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Abstract 
       Imatinib introduction caused to improve the clinical outcomes of chronic myeloid 
leukemia (CML) patients. Despite the significant effects of Imatinib, pharmacogenetic 
variables induced treatment resistant is also observed. Imatinib is known as a P-
glycoprotein (P-gp) efflux pump substrate encoded by the ABCB1 gene. The ABCB1 
C1236T, G2677T/A and C3435T variants are possibly correlated with interindividual 
variation in pharmacokinetic response to Imatinib therapy. The present study aimed to 
examine the effect of ABCB1 gene variants on the therapeutic response of Imatinib in 
CML patients. Sixty-nine Iranian CML patients treated with Imatinib or Nilotinib were 
selected and divided into two groups of sensitive and resistant to Imatinib. C1236T and 
G2677T/A variants were genotyped by high resolution melting (HRM) analysis, and 
C3435T variant was genotyped using polymerase chain reaction–restriction fragment 
length polymorphism (PCR-RFLP). Then, the results were compared between the two 
groups of patients. Our results showed that there were no significant differences 
between C1236T, G2677T/A and C3435T variants of ABCB1 gene and clinical 
response to Imatinib in the Iranian CML patients. According to the results of this study, 
genotyping of ABCB1 C1236T, G2677T/A and C3435T variants couldn’t help to 
predict the 
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outcomes of Imatinib treatment in CML patients. So, these variants are not useful to 
make decisions about treatment, but it is suggested to do further investigations. 
 
Keywords: ABCB1; Chronic myeloid leukemia; Imatinib mesylate; Variants. 
 

Introduction 
Chronic myeloid leukemia (CML) is a clonal 

hematopoietic stem cell disorder that originates from the 
transformation of a primitive hematopoietic cell that 
suffers a t(9;22) resulted to produce BCR-ABL1, a 
constitutively active tyrosine kinase that drives a wide 
variety of physiological alterations [1, 2]. 

The standard treatment of CML is a tyrosine kinase 
inhibitor (TKI) like Imatinib (Gleevec), Nilotinib 
(Tasigna), Dasatinib (Sprycel), or Bosutinib (Bosulif). 
Imatinib mesylate (IM) was introduced as a first-line 
treatment for chronic myeloid leukemia (CML) almost 
10 years ago and radically improved the outcome of 
CML patients. [3, 4]. It blocks the ATP binding site of 
the BCR-ABL1 protein and consequently inhibits 
tyrosine kinase activity [5] lead to complete 
hematologic response (CHR), complete cytogenetic 
response (CCyR) and major molecular response (MMR) 
in many patients [6]. 

Despite the high efficacy of Imatinib, drug resistance 
may occur in 20%-30% of the patients through BCR-
ABL1 dependent and independent pathways [7]. 

In BCR-ABL1 independent mechanisms, variants of 
efflux transporter genes are the key factors contributing 
in Imatinib pharmacokinetics. Efflux transporters limit 
the accumulation of anticancer drugs in cancer cells. 
Overexpression of these transporters has frequently 
been implicated in the mechanism of resistance to 
different drugs including Imatinib [8]. P-glycoprotein 
(P-gp) is one of the most vital efflux transporters 
encoded by the ABCB1 gene, also known as multidrug 
resistance 1 (MDR1), on chromosome 7q21.1 consisted 
from 28  exons and 28 introns. The ABCB1 gene is 
highly polymorphic and to date, more than 60 single 
nucleotide polymorphisms (SNPs) have been detected in 
its coding region. It is reported that some of these 
variants may cause interpersonal variations in response 
to Imatinib [3]. Genetic variants in the ABCB1 gene can 
alter function of P-gp and bioavailability of Imatinib. 
Therefore, these variants can be effective determinants 
involved in Imatinib resistance [8]. In particular, three 
common variants have been found in CML patients with 

strong linkage disequilibrium (LD): two silent variants 
of c.1236 C > T (T= NG_011513.1:g.167964=, C= 
NG_011513.1:g.167964T > C) and c.3435 C>T (T= 
NG_011513.1:g.208920=, C= NG_011513.1:g.208920T 
>  C) on the exons of 12 and 26 and one 
nonsynonymous variant c.2677 G>T/A (T= 
NG_011513.1:g.186947=, A= NG_011513.1:g.186947T 
> A, G= NG_011513.1:g.186947T > G) on exon 21. 
G2677T/A variant causes the substitution of alanine 
amino acid with serine or threonine amino acids (Ala 
893 Ser/Thr) [9], but the silent variants of C1236T and 
C3435T are effective in splicing donor site inactivation 
and shorter mRNA transcription. So, they impact on 
protein translation, protein function and folding and 
modifying the substrate specificity [10]. 

