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This study investigated associations between SNPs in genes encoding metabolizing drug enzymes and laboratory parameters in
sickle cell anemia patients under hydroxyurea (SCA-HU+). We evaluated hematologic and biochemical parameters by electronic
methods and SNPs by PCR-RFLP and multiplex PCR in 35 SCA-HU+ patients and 67 SCA-HU− patients. The HbS, total
cholesterol, lactate dehydrogenase, aspartate aminotransferase, total bilirubin and fractions levels, and leukocyte, eosinophil,
monocyte, and erythroblast counts were reduced in SCA-HU+ patients (p < 0 05). Moreover, they presented higher HbF,
C-reactive protein, and ferritin levels and elevated MCH and MCV values (p < 0 05). Genotype frequencies of variants GA+AA
of MPO −463G>A and c1c2 + c2c2 of CYP2E1 −1293G>C/−1053C>T were higher in SCA-HU+ patients (p < 0 05). Independent
associations were found between the variant A allele and lower total cholesterol, between c2 allele and low alpha-1 antitrypsin
and between the null GSTT1 variant and high indirect and total bilirubin in SCA-HU+ patients. In SCA-HU− patients,
independent associations were found between the variant A allele and high uric acid and between c2 allele and high urea. Our
results suggest that SNPs MPO −463G>A, CYP2E1 −1293G>C/−1053C>T, and GSTT1 can be associated with alterations in
lipid, inflammatory, renal, hemolytic, and hepatic profiles. However, further studies are needed to elucidate these associations.

1. Introduction

Sickle cell anemia (SCA) is a monogenic disease, charac-
terized by clinical heterogeneity [1]. The clinical diversity
of SCA patients has been attributed to several factors, such
as sociodemographic, socioeconomic, environmental, and
genetic factors [2, 3]. Fetal hemoglobin (HbF: α2γ2) is a
classic genetic modulator associated with a less-severe SCA
outcome, and high concentration of HbF inhibits the

polymerization of the hemoglobin variant S (HbS) by forma-
tion of asymmetric hybrids with gamma (γ) chain and βS

chain (α2γβ
S) that present high affinity for oxygen [4, 5].

Hydroxyurea (HU) is the most used drug to treat SCA
patients with severe profile and increased HbF [6, 7]. Several
studies have demonstrated that HU use in SCA can improve
the clinical profile by reducing painful crises, hospital stay,
blood transfusion, and acute chest syndrome episodes [1, 8].
Despite the HU beneficial effects, there is an interindividual
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variation in the treatment response and this can be due to
several factors, such as environmental interaction and genetic
background [4, 9, 10].

The enzymes involved in the metabolism of HU are not
clearly elucidated. It was reported that monooxygenase
cytochrome(s) P-450 [11, 12] and peroxidases [13, 14] can
be implicated in HU metabolism. Furthermore, it is known
that the efficiency of drugs depends on two phases of metab-
olism (phases I and II) in addition to phase III protein
transporters [15–17]. In the present study, we selected
enzymes of phases I (cytochrome P450: CYP450 and myelo-
peroxidase: MPO) and II (glutathione S-transferase: GST and
NAD(P)H:quinone oxidoreductase: NQO) [15–17], since
they are responsible for the metabolism of majority of
available drugs and are polymorphic.

CYP2E1 is a monooxygenase highly expressed in the liver
which metabolizes more than 70 endogenous and exogenous
substrates including drugs, and most of these substrates are
small and hydrophobic [16]. It is also implicated in the
metabolism of aromatic compounds, halogenated alkanes
or alkenes, benzene, and alcohols/ketones/aldehydes, and
can be induced by ethanol [16]. The MPO is a heme-
containing enzyme, present in high quantities in the neutro-
phil azurophilic granules, which catalyzes reactions of oxida-
tion [18]. It is responsible for the production of radical
species which are able to initiate lipid peroxidation. MPO
activity leads to the production of hypochlorous acid
(HOCl), from hydrogen peroxide and chloride, which by
chlorination and/or oxidation is able to modify a wide variety
of endogenous and exogenous substrates [18, 19]. NQO1, a
cytosolic flavoprotein, is involved in reactions of detoxifica-
tion by maintaining the antioxidant forms of intermediate
metabolites produced by monooxygenases and peroxidases
[20]. It is known that individuals with low NQO1 activity
and high CYP2E1 activity would potentially be more suscep-
tible to the toxic effects of xenobiotic than those with low
CYP2E1 and high NQO1 activities [21]. GST(M1/T1) is
involved in the detoxification of a wide variety of potentially
toxic and carcinogenic electrophiles by conjugating them to
glutathione [22] and enhancing xenobiotic solubility which
facilitates its elimination [23].

Some genetic polymorphisms in drug-metabolizing
enzymes may influence the efficiency as well as the toxicity
of drugs by changing their metabolism and bioavailabil-
ity [24]. Studies demonstrated the effect of some single-
nucleotide polymorphisms (SNPs) present in genes MPO,
CYP2E1, NQO1, and GSTT1/GSTM1. The c1c1 genotype of
CYP2E1 −1293G>C/−1053C>Twas associated with high risk
of hepatotoxicity in patients treated with antituberculosis
drugs [24]. The polymorphism MPO −463G>A may affect
the transcription of the gene, may decrease the synthesis of
MPO, and has been associated with low metabolism of its
substrates [19, 25]. The SNP C609T identified in NQO has
been associated with enzyme degradation [26–28], and it
was demonstrated that the loss of NQO1 activity in individ-
uals makes it more susceptible to toxic and carcinogenic
effects of reactive metabolites of quinines and a high risk of
leukemia and hematotoxicity [20, 26]. Deletions in GSTT1/
GSTM1 have been associated with alterations in xenobiotics

metabolism, as well as the patient’s response to treatment
[29]. Thus, based on the variability of response in SCA
patients treated with HU and the effect of SNPs on the
metabolism of drugs, we investigated the influence of
SNPs CYP2E1 −1293G>C/−1053C>T, MPO −463G>A,
NQO C609T, and GSTT1/GSTM1 on laboratory parameters
in SCA patients treated with HU.

2. Methods

2.1. Subjects. The present case control study involved a total
of 102 SCA patients. The case group consisted of 35 SCA
patients treated with HU (SCA-HU+), while the control
group of consisting 67 SCA patients were not treated (SCA-
HU−). The SCA-HU+ patients were patients with severe
clinical profiles. All SCA patients were recruited between
February 2010 and July 2011 at the outpatient clinic of the
Hematology and Hemotherapy Foundation of Bahia
(HEMOBA). The age of the SCA-HU+ patients ranging
between five and 42 years, with a median of 12 years, while
the age of SCA-HU− patients ranging between two and 55
years, with a median of 11 years. Of the SCA-HU+ patients,
45.71% were female, while it was 47.76% in the SCA-HU−

patients (Table 1). All patients reported regular use of folic
acid, with SCA-HU+ patients taking 10 to 22mg/kg/day.
The median time of HU used in this group was about 14.5
months (range: 6–68 months).

