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Abstract: Suspicion of failure in the effectiveness of artemisinin-based combination therapies (cur-
rently the first-line treatment of malaria, worldwide) is leading to the unofficial use of alternative
antimalarials, including chloroquine and sulfadoxine/pyrimethamine, across northern Nigeria. To
facilitate evidence-based resistance management, antimalarial resistance mutations were investi-
gated in Plasmodium falciparum multidrug resistance-1 (pfmdr1) and chloroquine resistance transporter
(pfcrt), in isolates from Kano, northwestern Nigeria. Out of the 88 samples genotyped for pfmdr1
N86Y mutation using PCR/restriction fragment length polymorphism, one sample contained the
86Y mutation (86Yfrequency = 1.14%). The analysis of 610 bp fragments of pfmdr1 from 16 isolates
revealed two polymorphic sites and low haplotype diversity (Hd = 0.492), with only 86 Y mutations
in one isolate, and 184 F replacements in five isolates (184Ffrequency = 31.25%). The analysis of 267
bp fragments of pfcrt isolates revealed high polymorphism (Hd = 0.719), with six haplotypes and
seven non-synonymous polymorphic sites. Eleven isolates (61.11%) were chloroquine-resistant,
CQR (C72V73I74E75T76 haplotype), two of which had an additional mutation, D57E. An additional
sequence was CQR, but of the C72V73M74E75T76 haplotype, while the rest of the sequences (33.33%)
were chloroquine susceptible (C72V73M74N75K76 haplotype). The findings of these well characterized
resistance markers should be considered when designing resistance management strategies in the
northwestern Nigeria.
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1. Introduction

Malaria killed approximately 405,000 people in 2018, of which 93% were in sub-
Saharan Africa [1]. Nigeria, the country with the highest global burden of malaria, ac-
counted for 25% of these deaths [1]. Antimalarials and vector control had significantly
reduced malaria mortality in the last two decades [1,2], but antimalarial resistance (prin-
cipally in Plasmodium falciparum which accounts for 99.7% of malaria in Africa [1]) is one
of the problems stalling the progress of malaria control [3]. Prior to the emergence of
resistance, chloroquine (CQ) was the effective and inexpensive drug for the treatment of
non-complicated malaria [4]. The development of resistance to CQ and other antimalar-
ial drugs, e.g., sulfadoxine/pyrimethamine (SP) in P. falciparum led the World Health
Organization (WHO) recommending artemisinin-based combination therapy (ACT) as
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first line treatment for uncomplicated malaria, with more than 80 countries adopting this
medicine [5]. However, the emergence of multidrug resistance, especially to artemisinin
and its partner drugs, first described in western Cambodia [5], and the independent emer-
gence of artemisinin resistance in multiple locations in the Greater Mekong Sub-region
(GMS) [6,7] is threatening the efficacy of ACTs. ACT resistance is described across Africa
but the major mutations linked to delayed parasite clearance and artemisinin resistance
in the pfkelch13 gene, e.g., Y493H, C580Y and Y493H, have been found only in very low
frequency across Africa [8]. Indeed, a recent metadata analysis by the WorldWide Anti-
malaria Resistance Network (WWARN) has reported that kelch13 mutations in African sites
remained at very low prevalence, generally below 3%, and there is still no evidence of
slow-clearing parasites or selection for mutant parasites [9]. This suggests that in Africa,
different resistance mechanisms could be responsible for artemisinin resistance. For ex-
ample, the P. falciparum multidrug resistance-1 transporter (pfmdr1), shown to be involved
in the modulation of resistance/susceptibility to several antimalarial drugs [10] and the
implementation of ACT shown to select for pfcrt mutations, and treatment failure with the
ACT partner drug amodiaquine [11–13].

Nigeria adopted ACTs as a first-line treatment of uncomplicated P. falciparum in
2005, following studies that established high efficacies for artemether–lumefantrine and
artesunate–amodiaquine [14]. Since, a handful of studies have documented treatment
failure in patients treated with artemether and/or ACT partner drugs like amodiaquine,
e.g., [13,15–17]. Studies carried out to detect mutations in the kelch13 gene to date have
found none of the major mutations associated with delayed parasite clearance in isolates
from Nigeria [18–22]. However, except for [22] these recent studies were all carried out
in southern Nigeria, with little known of kelch13 resistance markers in northern Nigeria.
Indeed, in the above recent study [22] none of the major mutations associated with delayed
parasite clearance were found, though six other mutations were seen in the field isolates,
including E433G and E688K, which were found in isolates from individuals which failed to
clear infection, on 14 day of the follow-up treatment with Cartef® (GB PHARMA, London,
UK), an artemether/lumefantrine (80 mg/480 mg taken twice daily).

Meanwhile, a decline in the sensitivity of P. falciparum to ACTs has also prompted the
unofficial use of CQ for self-medication in northern Nigeria [23] despite reports of 76 T
pfcrt mutations from several studies [13,23–25]. It is therefore important to continue to
monitor for the presence of markers known to confer CQ resistance, in view of the possible
re-introduction of CQ for malaria treatment; in addition to investigating markers (e.g.,
N86Y mutation) in pfmdr1 associated with decreased susceptibility to CQ and artemisinin
partner drug, amodiaquine [26–28].