To date, the association between ABCB1 gene 
variants and Imatinib resistance has been widely studied 
[11-16]. However, the reports are inconsistent and there 
is no agreement on the role of ABCB1 gene variants and 
clinical response in CML patients. Besides, in the 
Iranian population, no efficient information has been 
reported on the pharmacogenetic status of CML to 
ABCB1 gene variants. So, in this study, we investigated 
the association of ABCB1 C1236T, G2677T/A and 
C3435T variants with clinical outcomes in CML 
patients with Imatinib sensitivity and resistance. 

 

Materials and Methods 
Sample collection 

A total of 69 Philadelphia (Ph) chromosome-positive 
CML patients (33 males and 36 females) with a mean 
age of 55 years were selected from the referred patients 
to Cancer Research Center in Isfahan province of Iran, 
from August 2018 to December 2019. Patients receiving 
Imatinib (300-600 mg/day) for at least 12 months were 
included and in the case of using effective drugs on 
Imatinib metabolisms such as Phenobarbital and 
Phenytoin they were excluded. All the patients were 
asked to fill the written informed consent and two ml of 
peripheral blood sample was collected from each one 
kept in EDTA sterile tubes.  
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Genotyping  
DNA was extracted from the blood samples of each 

patient using GeNet Bio extraction kit (GeNet Bio, 
Korea). High resolution melting (HRM) analysis was 
used to genotyping of C1236T and G2677T/A variants 
and polymerase chain reaction–restriction fragment 
length polymorphism (PCR-RFLP) method for C3435T 
variant. Primers used in this study are shown in Table 1. 

HRM method is simple, rapid, effective and more 
economical compared to other modern methods of 
genotyping and variant scanning. It is a novel, 
homogeneous, close-tube, post-PCR method, enabling 
genomic researchers to analyze genetic variations. HRM 
is an appropriate alternative to Sanger sequencing, 
restriction enzyme analysis and hydrolysis probes for 
variant screening in clinical samples. HRM analysis was 
performed in a 36-well Rotor on the Corbett Research 
Rotor Gene-6000 (Qiagen–Germany). The reaction 
mixture components contained 60ng of genomic DNA, 
0.5μl of each primer (10pM), 4μl of 5X HRM master 
mix (Solis BioDyne, Estonia) and RNase free water to 
reach the final volume of 20μl. PCR reactions were 
performed under the following conditions: an initial step 
at 95°C for 12 minutes to activate HOT FIREPOL DNA 
polymerase, Continued by 40 cycles at 95°C for 15 
seconds, 61°C for 20 seconds and 72°C for 20 seconds. 
Then, HRM analysis was completed with ramping from 
80 to 95°C and 70 to 85°C for C1236T and G2677T/A 
variants, respectively and rising by 0.2°C with 2 
seconds of holding after each step. The results were 
analyzed by Q 5plex HRM software V.2.3.4.  

C3435T variant is near to another variant and 
interferes with the analysis of the HRM melting curve. 
So, C3435T variant was genotyped by PCR-RFLP 
method; in a final volume of 25μl ,containing 75ng of 
genomic DNA, 0.5μl of each forward and reverse 
primers at 10pM, 2.5μl of 10X buffer, 0.75μl of MgCl2 
at 50mM, 0.5μl of dNTPs at 10mM and 1.25 U of taq 
DNA polymerase . PCR reactions were performed with 
these cycling conditions: initial denaturation at 95°C for 
5 min followed by 35 cycles of denaturation at 95°C for 
1 min, annealing at 60°C for 1 min and extension at 

72°C for 1 min. The final extension was performed at 
72°C for 7 min and in the end PCR products (546 bp) 
were digested with the MboI restriction enzyme 
(Fermentas, Lithuania, ER0811) at 37°C for 1h. 
Digested DNA fragments were electrophoresed on 3% 
agarose gel, stained with GelRed and visualized under 
UV light.  

Sequencing is the gold standard method for 
determining the variants, so in this study some 
heterozygous, mutant and wild type homozygous 
samples of C1236T and G2677T/A and C3435T 
variants were amplified with the specific primer pairs 
and then sequenced on an ABI 3730XL automatic 
sequencer (Applied Biosystems, USA). 

 
Statistical analysis 

Data analysis was performed using SPSS software 
package version 26 (SPSS Inc., Chicago, IL, USA). The 
deviation from Hardy-Weinberg equilibrium (HWE) 
was evaluated by ݔଶ test for different allele frequencies. 
Binary logistic regression and chi-square analysis were 
used to investigate the association between each ABCB1 
variant and clinical response to Imatinib among the 
sensitive and resistant groups of CML patients. Odds 
ratio (OR) with 95% of confidence interval (CI) and 
two-sided p-value were calculated for all variables. The 
p-value of ≤ 0.05 was considered statistically 
significant. 