2.2. Inclusion and Exclusion Criteria. All included patients
had the HbSS genotype and were in a steady state, character-
ized as the absence of acute crisis and no use of blood therapy
in the past three months. Patients on transfusion therapy,
those who presented infection (HIV, HCV, HTLV I, and II,
or HBV) and those who reported diseases, such as diabetes
mellitus and renal or autoimmune inflammatory disease, as
well as smokers and chronic alcoholics were excluded.

2.3. Ethical Aspects. The present study was approved by the
Institutional Review Board of the Gonçalo Moniz Institute,
Oswaldo Cruz Foundation (Fiocruz Bahia, Brazil), and was
conducted in accordance with the Declaration of Helsinki
and its revisions. Furthermore, all patients, or their legal
guardians, provided a signed term of informed consent.

2.4. Laboratory Methods. Laboratory and molecular analyses
were performed at the Clinical Analysis Laboratory, as well as
the Anemia Research Laboratory, College of Pharmaceutical
Sciences, at the Federal University of Bahia, in addition to the
Laboratory of Hematology, Genetics and Computational
Biology, at Fiocruz Bahia, Brazil.

Hematological analyses were performed using a
CELL-DYN Ruby electronic cell counter (Abbott Diag-
nostics, Wiesbaden, Germany). Qualitative and quantitative
profiles of hemoglobin (Hb) were confirmed by high-
performance liquid chromatography (HPLC/Variant II;
BIO-RAD, Hercules, CA, USA). Biochemical parameters
were measured in serum by an immunochemistry assay using
an A25 spectrophotometer autoanalyser (Biosystems SA,
Barcelona, Spain). Inflammatory proteins, such as alpha-1
antitrypsin (AAT) and C-reactive protein (C-RP), were
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Table 1: Laboratory profiles of SCA patients treated (SCA-HU+) and untreated (SCA-HU−) with HU.

SCA-HU+ patients
(N = 35)

SCA-HU− patients
(N = 67)

Mean± SD Mean± SD p value

Age (years) 12 (5–42) 11 (2–55) 0.05∗

Gender

Male, N (%) 19 (54.29%) 35 (52.24%) —

Female, N (%) 16 (45.71%) 32 (47.76%)

Hemoglobins

HbS (%) 79.38± 10.34 85.92± 5.79 <0.001∗∗

HbF (%) 13.66± 6.25 9.82± 5.84 0.003∗∗

Hemolysis

RBC (×109/mL) 2.57± 0.39 2.63± 0.41 0.498∗

Hemoglobin (g/dL) 8.57± 1.28 8.15± 1.17 0.096∗

Reticulocyte (%) 6.79± 2.25 6.93± 2.22 0.813∗

Hematocrit (%) 24.87± 3.82 23.50± 3.19 0.057∗

MCH (pg) 32.54± 3.69 30.97± 3.31 0.032∗

MCHC (%) 34.51± 1.33 34.89± 1.41 0.200∗

MCV (fL) 94.13± 10.08 89.20± 7.38 0.006∗

Erythroblast (/102 leukocytes) 1.46± 1.33 2.47± 2.25 0.048∗∗

Haptoglobin (mg/dL) 5.83± 0.00 5.84± 0.05 0.485∗

Hemolysis plus hepatic

Aspartate aminotransferase (U/L) 45.34± 14.97 54.45± 16.56 0.008∗

Total bilirubin (mg/dL) 1.83± 0.72 2.73± 1.36 <0.001∗∗

Indirect bilirubin (mg/dL) 1.35± 0.67 2.07± 1.32 0.003∗∗

Direct bilirubin (mg/dL) 0.48± 0.16 0.63± 0.26 0.009∗∗

Iron serum (mcg/dL) 102.50± 45.80 105.70± 49.81 0.770∗∗

Lactate dehydrogenase (U/L) 947.20± 354.80 1169.00± 457.20 0.023∗∗

Platelets

Platelet (×103/mL) 431.50± 153.50 483.50± 133.20 0.082∗∗

Leukocytes

Leukocyte (/mL) 12016.14± 4778.30 13490.30± 3319.20 0.047∗∗

Eosinophil (/mL) 429.80± 280.20 971.40± 861.60 <0.001∗∗

Monocyte (/mL) 840.90± 466.40 999.70± 354.70 0.009∗∗

Lipid and glycemic

Total cholesterol (mg/dL) 118.20± 16.06 127.40± 21.12 0.032∗

HDL-C (mg/dL) 33.00± 7.47 31.34± 7.57 0.244∗∗

LDL-C (mg/dL) 70.05± 20.78 75.36± 18.78 0.199∗

VLDL-C (mg/dL) 17.64± 6.16 20.03± 10.05 0.596∗∗

Triglycerides (mg/dL) 88.61± 31.19 100.40± 49.93 0.609∗∗

Glucose (mg/dL) 74.23± 7.40 72.34± 7.86 0.243∗

Renal

Urea (mg/dL) 16.86± 5.21 15.66± 5.31 0.282∗

Creatinine (mg/dL) 0.47± 0.16 0.41± 0.13 0.067∗∗
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measured by immunochemistry using the Immage 800 sys-
tem (Beckman Coulter, Fullerton, CA, USA). Serum ferritin
was measured by immunoassay using an Access 2 Immuno-
assay system (Beckman Coulter, Fullerton, CA, USA).

Molecular analyses were carried out on genomic
DNA extracted from peripheral blood leukocytes using
the Flexigen 250 kit (Qiagen, Hilden, Germany). SNPs
CYP2E1 −1293G>C/−1053C>T (rs3813867/rs2031920), NQO1
609C>T (rs1800566), and MPO −463G>A (rs2333227)
were investigated by polymerase chain reaction-restriction
fragment length polymorphism (PCR-RFLP) analysis using
the HinfI, RsaI, and AciI restriction enzymes, respectively
[19, 30, 31]. Deletions of GSTT1 and GSTM1 were investi-
gated by multiplex PCR, and the β-globin gene (HBB) was
used as an internal reaction control [22]. βS globin gene
cluster haplotypes were investigated by PCR-RFLP and
talassemia α2 del 3.7kb by PCR [32, 33].

2.5. Statistical Analysis. All statistical analyses were per-
formed by EpiInfo 7.0, SPSS 17, and GraphPad Prism 5.0
software, with p values lower than 0.05 considered as statisti-
cally significant. Quantitative variable distributions were
determined by the Shapiro-Wilk test, and mean values
between two groups were compared using the unpaired t-test
for normal distribution, while Mann–Whitney U test was
utilized for data with nonnormal distribution. For qualitative
variables, Fisher’s exact test or the chi-square test (χ2 test)
with Yates correction was performed. The χ2 test was used
to evaluate genotypes in the case and control groups. In order
to determine relative risk, odds ratios and 95% confidence
intervals (95% CI) were calculated. Results were expressed
as means± standard deviation (M± SD), numbers or per-
centages, where appropriate. Association analysis between
laboratory parameters and polymorphisms, using a genetic
dominant model, and multivariate linear regression analyses
were performed to evaluate the influence of gene polymor-
phisms on laboratory parameters.