Out of the various pfmdr1 single-nucleotide polymorphisms (SNPs) reported to date,
N86Y, Y184F, S1034C, N1042D and D1246Y are the most common [29]. While NH2-terminal
mutations (N86Y and Y184F) are more commonly found in Asian and African parasites,
the COOH-terminal mutations (S1034C, N1042D and D1246Y) are encountered more
often in South American isolates [28]. However, the D1246Y mutation is also present in
approximately 0.7–3% of the 1502 African genomes sequenced recently [10,30,31]. The
86 Y and 184 F replacements have been reported in several studies, the majority of which
were conducted in southwest Nigeria [23–25,30], with 86 Y and 184 F mutations linked to
amodiaquine, CQ and artemether resistance [13,15,19].

Several mutations in the pfcrt have been linked with chloroquine-resistant (CQR) [31,32],
the majority of these occurring at codons 74, 75 and 76 [33,34], with 76 T replacement (K76 T)
implicated as the most important mutation [4,34,35]. The cluster of mutation in positions
72–76 has given rise to the evolution of three distinct genotypic alleles: the ancestral CQ
susceptible haplotype (chloroquine-sensitive isolates (CQS), known as C72V73M74N75K76),
and the evolved CQR haplotypes (C72V73I74E75T76 and S72V73M74N75T76) of which the
former is commonly found in Asia and Africa, and the latter in the Americas [31,36,37].
Several studies in Nigeria have established the presence of pfcrt mutations associated
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with chloroquine resistance. The CVIET haplotype has been described as present in high
frequency in several studies conducted in southern Nigeria [26,27,38].

To contribute to malaria control efforts in northern Nigeria, major mutations linked to
antimalarial resistance in the pfcrt and pfmdr1 were investigated in circulating P. falciparum
isolates from Kano, northwestern Nigeria. The CQR haplotype CVIET and the two major
mutations pfmdr186 Y and -184 F previously linked to multidrug resistance were all dis-
covered, indicating the need for resistance marker surveillance to guide evidence-based
resistance management and policy making.

2. Materials and Methods
2.1. Study Site, Samples and Ethics

Samples used for this study were described in a recently published work [22]. Febrile
patients (18–56 years) presenting with uncomplicated malaria were recruited at Murtala
Muhammad Specialist Hospital, located in Kano City, northwestern Nigeria, as described
in the above study. The collection of samples (in August 2018), exclusion criteria (pregnant
women and individuals who had taken antimalarial chemotherapy or prophylaxis), ethical
clearance (MOH/Off/797/T.I./402) as well as written or thumb-printed consent were all
described in the above study [22].

2.2. DNA Extraction and Confirmation of P. falciparum Infection Using PCR

Ninety-one (91) samples positive with P. falciparum, using the Giemsa thick and thin
smear staining microscopy, as well as cytochrome oxidase I PCR [22] were utilized for this
study. These comprised 49 samples from the above study [22], of which 11 were from
individuals who failed to clear Plasmodium infection following 14 day treatment with Cartef.
In [22], none of the major mutations known to cause delayed parasite clearance/artemisinin
resistance were discovered in the kelch13, though six other mutations were found (including
E433G and E688K, which were found in isolates from individuals who failed to clear infec-
tion, on 14 day follow-up). Genomic DNA (gDNA) was extracted from whole blood using
the QIAamp® DNA Mini Kit (Qiagen, Hilden, Germany) according to the manufacturer’s
instruction. The DNA was eluted in 100 µL of nuclease-free water, its concentration mea-
sured using Qubit 4.0 fluorometer (Invitrogen, Waltham, MA, USA) and the samples were
stored at−20 ◦C. A single step PCR targeting the cytochrome oxidase III gene [36] was used to
confirm P. falciparum infection. One microliter (1 µL) of gDNA was added to 14 µL premix,
containing 0.24 µL of dNTPs (0.4 mM), 0.375 µL of MgCl2 (0.63 mM), 0.2 µL (0.05 U) of Kap-
paTaq (Kappa Biosystems, Wilmington, MA, USA), 10.66 µL of ddH20, 1.5 µL of 10× TaqA
buffer and 0.5 µL of primers (0.4 µM): shortCOXIII F(5′-AGCGGTTAACCTTTCTTTTT
CCTTACG-3′) and shortCOXIII R (3′- AGTGCATCATGTATGACAGCATGTTTACA-5′).
Thermocycling conditions were 95 ◦C for 3 min, followed by 35 cycles each of 94 ◦C for
1 min, 65 ◦C for 1 min, and 72 ◦C for 1 min; and 72 ◦C final extension for 10 min. The DNA
of the fully susceptible P. falciparum 3D7 provided by Dr. Janet Storm of Parasitology De-
partment, Liverpool School of Tropical Medicine (LSTM), UK, was used as a control. PCR
products were separated on 1.5% agarose gel stained with a pEqGREEN and visualized
for bands.