 
Ethical statement 

The study was approved by the ethics committee of 
Isfahan University of Medical Sciences, Isfahan, Iran 
(ethical code: IR.MUI.MED.REC.1398.223). Written 
informed consents were acquired from all patients. 

 

Results 
Genotyping  

Genotypes of C1236T and G2677T/A variants was 
detected by HRM and PCR-RFLP method was used for 
C3435T variant. The results of HRM and RFLP 
methods for wild type and mutant homozygous as well 

Table 1. Primer sequences used for the analysis of C1236T, G2677T/A and C3435T variants 
Product length 

(bp) 
Primer sequence (5' → 3') Amino acid change Nucleotide 

change 
Variant ID 

147 F: CCTGTGTCTGTGAATTGCC 
R: TGCATCAGCTGGACTGTTG 

Gly412Gly C1236T rs1128503 

137 F: GTCTGGACAAGCACTGAAAG 
R: GCATAGTAAGCAGTAGGGAG 

Ala893Ser/Thr G2677T/A rs2032582 

546 F: GACAGTTCCTCAAGGCATAC 
R: AGGAAGTGTGGCCAGATG 

Ile1145Ile C3435T rs1045642 

F: Forward, R: Reverse, bp: base pair 
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for 2677GG and 61.9% vs. 51.9% for 3435CT); while 
the frequency of 1236CT genotype was slightly higher 
in resistant patients (70.4% vs. 52.4%). However, these 
differences were not statistically significant. Table 3 
shows the diplotypes distribution of ABCB1 variants in 
sensitive and resistant patients indicating no correlation 
between ABCB1 diplotypes and increasing risk of 
Imatinib resistance. Although 1236CC/3435CT and 
2677GG/3435CT diplotypes were found only in the 
sensitive patients but it was not statistically significant. 

More investigation of  ABCB1 haplotypes influence on 
therapeutic response to Imatinib revealed that the most 
frequent haplotype among the patients was TTT and 
there were no significant differences in the frequency of 
the ABCB1 haplotypes between Imatinib sensitive and 
resistant patients (Table 4). 

 

Discussion 
Imatinib dramatically improves clinical and 

Table 2. Distribution of allele and genotype frequencies of ABCB1 variants in two groups of CML patients 
OR (95% CI) p value* ܠ૛ Resistant to 

Imatinib  
n=27 (39.1%) 

Sensitive 
to Imatinib   

n=42 (60.9%) 

Patients 
n=69 

(100%) 

Genotype Variant 

0.458 (0.112-1.874) 0.278 1.218 3 (11.1) 9 (21.4) 12 (17.4) CC C1236T 
2.159 (0.775-6.013) 0.141 2.206 19 (70.4) 22 (52.4) 41 (59.4) CT  
0.640 (0.195-2.105) 0.463 0.543 5 (18.5) 11 (26.2) 16 (23.2) TT  
0.625 (0.219-1.787) 0.380  25 (46.3) 40 (47.6) 65 (47.1) C  
0.659 (0.175-2.480) 0.538  29 (53.7) 44 (52.4) 73 (52.9) T  
0.231 (0.026-2.034) 0.187 2.019 1 (3.7) 6 (14.3) 7 (10.1) GG G2677T/A 
1.312 (0.474-3.635) 0.601 0.274 10 (37.1) 13 (30.9) 23 (33.3) TG  
1.187 (0.405-3.477) 0.755 0.097 8 (29.6) 11 (26.2) 19 (27.5) AT  
1.053 (0.364-3.048) 0.925 0.009 8 (29.6) 12 (28.6) 20 (29) TT  
0.524 (0.213-1.287) 0.158  12 (22.2) 25 (29.8) 37 (26.8) G  

1.417 (0.123-16.259) 0.780  34 (63) 48 (57.1) 82 (59.4) T  
1.063 (0.376-3.002) 0.908  8 (14.8) 11 (13.1) 19 (13.8) A  
1.287 (0.313-5.293) 0.727 0.123 4 (14.8) 5 (11.9) 9 (13) CC C3435T 
0.663 (0.249-1.763) 0.410 0.682 14 (51.9) 26 (61.9) 40 (58) CT  
1.409 (0.491-4.048) 0.524 0.407 9 (33.3) 11 (26.2) 20 (29) TT  
0.662 (0.257-1.707) 0.393  22 (40.7) 36 (42.9) 58 (42) C  
0.333 (0.029-3.831) 0.378  32 (59.3) 48 (57.1) 80 (58) T  

* p ≤ 0.05 statistically significant. It was calculated by Binary logistic regression analysis. 
OR odds ratio, CI confidence interval

 
Table 3. Diplotype distribution of ABCB1 variants in CML patients treated with Imatinib 

