate as a part of a
chemotherapy combination. We are aware of the limits of
our study due to the small sample size and the fact that
two gene variants partially account for these complex
mechanisms. It is strongly recommended that folate lev-
els are assessed in future studies, because this substrate
could affect the efficacy of chemotherapy. Definitive con-
clusions should nevertheless be drawn with extreme cau-
tion, and further larger studies and/or multicenter analy-
ses are needed to address these issues properly and to
confirm the present findings.

Authors’ Contributions
DG working hypothesis, designed the study, wrote the article and

obtained funding support; AO interpreted and analyzed data, ST,
LC and FF experimental and molecular biology work, made some
important conceptual suggestions; EM and MDP collection, man-
agement and analyses of all hematologic and clinical data, DC and
AB analyses and assessing of hematologic and non-hematologic tox-
icity, GG and AP statistical analyses, AC and GLS senior authors,
clinical care of patients monitoring therapies, MDM interesting sug-
gestion for the design of the manuscript and the discussion section,
revised the manuscript critically. All authors took part in the revision
of the manuscript and approved the final version.

Conflict of Interest
The authors reported no potential conflicts of interest.

References

1. Frosst P, Blom, HJ, Milos R, Goyette
P, Sheppard CA, Matthews RG, et al.
A candidate genetic risk factor for
vascular disease: a common muta-
tion in methylenetetrahydrofolate
reductase. Nat Genet 1995;10:111-3.

2. Weisberg I, Tran P, Christensen B,
Sibani S, Rozen R. A second genetic
polymorphism in methylenetetrahy-
drofolate reductase (MTHFR) associ-
ated with decreased enzyme activity.
Mol Genet Metab 1998; 64:169-72.

3. Rozen R. Molecular genetics of
methylenetetrahydrofolate reduc-
tase deficiency. J Inherit Metab Dis
1996;19:589-94.

4. Kluijtmans LA, van den Heuvel LP,
Boers GH, Frosst P, Stevens EM, van
Oost BA, et al. Molecular genetic
analysis in mild hyperhomocysteine-
mia: a common mutation in the
methylenetetrahydrofolate reduc-
tase gene is a genetic risk factor for
cardiovascular disease. Am J Hum
Genet 1996;58:35-41. 

5. Gemmati D, Previati M, Serino ML,
Moratelli S, Guerra S, Capitani S, et
al. Low folate levels and thermola-
bile methylenetetrahydrofolate

reductase as primary determinant of
mild hyperhomocystinemia in nor-
mal and thromboembolic subjects.
Arterioscler Thromb Vasc Biol 1999;
19:1761-7. 

6. Gemmati D, Serino ML, Trivellato C,
Fiorini S, Scapoli GL. C677T substi-
tution in the methylenetetrahydrofo-
late reductase gene as a risk factor for
venous thrombosis and arterial dis-
ease in selected patients. Haemato-
logica 1999;84:824-8.

7. Christensen B, Arbour L, Tran P,
Leclerc D, Sabbaghian N, Platt R, et
al. Genetic polymorphisms in meth-
ylenetetrahydrofolate reductase and
methionine synthase, folate levels in
red blood cells, and risk of neural
tube defects. Am J Med Genet 1999;
84:151-7. 

8. Martinelli M, Scapoli L, Pezzetti F,
Carinci F, Carinci P, Stabellini G, et al.
C677T variant form at the MTHFR
gene and CL/P: a risk factor for
mothers? Am J Med Genet 2001; 98:
357-60.

9. Coppede F, Marini G, Bargagna S,
Stuppia L, Minichilli F, Fontana I, et
al. Folate gene polymorphisms and
the risk of Down syndrome pregnan-
cies in young Italian women. Am J
Med Genet 2006;140:1083-91.

10. Krajinovic M, Moghrabi A. Pharma-
cogenetics of methotrexate. Pharma-
cogenomics 2004; 5:819-34.

11. Aplenc R, Lange B. Pharmacogenetic
determinants of outcome in acute
lymphoblastic leukaemia. Br J
Haematol 2004;125:421-34. 

12. Sharp L, Little J. Polymorphisms in
genes involved in folate metabolism
and colorectal neoplasia: a HuGE
review. Am J Epidemiol 2004; 159:
423-43.

13. Ulrich CM, Curtin K, Potter JD,
Bigler J, Caan B, Slattery ML. Poly-
morphisms in the reduced folate car-
rier, thymidylate synthase, or
methionine synthase and risk of
colon cancer. Cancer Epidemiol
Biomarkers Prev 2005;14:2509-16. 

14. Skibola CF, Smith MT, Kane E,
Roman E, Rollinson S, Cartwright
RA, et al. Polymorphisms in the
methylenetetrahydrofolate reduc-
tase gene are associated with suscep-
tibility to acute leukemia in adults.
Proc Natl Acad Sci 1999; 96:12810-5.