3. Results

3.1. Laboratory Parameters. Biochemical and hematological
parameters of SCA-HU+ and SCA-HU− patients are shown
in Table 1. SCA-HU+ patients presented high MCV and
MCH in comparison to SCA-HU− patients (p < 0 05). HbS
levels were lower in SCA-HU+ patients than in the control
group, and HbF levels were higher in SCA-HU+ patients
when compared to the SCA-HU− patients (p < 0 001). Leu-
kocyte, eosinophil, monocyte, and erythroblast counts were
also lower in the SCA-HU+ patients (p < 0 05).

Lipid profile analysis showed lower concentrations of
total cholesterol in SCA-HU+ patients than those in SCA-
HU− patients (p = 0 032). HDL-C concentration was higher
in SCA-HU+ patients, while levels of triglycerides and
LDL-C were lower in this group when compared to the
SCA-HU− patients. Lactate dehydrogenase (LDH), direct
bilirubin (DB), indirect bilirubin (IB), and total bilirubin
(TB) were reduced in the SCA-HU+ patients (p < 0 05).
Aspartate aminotransferase (AST) was increased in the
SCA-HU+ group compared to the SCA-HU− group (p =
0 008). With regard to inflammatory markers, CRP and
ferritin levels were higher in SCA-HU+ patients (p < 0 05).

3.2. Genotype Frequencies of MPO −463G>A, NQO1 609C>T,
CYP2E1 −1293G>C/−1053C>T, GSTT1, and GSTM1
Polymorphisms as well as of Haplotypes and Thalassemia α.
Genotype frequencies of the SNPs investigated were found
to be in the Hardy-Weinberg equilibrium (χ2 test, p > 0 05).
Genotype frequency analysis was performed in both groups
of SCA patients using the dominant genetic model, with
higher frequencies of GA+AA and c1c2+ c2c2 genotypes
detected in SCA-HU+ patients as compared to SCA-HU−

patients. No significant difference was found when we
analyzed the genotypes of NQO1 609C>T, GSTT1, and
GSTM1 polymorphisms, haplotypes, and thalassemia α
between both groups (Tables 2 and 3).

Table 1: Continued.

SCA-HU+ patients
(N = 35)

SCA-HU− patients
(N = 67)

Mean± SD Mean± SD p value

Hepatic

Alanine aminotransferase (U/L) 20.74± 8.49 24.59± 13.79 0.309∗∗

Total protein (g/dL) 8.17± 0.42 7.97± 0.92 0.223∗

Albumin (g/dL) 4.47± 0.39 4.45± 0.33 0.821∗

Globulin (g/dL) 3.70± 0.56 3.51± 0.88 0.261∗

Inflammation

Uric acid (mg/dL) 4.15± 1.22 4.05± 1.14 0.677∗

C-reactive protein (mg/L) 8.26± 6.40 4.95± 3.87 0.003∗∗

Ferritin (ng/dL) 308.50± 219.60 155.7± 95.41 <0.001∗∗

Alpha-1 antitrypsin (mg/dL) 161.30± 41.01 153.60± 34.86 0.328∗

RBC: red blood cell; MCH: mean corpuscular hemoglobin; MCV: mean corpuscular volume; MCHC: mean corpuscular hemoglobin concentration; HbS: S
hemoglobin; HbF: fetal hemoglobin; HDL-C: high-density lipoprotein cholesterol; LDL-C: low-density lipoprotein cholesterol; VLDL-C: very low-density
lipoprotein cholesterol; SCA-HU+: SCA patient treated with HU; SCA-HU−: SCA patient untreated with HU; ∗unpaired t-test, ∗∗Mann Whitney U test.
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3.3. Associations between Genetic Polymorphisms and
Laboratory Parameters. To evaluate the influence of poly-
morphisms on the laboratory markers in SCA-HU+ patients,
association analysis between laboratory parameters and
polymorphisms and multivariate linear regression analyses
were performed using the dominant genetic model. The
same analyses were also carried out in SCA-HU− patients.
Only significant associations in both groups were reported
(Tables 4 and 5). Association analysis showed that SCA-HU+

patients with the variant GA/AA genotype had low total
cholesterol and LDL-C levels in comparison to those with
the wild-type GG genotype (p < 0 05). In the SCA-HU−

patients, the GA/AA genotype was associated with increased

concentrations of globulin, uric acid, and glucose (p < 0 05).
The variant genotype c1c2/c2c2 was associated with reduced
AAT, MCV, and MCH in the SCA-HU+ group (p < 0 05), as
well as reduced monocyte counts and ferritin levels in the
SCA-HU− group (p < 0 05). Furthermore, this genotype was
associated with elevated urea concentration in both groups
(p < 0 05). The null GSTT1 genotype was associated with ele-
vated levels of TB and IB in SCA-HU+ patients (p < 0 05).
Any significant association was observed between SNPs
NQO1 609C>T and GSTM1 and laboratory markers.

Multivariate analyses performed in the SCA-HU+ group
showed that the variant GA/AA genotype was independently
associated with a reduction in the total cholesterol level,
whereas the variant c1c2/c2c2 genotype was found to be
independently associated with reduced AAT levels. The null
GSTT1 genotype was also independently associated with
increased TB and IB. In the SCA-HU− group, the GA/AA
genotype was independently associated with high uric acid,
while the c1c2/c2c2 genotype contributed independently
to increases in urea levels. No statistically significant associ-
ation was found between the NQO1 609C>T and GSTM1
polymorphisms and the laboratory parameters evaluated
in this study.

4. Discussion

The present study investigated associations between SNPs
MPO −463G>A, CYP2E1 −1293G>C/−1053C>T, NQO1
609C>T, GSTT1, and GSTM1 and laboratory parameters in
SCA patients on HU therapy. SCA-HU− patients were used
as the control group. HU therapy was found to be associated
with higher values of MCH and MCV, similar to what was

Table 2: Genotype frequencies of MPO −463G>A, NQO1 609C>T, CYP2E1 −1293G>C/−1053C>T, GSTT1, and GSTM1 polymorphisms
using the dominant genetic model in SCA patients treated (SCA-HU+) and untreated (SCA-HU−) with HU.