OR (95% CI) p value Resistant to 
Imatinib  

n=27 (39.1%) 

Sensitive 
to Imatinib   

n=42 (60.9%) 

Patients 
n=69 

(100%) 

Diplotypes 

1.347 (0.453-4.005) 0.592 8 (9.9) 10 (7.9) 18 (8.7) 1236CT/2677AT 
1.658 (0.585-4.694) 0.341 10 (12.3) 11 (8.7) 21 (10.1) 1236CT/2677TG 
0.833 (0.246-2.820) 0.769 5 (6.2) 9 (7.1) 14 (6.8) 1236TT/2677TT 
0.365 (0.039-3.458) 0.380 1 (1.2) 5 (4) 6 (2.9) 1236CC/2677GG 

  3 (3.7) 7 (5.6) 10 (4.8) others 
      

1.187 (0.244-5.775) 0.831 3 (3.7) 4 (3.2) 7 (3.4) 1236CC/3435CC 
― 0.999 0 (0) 5 (4) 5 (2.4) 1236CC/3435CT 

1.238 (0.469-3.270) 0.666 13 (16) 18 (14.3) 31 (15) 1236CT/3435CT 
2.955 (0.644-13.560) 0.163 5 (6.2) 3 (2.4) 8 (3.9) 1236CT/3435TT 
0.739 (0.199-2.744) 0.652 4 (4.9) 8 (6.3) 12 (5.8) 1236TT/3435TT 

  2 (2.5) 4 (3.2) 6 (2.9) others 
      

0.833 (0.246-2.820) 0.769 5 (6.2) 9 (7.1) 14 (6.8) 2677TT/3435TT 
0.914 (0.289-2.894) 0.879 6 (7.4) 10 (7.9) 16 (7.7) 2677AT/3435CT 
1.120 (0.367-3.418) 0.842 7 (8.6) 10 (7.9) 17 (8.2) 2677TG/3435CT 

― 0.999 0 (0) 4 (3.2) 4 (1.9) 2677GG/3435CT 
  9 (11.1) 9 (7.1) 18 (8.7) others 

* p ≤ 0.05 statistically significant. It was calculated by Binary logistic regression analysis. 
OR odds ratio, CI confidence interval
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prognostic outcomes in CML patients [17]. Despite the 
high efficacy, resistance to this drug is observed in 
approximately 25% of the patients [2]. Introduction of 
second-generation tyrosine kinases such as Nilotinib 
and Dasatinib which are more potent and selective in 
BCR-ABL1 inhibition has been developed the 
therapeutic response in resistant CML patients [18]. 
Imatinib resistance can be partially explained by 
mutations in the BCR-ABL1 kinase domain, efflux and 
influx transporters and metabolizing enzymes [8]. 
Therefore, assessments of these biomarkers help to 
predict imatinib responses. One of the most important 
factors that play a significant role in Imatinib resistance 
is ABCB1 gene as an efflux transporter [19] that is 
highly polymorphic which is significantly affectted by 
C1236T, G2677T/A and C3435T variants on its 
expression and function and substrate distribution [9]. 

Numerous pharmacogenetic studies have done to 
investigate the association between ABCB1 variants and 
Imatinib resistance. However, the results are 
inconsistent; some studies demonstrated a relationship 
between variants of ABCB1 and responses to Imatinib 
[20-23], whereas the others failed to identify any 
association [14, 15, 24, 25].  

In the present study, Imatinib sensitive and resistant 
CML patients were selected and after determining the 
frequency of alleles, genotypes, diplotypes and 
haplotypes of C1236T, G2677T/A and C3435T variants 
of ABCB1, their correlation with clinical outcomes was 
evaluated.  

There is no efficient information on the 
pharmacogenetic status of Iranian CML patients 
regarding ABCB1 variants. In the recent study 
conducted in Iran reported that the 1236CC genotype 
was associated with the cytogenetic responses to 
Imatinib [26]; while our study failed to identify an 
association between variants of ABCB1 and molecular 

and hematological responses to Imatinib. In addition, 
different frequencies of ABCB1 variants have been 
observed within within various ethnic groups [9, 12]. 
Our results showed that the most frequent genotypes 
were 1236CT, 2677GT and 3435CT and T mutant allele 
had the higher frequency in each variants. A study on 
randomly selected healthy people by Saidijam et al [27] 
in Hamadan, Iran, indicated the C1236, G2677 and 
3435T alleles are the most frequent alleles in that 
population. Moreover, they showed that the frequency 
of 2677GA genotype was higher than the other 
genotypes at G2677T/A loci, while 2677GA genotype 
was not identified in our study. Kassogue et al [28] 
described that the most frequent genotypes were 
1236CC, 2677GG and 3435CC in Moroccan CML 
patients. Furthermore, a study conducted in China 
reported that the 1236TT, 2677GT and 3435CT 
genotypes were the most frequent in CML patients [12].  