15. Franco, RF, Simoes BP, Tone LG,
Gabellini SM, Zago MA, Falcao RP.
The methylenetetrahydrofolate
reductase C677T gene polymor-
phism decreases the risk of child-
hood acute lymphocytic leukaemia.



haematologica/the hematology journal | 2007; 92(04) | 485 |

Br J Haematol 2001;115:616-8. 
16. Wiemels JL, Smith RN, Taylor GM,

Eden OB, Alexander FE, Greaves
MF. Methylenetetrahydrofolate
reductase (MTHFR) polymorphisms
and risk of molecularly defined sub-
types of childhood acute leukemia.
Proc Natl Acad Sci 2001;98:4004-9.

17. Matsuo K, Suzuki R, Hamajima N,
Ogura M, Kagami Y, Taji H, et al.
Association between polymor-
phisms of folate- and methionine-
metabolizing enzymes and suscepti-
bility to malignant lymphoma.
Blood 2001;97:3205-9. 

18. Gemmati D, Ongaro A, Scapoli GL,
Della Porta M, Tognazzo S, Serino
ML, et al. Common gene polymor-
phisms in the metabolic folate and
methylation pathway and the risk of
acute lymphoblastic leukemia and
non-Hodgkin's lymphoma in adults.
Cancer Epidemiol Biomarkers Prev
2004;13:787-94. 

19. Ulrich CM, Yasui Y, Storb R,
Schubert MM, Wagner JL, Bigler J, et
al. Pharmacogenetics of methotrex-
ate: toxicity among marrow trans-
plantation patients varies with the
methylenetetrahydrofolate reduc-
tase C677T polymorphism. Blood
2001;98:231-4. 

20. Chiusolo P, Reddiconto G, Casorelli
I, Laurenti L, Sora F, Mele L, et al.
Preponderance of methylenete-
trahydrofolate reductase C677T
homozygosity among leukemia
patients intolerant to methotrexate.
Ann Oncol 2002;13:1915-8. 

21. Toffoli G, Russo A, Innocenti F,
Corona G, Tumolo S, Sartor F, et al.
Effect of methylenetetrahydrofolate
reductase 677C→T polymorphism
on toxicity and homocysteine plas-
ma level after chronic methotrexate
treatment of ovarian cancer patients.
Int J Cancer 2003;103:294-9. 

22. Krajinovic M, Lemieux-Blanchard E,
Chiasson S, Primeau M, Costea I,
Moghrabi A. Role of polymor-
phisms in MTHFR and MTHFD1
genes in the outcome of childhood
acute lymphoblastic leukemia.
Pharmacogenomics J 2004;4:66-72. 

23. Aplenc R, Thompson J, Han P, La M,
Zhao H, Lange B, Rebbeck T.
Methylenetetrahydrofolate reduc-
tase polymorphisms and therapy
response in pediatric acute lym-
phoblastic leukemia. Cancer Res
2005;65:2482-7.

24. Kishi S, Griener J, Cheng C, Das S,
Cook EH, Pei D, et al. Homo-
cysteine, pharmacogenetics, and
neurotoxicity in children with
leukemia. J Clin Oncol 2003; 21:
3084-91. 

25. Rudd MF, Sellick GS, Allinson R,
Matutes E, Catovsky D, Houlston
RS. MTHFR polymorphisms and
risk of chronic lymphocytic leu-
kemia. Cancer Epidemiol Bio-
markers Prev 2004;13:2268-70. 

26. Seidemann K, Book M, Zimmer-
mann M, Meyer U, Welte K, Sta-
nulla M, et al. MTHFR 677 (C→T)
polymorphism is not relevant for

prognosis or therapy-associated tox-
icity in pediatric NHL: results from
484 patients of multicenter trial
NHL-BFM 95. Ann Hematol 2006;
85:291-300. 

27. Shimasaki N, Mori T, Samejima H,
Sato R, Shimada H, Yahagi N, et al.
Effects of methylenetetrahydrofo-
late reductase and reduced folate
carrier 1 polymorphisms on high-
dose methotrexate-induced toxici-
ties in children with acute lym-
phoblastic leukemia or lymphoma. J
Pediatr Hematol Oncol 2006;28:64-
8.

28. Sterba J, Valik D, Bajciova V, Kadle-
cova V, Gregorova V, Mendelova D.
High-dose methotrexate and/or leu-
covorin rescue for the treatment of
children with lymphoblastic malig-
nancies: do we really know why,
when and how? Neoplasma 2005;
52:456-63. 

29. Robien 2005 Robien K, Boynton A,
Ulrich CM.  Pharmacogenetics of
folate-related drug targets in cancer
treatment. Pharmacogenomics 2005;
6:673-89. 

30. Stern JI, Raizer JJ. Primary central
nervous system lymphoma. Expert
Rev Neurother 2005;5:S63-70.

31. Colozza M, de Azambuja E,
Cardoso F, Bernard C, Piccart MJ.
Breast cancer: achievements in adju-
vant systemic therapies in the pre-
genomic era. Oncologist 2006; 11:
111-25.