2.3. Amplification of Pfmdr1 Fragment Encompassing the 86th Codon

A fragment from the pfmdr1 encompassing the 86th codon was amplified success-
fully from 90 DNA samples. The nested protocol used was as described by Shrivas-
tava et al. [4]. For first round PCR, 0.5 µL of forward and reverse primers (P1: 5′-
ATGGGTAAAGAGCAGAAAGA-3′ and P2: 5′-AACGCAAGTAATACATAAAGTCA-3′),
5 µL Gotaq Green master mix (Promega, Madison, WI, USA) and 3 µL of nuclease-free
H2O were mixed on ice. One microliter (1 µL) of gDNA was added to a final volume of
10 µL. Thermocycling conditions were 95 ◦C for 1 min, followed by 35 cycles each of 94 ◦C
for 30 s, 50 ◦C for 30 s, 65 ◦C for 2 min and a 65 ◦C final extension for 5 min. PCR products
were separated on 1.5% agarose gel stained with a pEqGREEN and visualized for bands.
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For the nested PCR, 1 µL each of primers P3 (5-TGGTAACCTCAGTATCAAAGAA-3)
and P4 (5-ATAAACCTAAAAAGGAACTGG-3) were mixed with 10 µL of Gotaq Green
master mix and 6 µL of nuclease free H2O. Two microliters (2 µL) of PCR product from
nest 1 were added to give a total reaction volume of 20 µL. PCR conditions were 95 ◦C for
1 min, followed by 35 cycles each of 94 ◦C for 30 s, 50 ◦C for 30 s, 65 ◦C for 1 min and 65 ◦C
final extension for 5 min. PCR products were separated on 1.5% agarose gel stained with a
pEqGREEN, and visualized for bands. These amplicons were purified using QIAquick®

PCR Purification Kit (Qiagen, Hilden, Germany) according to the manufacturer’s protocol
and eluted in 30 µL of ddH2O.

2.4. Genotyping of the Pfmdr1 N86Y Mutation Using Restriction Fragment Length
Polymorphism (RFLP)

Procedure described by Shrivastava et al. [4] was used for genotyping of the 86th
codon. Five microliters (5 µL) from each of the purified nested amplicons was used in
restriction digestion by incubating at 37 ◦C overnight using restriction enzymes AflIII (to
detect mutational allele) and ApoI (wild type allele). Enzymes were purchased from the
New England Biolabs, UK. Then, 1 U of each enzyme, 2.5 µL of 10×NEB Buffer and 16.5 µL
of nuclease free H2O was reconstituted for each sample (total reaction volume = 25 µL).
The digests were resolved on 2% agarose gel stained with pEqGREEN, and the bands
visualized.

2.5. Amplification, Cloning and Sequencing of Pfmdr1 Fragment Encompassing 86th and 184th
Codons

Fragments of the pfmdr1 gene encompassing the 86th and 184th codons were amplified
in 16 DNA samples using previously described primers, F: 5′-AGAGAAAAAAGATGGTAA
CCTCA G-3′ and R: 5′-ACCACAAACATAAATTAACGG-3′ [39]. The reaction mixture
comprises 1.6 µL of gDNA, 0.8 µL each of forward and reverse primers, 10 µL of GoTaq
Green master mix (Promega, Madison, WI, USA) and 6.8 µL of ddH2O. The thermocycling
condition was as follows: initial denaturation at 94 ◦C for 3 min, followed by 35 cycles each
of 94 ◦C for 30 s, 60 ◦C for 1 min, 72 ◦C for 1 min and a final extension of 5 min at 72 ◦C.
These PCR products were purified using QIAquick PCR Purification Kit, eluted in 30 µL of
ddH2O and sequenced on both strands using the above primers. The purified products
were ligated into pJET1.2 (CloneJET PCR Kit, ThermoFisher Scientific, Waltham, MA, USA),
transformed into DH5α E. coli cells (Promega, Madision, WI, USA), PCR confirmed, and
positive colonies (with pfmdr1 fragment inserted in pJET1.2) were mini-prepped overnight.
Details of the cloning protocol and sequencing were as performed for pfkelch13 fragments
in a previous study [22].

2.6. Amplification, Cloning and Sequencing of Pfcrt Fragment Encompassing the 76th Codon

Fragments of the pfcrt gene encompassing the 76th codon were amplified from 18
extracted DNA samples, successfully. A complete sequence of pfcrt, PF3D7_07909000, with
accession number: KM288867.1 [40] was retrieved from GenBank. A pair of primers, (F:
5′-GATGGCTCACGTTTAGGTGGA-3′ and R: 5′-TGAATTTCCCTTTTTATTTCCAAA-3′),
targeting exon-2 of the gene were designed to amplify a 267 bp fragment. A reaction
mixture comprised 1.6 µL of gDNA, 0.8 µL each of forward and reverse primers, 10 µL
of GoTaq Green master mix (Promega, USA) and 6.8 µL of ddH2O. The thermocycling
condition was initial denaturation at 94 ◦C for 3 min, followed by 35 cycles, each at 94 ◦C for
30 s, 60 ◦C for 1 min, 72 ◦C for 45 s, and a final extension of 5 min at 72 ◦C. The purification,
cloning and sequencing of these fragments was done as described above for the pfmdr1
fragments.