Haplotype analysis rather than separate analysis of 
variants can predict the therapeutic response to Imatinib 
and may explain the contradictory results of the 
previous studies [20, 23, 29]. In the present study, no 
significant association was found between the ABCB1 
C1236T, G2677T/A and C3435T genetic variants and 
treatment response to Imatinib in CML patients (P > 
0.05). In consistent with our findings, some studies in 
Japan, Czech Republic, Indonesia, Morocco and United 
Kingdom [14, 24, 25, 28, 30] reported no association 
between ABCB1 variants and clinical response to 
Imatinib in CML patients although several studies found 
some associations. In 2014, Ali et al [23] reported that 
the optimal response to Imatinib was significantly 
associated with CGC, TTT, TGC, CGT, TGT, CTC, 
CTT and TTC haplotypes and in patients with TGT 
haplotype it was associated with lower efficacy. Au et al 
[9] reported a significant association between C1236T 
and G2677T/A variants with optimal response to 

Table 4. Distribution of haplotype frequency of ABCB1 variants in Imatinib treated CML patients 
OR (95% CI) p value Resistant to 

Imatinib  
n=27 (39.1%) 

Sensitive 
to Imatinib   

n=42 (60.9%) 

Patients 
n=69 (100%) 

Haplotype 

1.065 (0.371-3.054) 0.907 35.2 34.5 34.8 TTT 
1.176 (0.428-3.233) 0.753 18.5 16.7 17.4 CTC 
0.784 (0.291-2.114) 0.631 18.5 21.4 20.3 CGC 
1.347 (0.453-4.005) 0.592 14.8 11.9 13 TAT 
0.592 (0.106-3.295) 0.549 3.7 5.9 5.1 CGT 
1.625 (0.303-8.712) 0.571 5.6 3.6 4.3 CTT 

1.600 (0.212-12.093) 0.649 3.7 2.4 2.9 TTC 
― 1.000 0 1.2 0.7 TGC 
― 1.000 0 1.2 0.7 TGT 
― 1.000 0 1.2 0.7 TAC 

* p ≤ 0.05 statistically significant. It was calculated by Binary logistic regression analysis. 
OR odds ratio, CI confidence interval 
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Imatinib. They also showed that patients with CGC 
haplotype were more resistant to Imatinib than the other 
patients. Likewise, in 2008, Dulucq et al [11] indicated 
that the TT genotype at C1236T loci and TT/TA 
genotypes at G2677T/A loci correlated with the higher 
MMR in patients. They found that patients with CGC 
haplotype had lower MMR and higher MMR was due to 
TTC and TTT haplotypes. In the subsequent study in 
2010, Dulucq et al [31] could not approve the results of 
the previous study in 2008. Furthermore, Ni et al [12] 
concluded that 3435TT and 3435CT genotypes were 
associated with a higher risk of Imatinib resistance and 
it was observed in patients with 1236T allele, 
particularly in homozygous types. Also, a better 
complete cytogenetic remission was observed in 
patients with 2677AG/AT/AA genotypes. Another study 
done by Maffioli et al [13] showed that the less 
resistance rate was observed in patients with 2677T 
allele. They found an association between 3435CC 
genotype and TGC haplotype and failure to achieve 
optimal treatment response to Imatinib. The results of 
the Vivona et al [32] revealed the higher frequency of 
1236CT/2677GT/3435CT haplotype in patients with 
MMR. It was seen a significant correlation between 
1236CT/3435CT/2677GT and 1236TT/3435TT/2677TT 
haplotypes and reduction of P-gp activity and MMR in 
Imatinib treated CML patients of chronic phase (CP) 
[20]. A meta-analysis failed to identify an association 
between G2677T or C3435T loci and Imatinib efficacy 
in Asian and Caucasian CML patients. They found that 
the C1236T variant was statistically correlated with 
increased risk of Imatinib resistance in Asian CML 
patients but not Caucasian CML patients [33]. In 
addition, Elghannam et al [34] demonstrated that a 
better molecular response, CHR and CCyR was 
observed in CP-CML patients with 2677TT genotype. 
Glady et al [21] reported that the homozygous T allele 
at G2677T/A loci was observed in the patients with 
poor treatment responses to Imatinib. Moreover, 
Angelini et al [18] suggested that the 3435CT/TT 
genotypes were associated with less frequency of 
complete molecular response. A subsequent meta-
analysis indicated that the 1236CC genotype, 2677T/A 
allele or 3435C allele were protective factors against 
resistance to Imatinib [17]. Furthermore, Deenik et al 
[22] showed that molecular resistance was significantly 
correlated with TT-genotype of each ABCB1 variants. 
The results of Salimizand et al [35] study indicated that 
3435T allele was significantly higher in patients than 
the healthy groups. They explained that poor 
cytogenetic response was observed in patients with 
3435C allele. They also found that patients with ABCG2 
421CC-ABCB1 3435TT diplotype had poor Imatinib 