Genotypes
SCA-HU+ patients

N (%)
SCA-HU− patients

N (%)
OR

(95% CI)
p value

MPO −463G>A N = 35 (100%) N = 66 (100%)
GG 10 (28.57%) 34 (51.52%) 2.66 0.045∗

GA+AA 25 (71.43%) 32 (48.48%) (1.10–6.39)

NQO1 609C>T N = 35 (100%) N = 67 (100%)
CC 24 (68.57%) 41 (61.19%) 0.72 0.604∗

CT+TT 11 (31.43%) 26 (38.81%) (0.30–1.72)

CYP2E1 −1293G>C/−1053C>T N = 35 (100%) N = 67 (100%)
c1c1 26 (74.29%) 63 (94.03%) 5.45 0.009∗∗

c1c2 + c2c2 9 (25.71%) 4 (5.97%) (1.54–19.28)

GSTT1 N = 35 (100%) N = 67 (100%)
GSTT1+ 26 (74.29%) 49 (73.13%) 0.94 0.911∗

GSTT1− 9 (25.71%) 18 (26.87%) (0.37–2.39)

GSTM1 N = 35 (100%) N = 67 (100%)
GSTM1+ 21 (60%) 45 (67.16%) 1.36 0.616∗

GSTM1− 14 (40%) 22 (32.84%) (0.58–3.18)

SCA-HU+: SCA patient treated with HU; SCA-HU−: SCA patient untreated with HU;MPO: myeloperoxidase; CYP2E1: cytochrome P450 2E1; GSTT1/GSTM1:
glutathione S-transferase T1/M1; NQO1: NADP(H) quinone oxidoreductase; N: number; ∗corrected Yates, ∗∗exact Fisher test; OR: odds ratio; 95% CI: 95%
confidence interval.

Table 3: Genotype frequencies of α-thalassemia and allelic
frequencies of haplotype in SCA patients treated (SCA-HU+) and
untreated (SCA-HU−) with HU.

SCA-HU+

patients
SCA-HU−

patients

Tal α2del 3.7kb N = 27 N = 65 p value

αα/αα 23 (85.19%) 51 (78.46%)
0.571∗∗−α/αα 4 (14.81%) 14 (21.54%)

−−/αα 0 (0%) 0 (0%)

Haplotype/chromosome N = 68 N = 112 p value

CAR 28 (41.18%) 61 (50%)

—BEN 36 (52.94%) 51 (41.80%)

ATIP 4 (5.88%) 10 (8.20%)

SCA-HU+: SCA patient treated with HU; SCA-HU−: SCA patient untreated
with HU; N: number; CAR: Bantu; BEN: Benin; ATIP: atypical. ∗∗Exact
Fischer test.
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shown by Pallis et al. [34]. On the contrary, Laurentino et al.
did not observe significant differences in MCH and MCV
levels among SCA-HU+ and SCA-HU− patients [3]. The
present study found an association between HU therapy
and significant reductions in leukocyte, eosinophil, and
monocyte counts, confirming its cytoreductive effect. This
effect can improve the inflammatory profile generally
observed in SCA patients, which is mainly due to increases
in eosinophil and monocyte counts [34].

Our study also clearly showed significant reductions in
total cholesterol concentrations among SCA-HU+ patients.
Moreover, SCA-HU+ patients presented higher HDL-C
levels and lower LDL-C and VLDL-C levels than SCA-HU−

patients, yet these values were not significant. The present
results demonstrate the beneficial effect of HU on cholesterol,
since it is known that plasma lipids, particularly high
levels of triglycerides, are correlated with markers of intra-
vascular hemolysis, vascular dysfunction, and pulmonary

hypertension in sickle cell disease patients [35]. Recently,
our research group proposed a dyslipidemic subphenotype
in SCA patients [36]. Significant decreases in LDH, TB, DB,
and IB were seen among SCA-HU+ patients, suggesting an
improvement in the hemolytic profile. These findings are
supported by results reported by Dehury et al., who also
observed reduced levels of LDH and TB in association with
HU use in HbSβ+ thalassemia [37].

HU therapy was also observed to significantly reduce
HbS levels, which is consistent with results by Shome et al.
who also found an association between HU use and signif-
icantly reduced HbS levels in SCA patients [38]. We also
detected significantly higher HbF levels in SCA-HU+

patients compared to controls, which confirms results in
previous studies regarding the efficacy of HU in inducing
HbF synthesis [3, 34, 39, 40].

SCA-HU+ patients exhibited high levels of the acute
phase inflammatory proteins ferritin and C-RP. The elevated

Table 4: Association analysis of laboratory parameters and gene polymorphisms among SCA-HU+ and SCA-HU− patients.

(a)

Parameters SCA-HU+ patients

MPO (GA+AA)
N= 25

MPO (GG)
N= 10

p value

Total cholesterol (mg/dL) 115.8± 15.37 139.8± 29.98 0.004∗

LDL-C (mg/dL) 64.92± 16.96 84.31± 24.62 0.014∗

CYP2E1 (c1c2 + c2c2)
N= 9

CYP2E1 (c1c1)
N= 26

p value

Alpha-1 antitrypsin (mg/dL) 137.16± 31.95 169.99± 40.92 0.037∗

Urea (mg/dL) 19.78± 5.99 15.85± 4.62 0.049∗

MCH (rg) 30.10± 2.99 33.38± 3.17 0.019∗

MCV (%) 88.12± 11.80 96.24± 8.72 0.036∗

GSTT1−

N= 9
GSTT1+

N= 26
p value

Total bilirubin (mg/dL) 2.62± 1.33 1.71± 0.71 0.043∗∗

Indirect bilirubin (mg/dL) 2.09± 1.38 1.25± 0.67 0.045∗∗

(b)

Parameters SCA-HU− patients

MPO (GA+AA)
N= 32

MPO (GG)
N= 34

p value

Globulin (g/dL) 3.74± 0.95 3.30± 0.78 0.043∗

Uric acid (mg/dL) 4.76± 1.55 3.67± 0.97 0.001∗

Glucose (mg/dL) 74.66± 6.60 70.21± 8.52 0.020∗

CYP2E1 (c1c2 + c2c2)
N= 4

CYP2E1 (c1c1)
N= 63

p value

Monocytes (/mL) 685± 175 1020± 355 0.048∗∗

Ferritin (ng/dL) 57.18± 17.99 210.0± 176.4 0.002∗∗

Urea (mg/dL) 35.25± 29.67 16.67± 9.24 0.048∗∗

LDL-C: low-density lipoprotein cholesterol; MCH: mean corpuscular hemoglobin; MCV: mean corpuscular volume; MPO: myeloperoxidase; CYP2E1:
cytochrome P450 2E1; GSTT1: glutathione S-transferase 1; SCA-HU+: SCA patient treated with HU; SCA-HU−: SCA patient untreated with HU. ∗Unpaired
t-test; ∗∗Mann Whitney U test.
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concentrations of ferritin seen in SCA-HU+ patients herein
could be associated with either repeated blood transfusions
or an inflammatory process in these patients. Previous
studies have reported associations between frequent trans-
fusions and elevated serum iron concentrations, which sub-
sequently lead to increased ferritin concentrations [41, 42].
The first hypothesis seems far less probable, since all
patients who received transfusions three months prior to
blood sample collection were excluded. Hence, the second
hypothesis appears more probable, suggesting that, despite
the cytoreductive effect of HU at doses lower than its
maximum tolerated dose (MTD), therapy does not reduce
levels of C-RP, which is produced by the liver in response

to proinflammatory cytokines and is considered a plasma
biomarker for low-grade systemic inflammation [43, 44].