2.7. Data Analysis

The haplotype frequency was calculated as the ratio of the sample(s) with the mutation
to the total number of individual samples genotyped successfully. Polymorphism analysis
was carried out through the manual examination of the sequence traces using Bioedit
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version 7.2.3.0 [35] and/or nucleotides/amino acid differences from multiple sequence
alignments. Genetic parameters such as the number of haplotypes (h) and its diversity (Hd),
number of polymorphic sites (S) and nucleotide diversity (π) were computed using DnaSP
5.10 [37]. Different haplotypes were compared by constructing a maximum likelihood
phylogenetic tree using MEGA 6.06 [38].

3. Results
3.1. Cytochrome Oxidase III PCR Confirmation of Infection

The cytochrome oxidase III PCR confirmed 90 out of 91 samples as P. falciparum positive
with a band size of ~500 bp (Figure S1 shows 18 positive samples, together with a band for
the positive control, PF3D7).

3.2. Amplification of Pfmdr1 Fragment Encompassing the 86th Codon and Genotyping

A partial fragment of pfmdr1 was amplified successfully from the above 90 DNA
samples in the first-round PCR and 88 samples in the nested PCR (501 bp). All purified
nested PCR products were subjected to restriction digestion with ApoI and AflIII. 87 (98.86%)
samples were digested by ApoI (ApoI + ve) at position 86 giving three fragments of 250 bp,
226 bp and 25 bp, characteristic of chloroquine-sensitive isolates (CQS) (Figure 1). On
digestion with AflIII, only one sample, MM106 (1.14%), was digested (AflIII + ve), giving
two fragments of 279 and 222 bp consistent with chloroquine-resistant (CQR) isolates (86Y).

Figure 1. Photomicrograph of agarose gel showing the results of restriction fragment length polymorphism (RFLP)
analysis. L is 100 bp Bioline DNA ladder [(100–1013 bp (40–200 ng/band)]; lane 2 is AflIII-negative (undigested) susceptible
PF3D7 sample, lane 3 is AflIII-positive sample 106 (chloroquine-resistant (CQR) isolate), samples 88, 94, 102 are AflIII-
negative, samples 2 and 10 are ApoI-positive (chloroquine-sensitive (CQS) isolates), sample 106 is ApoI-negative. Samples
were digested with restriction enzymes AflIII and ApoI.

3.3. Polymorphism Analysis of Fragments of Pfmdr1 and Pfcrt

Analysis of a fragment of pfmdr1 (610 bp encompassing the 86th and 184th codon)
from 16 field sequences revealed a very low polymorphism (Figure S4 portrayed agarose
gel picture). The sequences exhibited three haplotypes and two polymorphic sites both
of which were non-synonymous, leading to amino acid substitutions (Figure 2a,b). Three
sequences, MM85, MM88 and MM94 harbor the 184F mutation, and a fourth sequence
MM106 is confirmed as a double mutant (86Y-184F).
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Figure 2. Pattern of the genetic variability and polymorphism of pfmdr1 and pfcrt fragments: (a) showing haplotypes
and their respective frequencies for pfmdr1, as well as polymorphic sites with respect to the major haplotype (Hap_1,
inset); (b) a maximum likelihood phylogenetic tree of the pfmdr1 sequences. Haplotypes from mutated sequences are
presented in a filled triangle, while that of MM106 (pf mdr1 86Y184F allele) is in diamond, while the rest of the sequences
and PF3D7 are presented in a filled cycle; (c) showing haplotypes and their respective frequencies for pfcrt, as well as
polymorphic sites with respect to the major haplotype (Hap_1, inset); (d) a maximum likelihood phylogenetic tree of the
pfcrt sequences. Haplotypes from mutated sequences are presented in the filled triangle, those of outliers MM106 and
MM12B with additional mutation, as well as the MM21 with CVMET haplotype are in diamond, while the rest of the
susceptible haplotypes and PF3D7 are presented in filled cycle.

This, in addition to a low haplotype diversity (Hd = 0.492) and nucleotide diversity of
0.00096, as well as the absence of synonymous mutations, suggest a high homogeneity in
pfmdr1 from Kano isolates (Table 1). A neutrality test of all sequences revealed Tajima’s D
and Li and Fu’s D * statistics as negative but not statistically significant.

Table 1. Summary statistics for the polymorphism of pfmdr1 and pfcrt fragments.

Location N S H Hd Syn Nonsyn π (k) D (Tajima) D* (Fu and Li)

pfmdr1

Kano 16 2 3 0.49 0 2 0.00096
(0.583) −0.0823 ns −0.5038 ns

pfcrt

Kano 18 7 6 0.72 0 7 0.00879
(2.346) 0.518 ns 0.0939 ns

N; number of sequences; S, number of polymorphic sites; h, haplotype; Hd, haplotype diversity; Syn, synonymous
mutations; Nonsyn, non-synonymous mutations; π, nucleotide diversity (k = mean number of nucleotide
differences); Tajima’s D and Fu and Li’s D* statistics; ns, not significant.