response.  
Many factors such as small sample size, patient's 

ethnicity, heterogeneity of patients, treatment protocol, 
before treatments approaches, disease phase, Imatinib 
dosage and response criteria lead to inconsistent results. 
Furthermore, the effect of other genes involved in 
Imatinib metabolisms, BCR-ABL1 gene mutations and 
differences in the frequency of alleles in different 
populations can also explain the contradictions. 

 
Conclusion 

Our results indicated that there is no association 
between optimal response to Imatinib and C1236T, 
G2677T/A and C3435T variants of ABCB1. Therefore, 
genotyping of ABCB1 variants is not useful to predict 
the therapeutic response and make the best treatment 
decision. Further pharmacogenetic studies with the 
larger samples of homogenous patients in relation to 
genetic variants of other pharmacokinetic markers 
involved in Imatinib metabolisms such as ABCG2, 
SLC22A1, CYP3A4 and CYP3A5 are needed to 
determine the variable responses to Imatinib in CML 
patients.  

 

Acknowledgement 
The authors thank all the patients who participated in 

this study. This work was financially supported by 
Isfahan University of Medical Sciences, Isfahan, Iran. 

 
 

References 
1.   Eadie LN, Dang P, Saunders VA, Yeung DT, Osborn MP, 

Grigg AP, et al. The clinical significance of ABCB1 
overexpression in predicting outcome of CML patients 
undergoing first-line imatinib treatment. Leukemia. 
2017;31(1):75-82. DOI: 10.1038/leu.2016.179. 

2.   Chereda B, Melo JV. Natural course and biology of CML. 
Ann  Hematol. 2015;94 Suppl 2:S107-21. DOI: 
10.1007/s00277-015-2325-z.  

3.   Ben Hassine I, Gharbi H, Soltani I, Ben Hadj Othman H, 
Farrah A, Amouri H, et al. Molecular study of ABCB1 
gene and its correlation with imatinib response in chronic 
myeloid leukemia. Cancer Chemoth Pharm. 
2017;80(4):829-39. DOI: 10.1007/s00280-017-3424-4. 

4.   Maia RC, Vasconcelos FC, Souza PS, Rumjanek VM. 
Towards Comprehension of the ABCB1/P-Glycoprotein 
Role in Chronic Myeloid Leukemia. Molecules. 
2018;23(1). DOI: 10.3390/molecules23010119.  

5.   Lardo M, Castro M, Moiraghi B, Rojas F, Borda N, Rey 
JA, et al. MDR1/ABCB1 gene polymorphisms in patients 
with chronic myeloid leukemia. Blood Res. 
2015;50(3):154-9. DOI: 10.5045/br.2015.50.3.154.  

6.   Wei G, Rafiyath S, Liu D. First-line treatment for chronic 
myeloid leukemia: dasatinib, nilotinib, or imatinib. J 



Lack of Association between C1236T, G2677T/A and C3435T Variants of the ABCB1 Gene and … 

129 

Hematol Oncol. 2010;3:47. DOI: 10.1186/1756-8722-3-
47.  

7.   Eadie LN, Hughes TP, White DL. ABCB1 Overexpression 
Is a Key Initiator of Resistance to Tyrosine Kinase 
Inhibitors in CML Cell Lines. Plos one. 
2016;11(8):e0161470. DOI: 
10.1371/journal.pone.0161470.  

8.   Ankathil R, Azlan H, Dzarr AA, Baba AA. 
Pharmacogenetics and the treatment of chronic myeloid 
leukemia: how relevant clinically? An update. 
Pharmacogenomics. 2018;19(5):475-393. DOI: 
10.2217/pgs-2017-0193. 

9.   Au A, Aziz Baba A, Goh AS, Wahid Fadilah SA, Teh A, 
Rosline H, et al. Association of genotypes and haplotypes 
of multi-drug transporter genes ABCB1 and ABCG2 with 
clinical response to imatinib mesylate in chronic myeloid 
leukemia patients. Biomed Pharmacother. 2014;68(3):343-
9. DOI: 10.1016/j.biopha.2014.01.009. 

10.   Kimchi-Sarfaty C, Oh JM, Kim IW, Sauna ZE, Calcagno 
AM, Ambudkar SV, et al. A "silent" polymorphism in the 
MDR1 gene changes substrate specificity. Science. 
2007;315(5811):525-8. DOI: 10.1126/science.1135308. 