32. Choy EH, Smith C, Dore CJ, Scott
DL. A meta-analysis of the efficacy
and toxicity of combining disease-
modifying anti-rheumatic drugs in
rheumatoid arthritis based on
patient withdrawal. Rheumatology
2005;44:1414-21.

33. Grim J, Chladek J, Martinkova J.
Pharmacokinetics and pharmacody-
namics of methotrexate in non-neo-
plastic diseases. Clin Pharmacokinet
2003;42:139-51.

34. Klimo P, Connors JM. MACOP-B
chemotherapy for the treatment of
diffuse large-cell lymphoma. Ann
Intern Med 1985;102:596-602. 

35. Tarella C, Gallo E, Ferrero D, Badoni
R, Carlesso N, Caracciolo D, et al.
MACOP-B treatment for intermedi-
ate and high-grade non-Hodgkin's
lymphomas at diagnosis and in
relapse. Haematologica 1990; 75:
149-54.

36. Ulrich CM, Robien K, Sparks R.
Pharmacogenetics and folate metab-
olism: a promising direction.
Pharmacogenomic 2002; 3:299-313. 

37. GorlickR, Bertino JR. Clinical phar-
macology and resistance to dihydro-
folate reductase inhibitors. In:
Jackman AL, editor. Antifolate
Drugs in Cancer Therapy. Humana,
Totowa, NJ, USA 1999. p. 37-57.

38. Jerkeman M, Anderson H, Cavallin-
Stahl E, Dictor M, Hagberg H,
Johnson A, et al. CHOP versus
MACOP-B in aggressive lymphoma:
a Nordic Lymphoma Group ran-
domised trial. Ann Oncol 1999;
10:1079-86. 

39. McKelvey EM, Gottlieb JA, Wilson
HE, Haut A, Talley RW, Stephens R,
et al. Hydroxyldaunomycin (adri-
amycin) combination chemotherapy
in malignant lymphoma. Cancer
1976;38:1484-96.

40. Harris NL, Jaffe ES, Stein H, Banks
PM, Chan JK, Cleary ML, et al. A
revised European-American classifi-
cation of lymphoid neoplasms: a
proposal from the International
Lymphoma Study Group. Blood
1994;84:1361-92. 

41. Carbone PP, Kaplan HS, Musshoff K,
Smithers DW, Tubiana M. Report of
the committee on Hodgkin’s disease
staging classification. Cancer Res
1971;31:1860-1.

42. Oken MM, Creech RH, Tormey
DC, Horton J, Davis TE, McFadden
ET, et lak. Toxicity and response cri-
teria of the Eastern Cooperative
Oncology Group. Am J Clin Oncol
1982;5:649-55.

43. World Health Organization.WHO
handbook for reporting results of
cancer treatment. WHO offset pub-
lication no. 48. World Health
Organization, Geneva, 1979.

44. Zetterberg H, Rymo L, Coppola A,
D’Angelo A, Spandidos DA,
Blennow K. Reply to ‘MTHFR
C677T and A1298C polymorphisms
and mutated sequences occurring in
cis’. Eur J Hum Genet 2002;10:579-
82.

45. Quinn CT, Griener JC, Bottiglieri T,
Hyland K, Farrow A, Kamen BA.
Elevation of homocysteine and exci-
tatory amino acid neurotransmitters
in the CSF of children who receive
methotrexate for the treatment of
cancer. J Clin Oncol 1997;15:2800-6. 

46. Blount BC, Mack MM, Wehr CM,
MacGregor JT, Hiatt RA, Wang G, et
al. Folate deficiency causes uracil
misincorporation into human DNA
and chromosome breakage: implica-
tions for cancer and neuronal dam-
age. Proc Natl Acad Sci 1997;
94:3290-5.

47. Jacob RA, Gretz DM, Taylor PC,
James SJ, Pogribny IP, Miller BJ, et al.
Moderate folate depletion increases
plasma homocysteine and decreases
lymphocyte DNA methylation in
postmenopausal women. J Nutr
1998;128:1204-12. 

48. Friso S, Choi SW. Gene-nutrient
interactions and DNA methylation. J
Nutr 2002;132:2382-7.

49. Skibola, CF, Smith, MT, Hubbard, A,
Shane, B, Roberts, AC, Law, GR, et
al. Polymorphisms in the thymidy-
late synthase and serine hydrox-
ymethyltransferase genes and risk of
adult acute lymphocytic leukemia.
Blood 2002;99:3786-91.

50. Linnebank M, Schmidt S, Kolsch H,
Linnebank A, Heun R, Schmidt-
Wolf IG, et al. The methionine syn-
thase polymorphism D919G alters
susceptibility to primary central
nervous system lymphoma. Br J
Cancer 2004;90:1969-71.

MTHFR gene variants and NHL clinical outcome