Sequence analyses revealed the AAT->TAT polymorphism (Figures 2a and 3a,b) in
codon 86, led to the 86Y substitution in sample MM106 (Figure S2). This is the same AflIII
positive sample from the restriction fragment length polymorphism (RFLP) (Figure 1). The
rest of the field sequences were all AAT in this position, in complete agreement with the
digestion results (above).
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1 
 

 

Figure 3. Analysis of the polymorphism of a fragment of the pfmdr1 gene, spanning the 86th and 184th codons. Polymorphic
codons for the 86th codon: (a) PF3D7 and (b) MM106; for 184th codon: (c) PF3D7 and (d) MM106.

The Y184F substitution (TAT->TTT polymorphism) was also found in MM106 and
four additional isolates (Figure 3c,d and Figure S2), leading to a frequency of 31.25%.
Sequences cluster according to their haplotypes in the maximum likelihood phylogenetic
tree (Figure 2b), with the sequences bearing mutations forming a cluster separate from the
rest of sequences of the major haplotype with no mutation (which cluster together with
the PF3D7 sequence). These sequences have been deposited in GenBank with accession
numbers MT438701–MT438717.

The analysis of a fragment of pfcrt (Figure S5 (267 bp encompassing the 72nd–76th
codons)) from 18 field sequences revealed that 11 (61.11%) were CQR (CVIET, with two
sequences MM106 and MM12B having an additional mutation in position 57, D57E), one
sequence (5.55%) was CQR (CVMET), while six sequences (33.33%) were CQS (CVMNK).
Two of these susceptible sequences, MM1 and MM5, have an additional mutation, K116R
and K116N, respectively. Sample MM106 is the same double mutant, pfmdr86Y-184F, above.
MM12B (pfcrtCVIET + D57E) and MM83B (pfcrtCVIET) are two samples from a previous
study [22] which were found to harbor E433G and E688K kelch13 mutations, respectively,
in isolates from individuals that failed to clear infection 14 days following treatment with
Cartef. In addition, MM21 (pfcrtCVMET), MM31 (CVIET) and MM114 (CVIET) are samples
from [22] with kelch13 F434I, F434I and F434S mutations in day 0 samples. The 18 sequences
revealed a high polymorphism, exhibiting six haplotypes and seven polymorphic sites all
of which led to amino acid substitutions (Figure 2c,d). This, in addition to a high haplotype
diversity (Hd = 0.719) and nucleotide diversity of 0.00879, suggest a low homogeneity
(Table 1). A neutrality test of all sequences revealed Tajima’s D and Li and Fu’s D* statistics
as positive but not statistically significant. However, the presence of a predominant
haplotype (Hap_1 made exclusively of CQR sequences, CVIET) suggests low diversity in
the resistant isolates.

The analysis of a DNA sequence confirmed ATG74->ATT, AAT75->GAA, and AAA76-
>ACA mutations discriminating C72V73M74N75K76 haplotypes from the evolved CQR
haplotypes (C72V73I74E75T76) (Figure 4a,b and Figure S3). Figure S3 also presented the
novel mutations in codon 116, which led to K116R and K116N in MM_1 and MM_5, re-
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spectively. Sequences cluster according to their haplotypes in the maximum likelihood
phylogenetic tree (Figure 2d), with the CQR sequences forming a cluster separate from the
CQS sequences, which in turn cluster together with the PF3D7 sequence. These sequences
were also deposited in GenBank with the accession numbers: MW267856–MW267873.

Figure 4. Analysis of the polymorphism of a fragment of the pfcrt spanning the 76th codon. Polymorphic codons for
(a) CQS isolate bearing a CVMNK haplotype; and (b) CQR isolates bearing the CVIET haplotype.

4. Discussion

Determination of the molecular markers of resistance helps in the epidemiological
surveillance of antimalarial resistance in endemic regions, guiding respective malaria con-
trol programs to implement evidence-based control measures and resistance management.
Widespread resistance necessitates frequent modifications of malaria treatment guidelines.
As a first-line antimalarial drug, CQ has been dubbed the ‘magic bullet’, being used exten-
sively for almost five decades, since it is cheap and highly effective [41]. However, the
use of CQ was banned in several regions due to increasing chloroquine resistance [41].
This led to switching to SP, which met the same fate as CQ [42], though it is still used for
the intermittent treatment of malaria in pregnant women (IpTP), and seasonal malaria
chemoprevention (SMC) in areas with low resistance. However, the suspected failure of
ACTs is leading to the increased use of CQs and other non-ACT antimalarials. In 2013, a
former WHO country representative in Nigeria revealed that, “in spite of the ban placed
on the use of CQ, artesunate (AS), SP, and other monotherapies, the drugs continue to
thrive in Nigeria” [42]. This indiscriminate use of different antimalarials could select multi-
resistance, especially in genes like the pfmdr1 and pfcrt established to modulate resistance
to various antimalarials.