Two phases of drug metabolism (phases I and II) have
been described in the literature [15–17]. HU metabolism
has been reported to occur via monooxygenase cyto-
chrome(s) P-450 [11, 12] and peroxidases [13, 14]. However,
the underlying metabolic pathway remains to be fully
elucidated. Since CYP2E1 and MPO, which are phase I
enzymes, and GST(T1/M1) and NQO1, phase II enzymes
[15–17], are highly implicated in the metabolism of the
majority of endogenous and exogenous substrates (antime-
tabolite drugs, alcohol, benzene, and isoniazid), these
enzymes were selected for study, in addition to some

Table 5: Multivariate linear regression models of genetic polymorphisms and confounding variables on laboratory parameters in SCA-HU+

and SCA-HU− patients.
(a)

SCA-HU+ patients
Independent variables Dependent variable β p value R2 p value of the model

Model

MPO∗

Total cholesterol

−0.391 0.001

0.744 <0.001a
MCH −0274 0.011

LDL-C 0.667 <0.001
Iron serum 0.266 0.013

Lactate dehydrogenase −0.272 0.019

Model

CYP2E1∗

Alpha-1 antitrypsin

−0.350 0.017

0.596 <0.001a
Uric acid −0.563 0.001

Urea 0.270 0.047

Creatinine 0.386 0.014

Iron serum −0398 0.005

Direct bilirubin 0.440 0.007

Model

GSTT1∗
Total bilirubin

0.464 0.004
0.283 0.005a

Creatinine −0.337 0.033

Model

GSTT1∗
Indirect bilirubin

0.433 0.009
0.233 0.014a

Creatinine −0.286 0.077

(b)

SCA-HU− patients
Independent variables Dependent variable β p value R2 p value of model

Model

MPO∗

Uric acid
0.379 0.001

0.244 <0.001a
Total cholesterol 0.293 0.010

Model

CYP2E1∗

Urea

0.389 0.001

0.175 0.007aGlobulin −0.187 0.124

Uric acid 0.110 0.363

LDL-C: low-density lipoprotein cholesterol; MCH:mean corpuscular hemoglobin;MPO: myeloperoxidase; CYP2E1: cytochrome P450 2E1;GSTT1: glutathione
S-transferase; SCA-HU+: SCA patient treated with HU; SCA-HU−: SCA patient untreated with HU; R2: coefficient of determination; β: coefficient of regression;
aANOVA; ∗dominant genetic model.
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associated SNPs which were chosen due to their importance
for the activity of the enzymes. SNP CYP2E1 −1293G>C/
−1053C>T affects genomic transcriptional activity [45].
SNP MPO −463G>A results in the loss of a binding site
for transcription factor SP1, leading to decreased gene
expression [18]. The deletion of GST(T1/M1) leads to loss
of GST activity [46]. SNP NQO1 609C>T decreases NQO1
activity [47, 48].

In the present study, we observed high frequencies of the
GA+AA and c1c2+ c2c2 genotypes in SCA-HU+ patients in
comparison with SCA-HU− patients. The GA/AA genotype
was found to be associated with low total cholesterol and
LDL-C levels in SCA-HU+ patients, as well as with high
glucose levels in SCA-HU− patients. A recent study con-
ducted in patients with diabetes mellitus also demonstrated
an association between the GA/AA genotype and reduced
levels of total cholesterol, in addition to elevated glucose
levels [19]. Thus, our findings confirm the association
between the variant A allele and levels of cholesterol and
glucose, especially in SCA-HU+ patients since, we found that
(1) HU is associated with reduction of low total cholesterol
levels and (2) SCA-HU+ patients with the variant A allele
have significant reduction in total cholesterol and LDL-C
levels compared with those carrying the wild-type G allele.
Furthermore, the GA/AA genotype was found to be asso-
ciated with significant increases in uric acid and globulin
in SCA-HU− patients. However, this association was not
seen in SCA-HU+ patients, which suggests that HU is able
to reduce the levels of these parameters in SCA patients
carrying these genotypes. Interestingly, we observed that
the GA/AA genotype was independently associated with
low concentrations of total cholesterol in SCA-HU+

patients and with high concentrations of uric acid in
SCA-HU− patients.

The c1c2/c2c2 genotype which affects the transcriptional
activity of CYP2E1 was associated with a significant reduc-
tion of the RBC index (MCV and MCH) in SCA-HU+

patients, suggesting that the variant allele c2 compromises
the beneficial effect of HU to increase the RBC index, as seen
in the present study and shown by Pallis et al. [34]. This
reduction of the RBC index can represent a risk factor for
the occurrence of vasoocclusive events in SCA patients with
the c1c2/c2c2 genotype even using HU, since it is known that
a low MCV value is associated with an increase of the blood
viscosity [8]. An independent association was found between
the c1c2/c2c2 genotype and reduced levels of AAT in SCA-
HU+ patients. Hassan et al. reported the crucial role played
by CYP2E1 in the repression of hepatic antioxidant parame-
ters and therefore in the onset and propagation of Isoniazid-
induced liver damage, mainly in the inflammatory response
induced by LPS [49]. Piao et al. observed a high variant allele
c2 frequency in patients with alcoholic or nonalcoholic fatty
liver and then suggested that the variant allele may be impor-
tant for the pathogenesis of fatty liver [50]. Therefore, our
findings suggest that SCA-HU+ patients with the c2 allele
are susceptible to producing and/or accumulating metabo-
lites of HU, due to lack of functional enzyme, which can
induce an inflammatory reaction with production of anti-
inflammatory protein, and then might lead to hepatic

damage. The c1c2/c2c2 genotype was associated with high
urea levels in SCA-HU+ patients. In the multivariate analysis
performed in SCA-HU− patients, this association between
the c1c2/c2c2 genotype and high level of urea was statistically
significant and independent. As seen in the present study, the
c2 allele was associated with low AAT as well as high urea in
the SCA-HU+ patients suggesting that the variant allele can
be associated with the initiation of renal dysfunction since a
recent study performed by Maicas et al. showed that the
treatment with human AAT in the murine model improved
acute renal dysfunction reducing significantly urea levels,
which demonstrate the role of AAT in kidney disease [51].
In the SCA-HU− patients, the c1c2/c2c2 genotype was also
associated with reduced monocyte counts and ferritin levels.
However, the mechanism explaining this association is not
clearly understood.