11.  Dulucq S, Bouchet S, Turcq B, Lippert E, Etienne G, 
Reiffers J, et al. Multidrug resistance gene (MDR1) 
polymorphisms are associated with major molecular 
responses to standard-dose imatinib in chronic myeloid 
leukemia. Blood. 2008;112(5):2024-7. DOI: 
10.1182/blood-2008-03-147744.  

12.   Ni LN, Li JY, Miao KR, Qiao C, Zhang SJ, Qiu HR, et 
al. Multidrug resistance gene (MDR1)  polymorphisms 
correlate with imatinib response in chronic myeloid 
leukemia. Med Oncol. 2011;28(1):265-9. DOI: 
10.1007/s12032-010-9456-9. 

13.   Maffioli M, Camós M, Gaya A, Hernández-Boluda JC, 
Alvarez-Larrán A, Domingo A, et al. Correlation between 
genetic polymorphisms of the hOCT1 and MDR1 genes 
and the response to imatinib in patients newly diagnosed 
with chronic-phase chronic myeloid leukemia. Leukemia 
Res. 2011;35(8):1014-9. DOI: 
10.1016/j.leukres.2010.12.004. 

14.   Takahashi N, Miura M, Scott SA, Kagaya H, Kameoka 
Y, Tagawa H, et al. Influence of   CYP3A5 and drug 
transporter polymorphisms on imatinib trough 
concentration and clinical response among patients with 
chronic phase chronic myeloid leukemia. J Hum Genet. 
2010;55(11):731-7. DOI: 10.1038/jhg.2010.98.  

15.  Kim DH, Sriharsha L, Xu W, Kamel-Reid S, Liu X, 
Siminovitch K, et al. Clinical relevance of a 
pharmacogenetic approach using multiple candidate genes 
to predict response and resistance to imatinib therapy in 
chronic myeloid leukemia. Clin Cancer Res. 
2009;15(14):4750-8. DOI: 10.1158/1078-0432.CCR-09-
0145. 

16.   Seong SJ, Lim M, Sohn SK, Moon JH, Oh SJ, Kim BS, 
et al. Influence of enzyme and transporter polymorphisms 
on trough imatinib concentration and clinical response in 
chronic myeloid leukemia patients. Ann Oncol. 
2013;24(3):756-60. DOI: 10.1093/annonc/mds532 . 

17.   Zheng Q, Wu H, Yu Q, Kim DH, Lipton JH, Angelini S, 
et al. ABCB1 polymorphisms predict imatinib response in 
chronic myeloid leukemia patients: a systematic review 

and meta-analysis. Pharmacogenomics J. 2015;15(2):127-
34. DOI: 10.1038/tpj.2014.54. 

18.  Angelini S, Soverini S, Ravegnini G, Barnett M, Turrini 
E, Thornquist M, et al. Association between imatinib 
transporters and metabolizing enzymes genotype and 
response in newly diagnosed chronic myeloid leukemia 
patients receiving imatinib therapy. Haematologica. 
2013;98(2):193-200. DOI: 
10.3324/haematol.2012.066480. 

19.   Polillo M, Galimberti S, Baratè C, Petrini M, Danesi R, 
Di Paolo A. Pharmacogenetics of BCR/ABL Inhibitors in 
Chronic Myeloid Leukemia. Int J Mol Sci. 
2015;16(9):22811-29.  DOI: 10.3390/ijms160922811.  

20.   Vivona D, Lima LT, Rodrigues AC, Bueno CT, 
Alcantara GK, Barros LS, et al. ABCB1 haplotypes are 
associated with P-gp activity and affect a major molecular 
response in chronic myeloid leukemia patients treated with 
a standard dose of imatinib. Oncol Lett. 2014;7(4):1313-9. 
DOI: 10.3892/ol.2014.1857.  

21.   Glady L, Guerin E, Ame S, Maloisel F, Lessinger JM. A 
single-nucleotide polymorphism of ABCB1 (MDR1) is 
correlated with poor response to Imatinib chronic myeloid 
leukemia. Ann Oncol. 2017;28:2. DOI: 
10.1093/annonc/mdx508.009. 

22.   Deenik W, van der Holt B, Janssen J, Chu IWT, Valk 
PJM, Ossenkoppele GJ, et al. Polymorphisms in the 
multidrug resistance gene MDR1 (ABCB1) predict for 
molecular resistance in patients with newly diagnosed 
chronic myeloid leukemia receiving high-dose imatinib. 
Blood. 2010;116(26):6144-5. DOI: 10.1182/blood-2010-
07-296954.  

23.   Ali MA, Elsalakawy WA. ABCB1 haplotypes but not 
individual SNPs predict for optimal response/failure in 
Egyptian patients with chronic-phase chronic myeloid 
leukemia receiving imatinib mesylate. Med Oncol. 
2014;31(11):279. DOI: 10.1007/s12032-014-0279-y.  