4.1. Evidence of Resistance Haplotypes in pfmdr1 in P. falciparum Isolates from Kano

Genotyping the 86th codon and sequencing identified the 86Y mutation, which is
known to mediate decreased susceptibility to CQ and amodiaquine, lumefantrine and dihy-
droartemisinin [29,43] in a single field isolate from Kano. The frequency of the 86Y mutation
(1.14%) in this study is lower compared to the recent observations of Ikegbunam et al. [24]
from southeast Nigeria (8.54%) and Muhammad et al. [23] in a study carried out with
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samples from Kano state (frequency of 86Y = 11.3%). However, a frequency of 62.2% was
reported in a study from southwest Nigeria, suggesting that the frequency of this mutations
varies from one region of Nigeria to another [44].

The presence of the 184F mutation has also been documented in Nigeria with high
frequency. Examples include a frequency of 29.27% in southeast Nigeria [24], 28.1%
in southwest Nigeria [25] and up to 69.0% in another study conducted in southwest
Nigeria [44]. The 184F is said to have limited effect on its own, but its presence with
N86 (N86+184F double mutant) [28] is known to be associated with reduced piperaquine
susceptibility. Indeed, the presence of the 184F mutation mostly in combination with
86N was seen in reinfections after treatment with artemether–lumefantrine in a previous
study [45].

In this study, the D1246Y mutation was not investigated since it is known to be
present in approximately only 0.7–3% of the African isolates [10,30,31]. However, two
studies have recorded 1246Y frequencies of 3.66 and 18.6%, respectively, in southeast and
southwest Nigeria [24,30]. A recently published study conducted in Lagos, southwest
Nigeria, detected rare pfmdr1 mutations, N504K, N649D, F938Y and S967N, which were
previously unreported [21], suggesting that the proactive surveillance of this gene and
the validation of mutations discovered in it are necessary to ameliorate the menace of
multidrug resistance. The occurrence of a high CQ susceptible allele with N86, as observed
in this study, may be the result of the re-emergence of sensitive haplotypes or due to
pressure from artemether–lumefantrine exposure [46]. Indeed, withdrawing chloroquine
in a region where resistance is present could result in the re-emergence of CQ-sensitive
parasites as shown in Malawi [47], which could also select for alternative resistance linked
to the N86 allele, as explained above.

4.2. Evidence of Resistance Haplotypes in pfcrt in P. falciparum Isolates from Kano

The majority of effective mutations known to confer the CQR phenotype occur as a
cluster between codons 72 and 76 [31,48] leading to the evolution of two major global CQR
genotypes (CVIET and SVMNT) from the ancestral CVMNK haplotype [33]. The absence
of the SVMNT haplotype in the isolates from Kano, consistent with the observations that
this haplotype is predominant in the South American continent [31,33]. Indeed, recently
published study on isolates from southeast Nigeria have shown a haplotypes distribution
of 5.45, 0.00 and 76.37%, for CVMNK, SVMNT and CVIET, respectively [24]. Across
southwestern Nigeria studies have documented 76T frequencies of 75.9% in isolates from
Lagos [25], CVIET haplotype frequency of up to 91.6% for CVIET in a study conducted
in Lagos [44], as well 60 and 63% 76T frequencies in isolates shown to confer resistance,
respectively to CQ and amodiaquine [11,13]. In northern Nigeria, the frequency of 76T
mutation (12.4%) described in northwest is much lower compared to 61.11% obtained
in our study. Taken together, the high frequency of CQ-resistant haplotypes almost two
decades after a change in antimalarial policy in Nigeria suggests the possibility of (i) the
unofficial use of CQ which maintains the resistance alleles, and/or (ii) the exposure to
structurally and/or functionally related antimalarials which are exerting selective pressure
on this gene. Other factors including frequent travels known to introduce new strains
and/or mutations, e.g., [49] cannot be ruled out.

5. Conclusions

This study established major mutations linked to antimalarial resistance in pfmdr1
and pfcrt genes in P. falciparum isolates from Kano, northwestern Nigeria. The spread of
these mutations should be monitored as these genes are known to modulate resistance to
various antimalarials currently used in northern Nigeria; it should be considered while
designing control measures and/or resistance management approaches. More research
needs to be carried out on these genes, for example, (i) the investigation of the presence of
184F and 1246Y mutations using more samples; (ii) qRT-PCR of pfmdr1 to detect potential
copy number variations, known to be associated with resistance to various antimalarials,



Diseases 2021, 9, 6 10 of 12

including mefloquine, lumefantrine, quinine and artemisinin [29]; the validation of the role
of the pfcrt D57E additional mutation discovered in two CVIET sequences, using in vitro
assays; as well as (iii) the sequencing of more partial fragments or full pfcrt from field
samples to detect and validate more mutations.