It is known that the nullGSTT1 genotype leads to the lack
of the enzyme and that GST has a pivotal role in cellular
protection against the cytotoxic effects caused by xenobiotic
and drug [52]. In addition, GST is more expressed in hepato-
cytes, and apart from its catalytic function in detoxification,
the members of the M and T classes of GSTs have the capac-
ity to bind a nonsubstrate ligand (bilirubin) allowing its
intracellular transport [53]. So, the independent association
found between the null GSTT1 genotype and bilirubin (TB
and IB) levels in SCA-HU+ patients demonstrates the persis-
tence of hemolytic anemia despite HU use or hepatic injury,
which is probably associated with the presence of toxic
metabolites derived from HU. In addition, recent works
reported existence of association between high TB, hemolytic
anemia, and hepatic dysfunction [54, 55]. Therefore, we can
suggest that the wild GSTT1 genotype is important for the
improvement of hemolysis or reduction of hepatic injury in
SCA-HU+ patients. In contrast, a previous study conducted
by Muslu et al. in newborns with pathogenic jaundice did
not observe a statistically significant difference in TB levels
between patients with the null GSTT1 genotype and those
with the wild GSTT1 genotype [53]. However, in this study,
the authors suggest that the null GSTM1 genotype may affect
ligandin functions in hepatocytes, which are important in
bilirubin transportation and therefore, patients with the null
GSTM1 genotype might have elevated levels of bilirubin [53].
Abdel Ghany et al. also demonstrated that the null GSTM1
variant represents a higher risk of developing hiperbilirubi-
nemia in neonates [56]. However, in the present study, no
statistically significant association was found between null
the GSTM1 variant and bilirubin levels. The SNP NQO
609C>T did not also show any significant association with
the laboratory parameters evaluated in the present study.

5. Conclusion

To the best of our knowledge, this is the first study that
investigated the association between SNPs in genes encoding
enzymes that metabolize drugs and laboratory parameters
among SCA patients on HU therapy. The results revealed
that HU increases HbF levels and the RBC index, reduces
leukocyte counts, aspartate aminotransferase, and bilirubin
levels as described in the literature and observed in the
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present study. It also seems to be associated with changes in
lipid profile. Furthermore, at a dose under MTD, HU does
not reduce the acute phase inflammatory protein levels. The
variants A allele and c2 allele and the null GSTT1 genotype
seem to be associated with alterations in lipid, inflamma-
tory, renal, hemolytic, and hepatic profiles, improving or
compromising the treatment of the SCA patients under
HU, depending on the SNP and parameter affected. The
principal limitation of the present study is the enrollment
of patients with age ranging between 2 and 55 years since
some laboratory parameters are influenced by age. However,
further studies are needed to explore and better understand
the mechanistic basis of the associations found in the
present study.

Conflicts of Interest

None of the authors report any competing conflicts
of interest.

Acknowledgments

The authors thank all the patients that accepted to participate
in this study, all personnel of the outpatient clinic of Hema-
tology and Hemotherapy Foundation of Bahia (HEMOBA),
and all personnel of the Research Laboratory in Anemia of
the Faculty of Pharmacy of the Federal University of Bahia
and Laboratory of Hematology, Genetics and Computational
Biology of Fiocruz Bahia.

References

[1] D. C. Rees, T. N. Williams, and M. T. Gladwin, “Sickle-cell
disease,” The Lancet, vol. 376, no. 9757, pp. 2018–2031, 2010.

[2] M. S. Goncalves, “Comment on “Molecular analysis and
association with clinical and laboratory manifestations in
children with sickle cell anemia”,” Revista Brasileira de Hema-
tologia e Hemoterapia, vol. 36, no. 5, pp. 315–318, 2014.

[3] M. R. Laurentino, P. A. M. Filho, M. C. Barbosa, I. C. J.
Bandeira, L. B. da Silva Rocha, and R. P. Gonçalves, “Influence
of βS-globin haplotypes hydroxyurea on tumor necrosis
factor-alpha levels in sickle cell anemia,” Revista Brasileira de
Hematologia e Hemoterapia, vol. 36, no. 2, pp. 121–125, 2014.

[4] Q. Ma, D. F. Wyszynski, J. J. Farrell et al., “Fetal hemoglobin in
sickle cell anemia: genetic determinants of response to
hydroxyurea,” The Pharmacogenomics Journal, vol. 7, no. 6,
pp. 386–394, 2007.

[5] K. O. Folashade and E. H. Omoregie, “Chemical constituents
and biological activity of medicinal plants used for the man-
agement of sickle cell disease-a review,” Journal of Medicinal
Plants Research, vol. 7, no. 48, pp. 3452–3476, 2013.

[6] S. Laurance, F.-X. Pellay, O. P. Dossou-Yovo et al., “Hydro-
xycarbamide stimulates the production of proinflammatory
cytokines by endothelial cells: relevance to sickle cell dis-
ease,” Pharmacogenetics and Genomics, vol. 20, no. 4,
pp. 257–268, 2010.

[7] K. A. Nottage, J. S. Hankins, M. Smeltzer et al., “Hydroxy-
urea use and hospitalization trends in a comprehensive
pediatric sickle cell program,” PLoS One, vol. 8, no. 8,
article e72077, 2013.

[8] A. C. Silva-Pinto, I. L. Angulo, D. M. Brunetta et al., “Clinical
and hematological effects of hydroxyurea therapy in sickle cell
patients: a single-center experience in Brazil,” São Paulo
Medical Journal, vol. 131, no. 4, pp. 238–243, 2013.

[9] R. E. Ware, “How I use hydroxyurea to treat young patients
with sickle cell anemia,” Blood, vol. 115, no. 26, pp. 5300–
5311, 2010.

[10] R. E. Ware, B. Eggleston, R. Redding-Lallinger et al., “Predic-
tors of fetal hemoglobin response in children with sickle cell
anemia receiving hydroxyurea therapy,” Blood, vol. 99, no. 1,
pp. 10–14, 2002.

[11] U. Andrae, “Evidence for the involvement of cytochrome
P-450-dependent monooxygenase(s) in the formation of
genotoxic metabolites from N-hydroxyurea,” Biochemical
and Biophysical Research Communications, vol. 118, no. 2,
pp. 409–415, 1984.

[12] S. B. King, “The nitric oxide producing reactions of
hydroxyurea,” Current Medicinal Chemistry, vol. 10, no. 6,
pp. 437–452, 2003.

[13] M. T. Gladwin, J. H. Shelhamer, F. P. Ognibene et al., “Nitric
oxide donor properties of hydroxyurea in patients with sickle
cell disease,” British Journal of Haematology, vol. 116, no. 2,
pp. 436–444, 2002.