24.   Belohlavkova P, Vrbacky F, Voglova J, Racil Z, Zackova 
D, Hrochova K, et al. The significance of enzyme and 
transporter polymorphisms for imatinib plasma levels and 
achieving an optimal response in chronic myeloid 
leukemia patients. Arch Med Sci. 2018;14(6):1416-23. 
DOI: 10.5114/aoms.2018.73538.  

25.   Rinaldi I, Nova R, Widyastuti R, Priambodo R, Instiaty I, 
Louisa M. Association between  C1236T Genetic Variant 
of ABCB1 Gene and Molecular Response to Imatinib in 
Indonesian Chronic Myeloid Patients. Asian Pac J Cancer 
Prev. 2019;20(11):3331-4. DOI: 
10.31557/APJCP.2019.20.11.3331.  

26.    Mohammadi F, Shafiei M, Assad D, Rostami G, Hamid 
M, Foroughmand AM. Impact of ABCB1 Gene 
Polymorphisms and Smoking on the Susceptibility Risk of 
Chronic Myeloid Leukemia and Cytogenetic Response. 
Iran Biomed J. 2021; 25(1):54-61. DOI: 
10.29252/ibj.25.1.54.       

27.   Saidijam M, Mahjub H, Shabab N, Yadegarazari R. 
Simultaneous analysis of multidrug resistance 1(MDR1) 
C3435T, G2677T/A, and C1236T genotypes in Hamadan 
City population, West of Iran. Iran Biomed J. 
2015;19(1):57-62. DOI: 10.6091/ibj.1381.2014. 

28.   Kassogue Y, Dehbi H, Quachouh M, Quessar A, 
Benchekroun S, Nadifi S. Lack of Association of 



Vol. 32  No. 2  Spring 2021 M. Khosravi, et al. J. Sci. I. R. Iran 

130 

Multidrug Resistance Gene-1 Polymorphisms with 
Treatment Outcome in Chronic Myeloid Leukemia 
Patients Treated with Imatinib. Middle East J Cancer. 
2015;6(4):229-35. 

29.   Yaya K, Hind D, Meryem Q, Asma Q, Said B, Sellama 
N. Single nucleotide polymorphisms of multidrug 
resistance gene 1 (MDR1) and risk of chronic myeloid 
leukemia. Tumour Biol. 2014;35(11):10969-75. DOI: 
10.1007/s13277-014-2400-4.  

30.   Marin D, Bazeos A, Mahon FX, Eliasson L, Milojkovic 
D, Bua M, et al. Adherence is the   critical factor for 
achieving molecular responses in patients with chronic 
myeloid leukemia who achieve complete cytogenetic 
responses on imatinib. J Clin Oncol. 2010;28(14):2381-8. 
DOI: 10.1200/JCO.2009.26.3087.   

31.   Dulucq S, Preudhomme C, Guilhot F, Mahon FX. 
Response: is there really a relationship between Multidrug 
Resistance Gene (MDR1) polymorphisms and major 
molecular response to  imatinib in chronic myeloid 
leukemia? Blood. 2010;116(26):6145-6. DOI: 
10.1182/blood-2010-08-298794.    

32.   Vivona D, Bueno CT, Lima LT, Hirata RD, Hirata MH, 
Luchessi AD, et al. ABCB1 haplotype is associated with 
major molecular response in chronic myeloid leukemia 

patients treated with standard-dose of imatinib. Blood 
Cells Mol  Dis. 2012;48(2):132-6. DOI: 
10.1016/j.bcmd.2011.11.001.  

33.   Zu BL, Li YJ, Wang X, He DL, Huang ZL, Feng WL. 
MDR1 gene polymorphisms and imatinib response in 
chronic myeloid leukemia: a meta-analysis. 
Pharmacogenomics. 2014;15(5):667-77. DOI: 
10.2217/pgs.13.222.  

34.   Elghannam DM, Ibrahim L, Ebrahim MA, Azmy E, 
Hakem H. Association of MDR1 gene   polymorphism 
(G2677T) with imatinib response in Egyptian chronic 
myeloid leukemia patients. Hematology. 2014;19(3):123-
8. DOI: 10.1179/1607845413Y.0000000102.  

35.   Salimizand H, Amini S, Abdi M, Ghaderi B, Azadi NA. 
Concurrent effects of ABCB1 C3435T, ABCG2 C421A, 
and XRCC1 Arg194Trp genetic polymorphisms with risk 
of cancer, clinical output, and response to treatment with 
imatinib mesylate in patients with chronic myeloid 
leukemia. Tumour Biol. 2016;37(1):791-8. DOI: 
10.1007/s13277-015-3874-4.  
 

 