Supplementary Materials: The following are available online at https://www.mdpi.com/2079-9
721/9/1/6/s1, Figure S1: Photomicrograph of agarose gel for COX III PCR. HL is a DNA ladder
(hyperladder 100 bp, Bioline, 100–1013 bp); lanes 1–18 shows a band of approximately 500 bp
characteristics of COX III fragment of P. falciparum; lane 19 is for PF3D7 positive control gDNA,
Figure S2: Comparison of sequences of pfmdr1 of field isolates and PF3D7. Residues affected by
mutations are highlighted in grey, with isolate MM106 exhibiting double mutations, 86Y and 184F,
Figure S3: Comparison of sequences of pfCRT of field isolates and PF3D7. Residues affected by
mutations are highlighted in grey, with MM106 and MM12B exhibiting D57E mutation, in addition to
being a CVIET haplotype. Figure S4: Photomicrograph of agarose gel for pfmdr1. L is a DNA ladder
(hyperladder 100 bp, Bioline, 100–1013 bp); lane 2 is PF3D7 positive control gDNA, and 3–18 show
bands of approximately 610 bp, characteristic of the pfmdr1 fragment encompassing the 86th and
184th codons, Figure S5: Photomicrograph of agarose gel for pfcrt. L is a DNA ladder (hyperladder
100 bp, Bioline, 100–1013 bp); lanes 2–19 is 267 bp pfcrt fragments encompassing codons 72–76; lane
20 is for PF3D7 positive control gDNA.

Author Contributions: Conceptualization, S.S.I.; methodology, R.A., M.M.M., H.A.D., A.M.; valida-
tion, S.S.I.; formal analysis, S.S.I. and U.F.A.; investigation, R.A., H.A.D., U.F.A. and A.M.; resources,
S.S.I., data curation, S.S.I.; writing—original draft preparation, R.A.; writing—review and editing,
S.S.I. and U.F.A.; visualization, S.S.I.; supervision, S.S.I.; project administration, M.M.M.; funding
acquisition, S.S.I. All authors have read and agreed to the published version of the manuscript.

Funding: This research received no external funding.

Institutional Review Board Statement: The study was conducted according to the guidelines
of the Declaration of Helsinki, and approved by the Ethics sub-Committee of Sub-Committee
of Health Operational Research Unit, Ministry of Health, Kano State, Nigeria (ethical clearance:
MOH/Off/797/T.I./402).

Informed Consent Statement: Written or thumb-printed consent were collected from study partici-
pants (details in [22]).

Data Availability Statement: The DNA sequences reported in this study have been deposited in the
GenBank with accession numbers of MT438701–MT438717 for pfmdr1 and MW267856–MW267873
for pfcrt, respectively.

Acknowledgments: Equipment and machines used for molecular work were from a Wellcome Trust
International Training Fellowship in Public Health and Tropical Medicine (WT201918/Z/16/Z) to
Sulaiman S. Ibrahim.

Conflicts of Interest: The authors declare no conflict of interest. No funder has a role in the design
of the study; in the collection, analyses, or interpretation of data; in the writing of the manuscript, or
in the decision to publish the results.

References
1. WHO. World Malaria Report 2019; 9241565721; WHO: Geneva, Switzerland, 2019.
2. Bhatt, S.; Weiss, D.; Cameron, E.; Bisanzio, D.; Mappin, B.; Dalrymple, U.; Battle, K.; Moyes, C.; Henry, A.; Eckhoff, P. The effect of

malaria control on Plasmodium falciparum in Africa between 2000 and 2015. Nature 2015, 526, 207. [CrossRef] [PubMed]
3. Alonso, P.; Noor, A.M. The global fight against malaria is at crossroads. Lancet 2017, 390, 2532–2534. [CrossRef]
4. Shrivastava, S.K.; Gupta, R.K.; Mahanta, J.; Dubey, M.L. Correlation of molecular markers, Pfmdr1-N86Y and Pfcrt-K76T, with

in vitro chloroquine resistant Plasmodium falciparum, isolated in the malaria endemic states of Assam and Arunachal Pradesh,
Northeast India. PLoS ONE 2014, 9, e103848. [CrossRef] [PubMed]

5. Dondorp, A.M.; Nosten, F.; Yi, P.; Das, D.; Phyo, A.P.; Tarning, J.; Lwin, K.M.; Ariey, F.; Hanpithakpong, W.; Lee, S.J.; et al.
Artemisinin resistance in Plasmodium falciparum malaria. N. Engl. J. Med. 2009, 361, 455–467. [CrossRef]

6. WHO. Artemisinin and Artemisinin-based Combination Therapy Resistance: Status Report; World Health Organization: Geneva,
Switzerland, 2016.

https://www.mdpi.com/2079-9721/9/1/6/s1
https://www.mdpi.com/2079-9721/9/1/6/s1
http://doi.org/10.1038/nature15535
http://www.ncbi.nlm.nih.gov/pubmed/26375008
http://doi.org/10.1016/S0140-6736(17)33080-5
http://doi.org/10.1371/journal.pone.0103848
http://www.ncbi.nlm.nih.gov/pubmed/25105963
http://doi.org/10.1056/NEJMoa0808859