[14] S. B. King, “N-hydroxyurea and acyl nitroso compounds as
nitroxyl (HNO) and nitric oxide (NO) donors,” Current Topics
in Medicinal Chemistry, vol. 5, no. 7, pp. 665–673, 2005.

[15] K. W. Bock, “Homeostatic control of xeno- and endobiotics
in the drug-metabolizing enzyme system,” Biochemical
Pharmacology, vol. 90, no. 1, pp. 1–6, 2014.

[16] N. Božina, V. Bradamante, and M. Lovrić, “Genetic polymor-
phism of metabolic enzymes P450 (CYP) as a susceptibility
factor for drug response, toxicity, and cancer risk,” Archives
of Industrial Hygiene and Toxicology, vol. 60, no. 2, pp. 217–
242, 2009.

[17] A. Zupa, A. Sgambato, G. Bianchino et al., “GSTM1 and NAT2
polymorphisms and colon, lung and bladder cancer risk: a
case-control study,” Anticancer Research, vol. 29, no. 5,
pp. 1709–1714, 2009.

[18] O. Bushueva, M. Solodilova, V. Ivanov, and A. Polonikov,
“Gender-specific protective effect of the −463G>A polymor-
phism of myeloperoxidase gene against the risk of essential
hypertension in Russians,” Journal of the American Society of
Hypertension, vol. 9, no. 11, pp. 902–906, 2015.

[19] A. Ergen, H. Karagedik, Z. E. Karaali, and T. Isbir, “An
association between MPO -463G/A polymorphism and
type 2 diabetes,” Folia Biol Praha, vol. 60, no. 3, pp. 108–
112, 2014.

[20] F. Bruge, S. Virgili, T. Cacciamani, F. Principi, L. Tiano, and
G. P. Littarru, “NAD(P)H:quinone oxidoreductase (NQO1)
loss of function in Burkitt’s lymphoma cell lines,” BioFactors,
vol. 32, no. 1–4, pp. 71–81, 2008.

[21] G. J. Morgan and M. T. Smith, “Metabolic enzyme poly-
morphisms and susceptibility to acute leukemia in adults,”
American Journal of PharmacoGenomics, vol. 2, no. 2,
pp. 79–92, 2002.

[22] T. S. Balmukhanov, A. K. Khanseitova, V. G. Nigmatova,
E. E. Ashirbekov, S. Z. Talaeva, and N. A. Aitkhozhina,
“Polymorphisms at GSTM1, GSTP1, GSTT1 detoxification
genes loci and risk of breast cancer in Kazakhstan popula-
tion,” Advances in Breast Cancer Research, vol. 02, no. 04,
pp. 114–118, 2013.

9Disease Markers



[23] W. A. García-Suástegui, L. A. Ramos-Chávez, M. Rubio-
Osornio et al., “The role of CYP2E1 in the drug metabolism
or bioactivation in the brain,” Oxidative Medicine and Cellular
Longevity, vol. 2017, Article ID 4680732, 14 pages, 2017.

[24] Y.-J. Sheng, G. Wu, H.-Y. He et al., “The association between
CYP2E1 polymorphisms and hepatotoxicity due to anti-
tuberculosis drugs: a meta-analysis,” Infection, Genetics and
Evolution, vol. 24, pp. 34–40, 2014.

[25] B. Nikpoor, G. Turecki, C. Fournier, P. Théroux, and G. A.
Rouleau, “A functional myeloperoxidase polymorphic variant
is associated with coronary artery disease in French-
Canadians,” American Heart Journal, vol. 142, no. 2,
pp. 336–339, 2001.

[26] B. Lozić, D. Primorac, R. Glavinić, R. K. Samija, and
T. Zemunik, “Analysis of the C609T polymorphism of
NQO1 gene in South Croatian patients with hematological
malignancies,” Collegium Antropologicum, vol. 35, no. 2,
pp. 385–388, 2011.

[27] X.-L. Su, M.-R. Yan, L. Yang, and Qimuge-Suyila, “NQO1
C609T polymorphism correlated to colon cancer risk in
farmers from western region of Inner Mongolia,” Chinese
Journal of Cancer Research, vol. 24, no. 4, pp. 317–322, 2012.

[28] F. Zaker, A. Safaei, N. Nasiri, M. Abdollahzadeh, and
V. Pazhakh, “The association of NAD(P)H:quinine oxidore-
ductase gene polymorphisms with pediatric acute lympho-
blastic leukemia,” Laboratory Medicine, vol. 43, no. 6,
pp. 256–261, 2012.

[29] K. M. Kelly, J. P. Perentesis, and Children’s Oncology Group
(COG), “Polymorphisms of drug metabolizing enzymes
and markers of genotoxicity to identify patients with
Hodgkin’s lymphoma at risk of treatment-related complica-
tions,” Annals of Oncology, vol. 13, Supplement 1, pp. 34–
39, 2002.

[30] C.-M. Gao, T. Takezaki, W. J-Z et al., “CYP2E1 Rsa I polymor-
phism impacts on risk of colorectal cancer association with
smoking and alcohol drinking,”World Journal of Gastroenter-
ology, vol. 13, no. 43, pp. 5725–5730, 2007.

[31] N. Dunna, C. Anuradha, S. Vure et al., “NQO1∗2 [NAD (P) H:
quinone oxidoreductase 1] polymorphism and its influence on
acute leukemia risk,” Biology and Medicine, vol. 3, no. 3,
pp. 19–25, 2011.

[32] M. Sutton, E. E. Bouhassira, and R. L. Nagel, “Polymerase
chain reaction amplification applied to the determination of
β-like globin gene cluster haplotypes,” American Journal of
Hematology, vol. 32, no. 1, pp. 66–69, 1989.

[33] S. S. Chong, C. D. Boehm, D. R. Higgs, and G. R. Cutting,
“Single-tube multiplex-PCR screen for common deletional
determinants of α-thalassemia,” Blood, vol. 95, no. 1,
pp. 360–362, 2000.

[34] F. R. Pallis, N. Conran, K. Y. Fertrin, S. T. Olalla Saad, F. F.
Costa, and C. F. Franco-Penteado, “Hydroxycarbamide
reduces eosinophil adhesion and degranulation in sickle cell
anaemia patients,” British Journal of Haematology, vol. 164,
no. 2, pp. 286–295, 2014.

[35] S. Zorca, L. Freeman, M. Hildesheim et al., “Lipid levels in
sickle-cell disease associated with haemolytic severity, vascular
dysfunction and pulmonary hypertension,” British Journal of
Haematology, vol. 149, no. 3, pp. 436–445, 2010.

[36] M. M. Aleluia, C. C. da Guarda, R. P. Santiago et al., “Associ-
ation of classical markers and establishment of the dyslipid-
emic sub-phenotype of sickle cell anemia,” Lipids in Health
and Disease, vol. 16, no. 1, pp. 74–79, 2017.

[37] S. Dehury, P. Purohit, S. Patel et al., “Low and fixed dose of
hydroxyurea is effective and safe in patients with HbSβ+

thalassemia with IVS1-5(G→C) mutation,” Pediatric Blood &
Cancer, vol. 62, no. 6, pp. 1017–1023, 2015.

[38] D. K. Shome, A. Al Ajmi, A. A. Radhi, E. J. Mansoor, and K. S.
Majed, “The effect of hydroxyurea therapy in Bahraini sickle
cell disease patients,” Indian J Hematol Blood Transfus,
vol. 32, no. 1, pp. 104–109, 2016.

[39] M. R. Laurentino, T. M. de Jesus Ponte Carvalho, T. E. de Jesus
dos Santos, M. C. Barbosa, T. N. dos Santos, and R. P.
Gonçalves, “Methemoglobin measure in adult patients with
sickle-cell anemia: influence of hydroxyurea therapy,” Jornal
Brasileiro de Patologia e Medicina Laboratorial, vol. 50, no. 3,
pp. 184–188, 2014.

[40] L. de Souza Torres, D. G. H. da Silva, E. B. Junior et al., “The
influence of hydroxyurea on oxidative stress in sickle cell
anemia,” Revista Brasileira de Hematologia e Hemoterapia,
vol. 34, no. 6, pp. 421–425, 2012.

[41] J. J. Feld, G. J. Kato, C. Koh et al., “Liver injury is associated
with mortality in sickle cell disease,” Alimentary Pharmacology
and Therapeutics, vol. 42, no. 7, pp. 912–921, 2015.

[42] L. Kouegnigan Rerambiah, L. Essola Rerambiah, A. Mbourou
Etomba et al., “Blood transfusion, serum ferritin, and iron in
hemodialysis patients in Africa,” Journal of Blood Transfusion,
vol. 2015, Article ID 720389, 5 pages, 2015.

[43] S. Krishnan, Y. Setty, S. G. Betal et al., “Increased levels of
the inflammatory biomarker C-reactive protein at baseline
are associated with childhood sickle cell vasocclusive crises,”
British Journal of Haematology, vol. 148, no. 5, pp. 797–
804, 2010.

[44] P. M. Ridker, C. H. Hennekens, J. E. Buring, and N. Rifai,
“C-reactive protein and other markers of inflammation in
the prediction of cardiovascular disease in women,” The
New England Journal of Medicine, vol. 342, no. 12,
pp. 836–843, 2000.

[45] Z.-T. Shen, W. X-H, B. Li et al., “CYP2E1 Rsa I/Pst I poly-
morphism and lung cancer susceptibility: a meta-analysis
involving 10,947 subjects,” Journal of Cellular and Molecular
Medicine, vol. 19, no. 9, pp. 2136–2142, 2015.

[46] H. Nomani, L. Hagh-Nazari, A. Aidy et al., “Association
between GSTM1, GSTT1, and GSTP1 variants and the risk
of end stage renal disease,” Renal Failure, vol. 38, no. 9,
pp. 1455–1461, 2016.

[47] F.-F. Han, C.-L. Guo, L.-L. Gong, Z. Jin, and L.-H. Liu,
“Effects of the NQO1 609C>T polymorphism on leukemia
susceptibility: evidence from a meta-analysis,” Asian Pacific
Journal of Cancer Prevention, vol. 14, no. 9, pp. 5311–
5316, 2013.

[48] X.-E. Peng, Y.-Y. Jiang, X.-S. Shi, and Z.-J. Hu, “NQO1 609C >
T polymorphism interaction with tobacco smoking and
alcohol drinking increases colorectal cancer risk in a Chinese
population,” Gene, vol. 521, no. 1, pp. 105–110, 2013.

[49] H. M. Hassan, H. Guo, B. A. Yousef et al., “Role of inflamma-
tory and oxidative stress, cytochrome P450 2E1, and bile acid
disturbance in rat liver injury induced by isoniazid and
lipopolysaccharide cotreatment,” Antimicrobial Agents and
Chemotherapy, vol. 60, no. 9, pp. 5285–5293, 2016.

[50] Y.-F. Piao, J.-T. Li, and Y. Shi, “Relationship between genetic
polymorphism of cytochrome P450IIE1 and fatty liver,”
World Journal of Gastroenterology, vol. 9, no. 11, pp. 2612–
2615, 2003.

10 Disease Markers



[51] N. Maicas, J. van der Vlag, J. Bublitz et al., “Human alpha-1-
antitrypsin (hAAT) therapy reduces renal dysfunction and
acute tubular necrosis in a murine model of bilateral kidney
ischemia-reperfusion injury,” PLoS One, vol. 12, no. 2, article
e0168981, 2017.

[52] O. Nunobiki, M. Ueda, H. Akise et al., “GSTM1, GSTT1, and
NQO1 polymorphisms in cervical carcinogenesis,” Human
Cell, vol. 28, no. 3, pp. 109–113, 2015.

[53] N. Muslu, Z. N. Dogruer, G. Eskandari, A. Atici, S. Kul, and
U. Atik, “Are glutathione S-transferase gene polymorphisms
linked to neonatal jaundice?,” European Journal of Pediatrics,
vol. 167, no. 1, pp. 57–61, 2007.

[54] E. C. Ebert, M. Nagar, and K. D. Hagspiel, “Gastrointestinal
and hepatic complications of sickle cell disease,” Clinical Gas-
troenterology and Hepatology, vol. 8, no. 6, pp. 483–489, 2010.

[55] S. K. Ballas, “Lactate dehydrogenase and hemolysis in sickle
cell disease,” Blood, vol. 121, no. 1, pp. 243-244, 2013.

[56] E. A. G. Abdel Ghany, N. F. Hussain, and S. K. A. Botros,
“Glutathione S-transferase gene polymorphisms in neonatal
hyperbilirubinemia,” Journal of Investigative Medicine, vol. 60,
no. 1, pp. 18–22, 2012.

11Disease Markers


	Sickle Cell Anemia Patients in Use of Hydroxyurea: Association between Polymorphisms in Genes Encoding Metabolizing Drug Enzymes and Laboratory Parameters
	1. Introduction
	2. Methods
	2.1. Subjects
	2.2. Inclusion and Exclusion Criteria
	2.3. Ethical Aspects
	2.4. Laboratory Methods
	2.5. Statistical Analysis

	3. Results
	3.1. Laboratory Parameters
	3.2. Genotype Frequencies of MPO −463G>A, NQO1 609C>T, CYP2E1 −1293G>C/−1053C>T, GSTT1, and GSTM1 Polymorphisms as well as of Haplotypes and Thalassemia α
	3.3. Associations between Genetic Polymorphisms and Laboratory Parameters

	4. Discussion
	5. Conclusion
	Conflicts of Interest
	Acknowledgments