Diseases 2021, 9, 6 11 of 12

7. Ashley, E.A.; Dhorda, M.; Fairhurst, R.M.; Amaratunga, C.; Lim, P.; Suon, S.; Sreng, S.; Anderson, J.M.; Mao, S.; Sam, B.; et al.
Spread of artemisinin resistance in Plasmodium falciparum malaria. N. Engl. J. Med. 2014, 371, 411–423. [CrossRef]

8. MalariaGEN. Genomic Epidemiology of Artemisinin Resistant Malaria; MalariaGEN: Oxford, UK, 2016.
9. WWARN Genotype-Phenotype Study Group. Association of mutations in the Plasmodium falciparum Kelch13 gene

(Pf3D7_1343700) with parasite clearance rates after artemisinin-based treatments-a WWARN individual patient data meta-
analysis. BMC Med. 2019, 17, 1. [CrossRef]

10. Duraisingh, M.T.; Cowman, A.F. Contribution of the pfmdr1 gene to antimalarial drug-resistance. Acta Trop. 2005, 94, 181–190.
[CrossRef]

11. Folarin, O.A.; Bustamante, C.; Gbotosho, G.O.; Sowunmi, A.; Zalis, M.G.; Oduola, A.M.; Happi, C.T. In vitro amodiaquine
resistance and its association with mutations in pfcrt and pfmdr1 genes of Plasmodium falciparum isolates from Nigeria. Acta
Trop. 2011, 120, 224–230. [CrossRef]

12. Buppan, P.; Seethamchai, S.; Kuamsab, N.; Harnyuttanakorn, P.; Putaporntip, C.; Jongwutiwes, S. Multiple Novel Mutations in
Plasmodium falciparum Chloroquine Resistance Transporter Gene during Implementation of Artemisinin Combination Therapy
in Thailand. Am. J. Trop. Med. Hyg. 2018, 99, 987–994. [CrossRef]

13. Happi, C.T.; Gbotosho, G.O.; Folarin, O.A.; Bolaji, O.M.; Sowunmi, A.; Kyle, D.E.; Milhous, W.; Wirth, D.F.; Oduola, A.M.
Association between mutations in Plasmodium falciparum chloroquine resistance transporter and P. falciparum multidrug resistance
1 genes and in vivo amodiaquine resistance in P. falciparum malaria-infected children in Nigeria. Am. J. Trop. Med. Hyg. 2006, 75,
155–161. [CrossRef]

14. FMoH. National Antimalarial Treatment Guidelines Policy; Federal Ministry of Health National Malaria and Vector Control Division:
Abuja, Nigeria, 2005.

15. Ajayi, N.A.; Ukwaja, K.N. Possible artemisinin-based combination therapy-resistant malaria in Nigeria: A report of three cases.
Rev. Soc. Bras. Med. Trop. 2013, 46, 525–527. [CrossRef] [PubMed]

16. Wundermann, G.; Osiki, A. Currently Observed Trend in the Resistance of Malaria to Artemisinin Based Combination Therapy in
Nigeria–A Report of 5 Cases. Int. J. Trop. Dis. Health 2017, 21, 1–5. [CrossRef]

17. Bustamante, C.; Folarin, O.A.; Gbotosho, G.O.; Batista, C.N.; Mesquita, E.A.; Brindeiro, R.M.; Tanuri, A.; Struchiner, C.J.; Sowunmi,
A.; Oduola, A.; et al. In vitro-reduced susceptibility to artemether in P. falciparum and its association with polymorphisms on
transporter genes. J. Infect. Dis. 2012, 206, 324–332. [CrossRef] [PubMed]

18. Oboh, M.A.; Ndiaye, D.; Antony, H.A.; Badiane, A.S.; Singh, U.S.; Ali, N.A.; Bharti, P.K.; Das, A. Status of Artemisinin Resistance
in Malaria Parasite Plasmodium falciparum from Molecular Analyses of the Kelch13 Gene in Southwestern Nigeria. Biomed. Res.
Int. 2018, 2018, 2305062. [CrossRef]

19. Igbasi, U.; Oyibo, W.; Omilabu, S.; Quan, H.; Chen, S.B.; Shen, H.M.; Chen, J.H.; Zhou, X.N. Kelch 13 propeller gene polymorphism
among Plasmodium falciparum isolates in Lagos, Nigeria: Molecular Epidemiologic Study. Trop. Med. Int. Health. 2019, 24,
1011–1017. [CrossRef] [PubMed]

20. Dokunmu, T.M.; Olasehinde, G.I.; Oladejo, D.O.; Adjekukor, C.U.; Akinbohun, A.E.; Onileere, O.; Eze, C.J.; Jir, G.S. Evaluation of
Plasmodium falciparum K13 gene polymorphism and susceptibility to dihydroartemisinin in an endemic area. Biomed. Res. Ther.
2018, 5, 2651–2657. [CrossRef]

21. Idowu, A.O.; Oyibo, W.A.; Bhattacharyya, S.; Khubbar, M.; Mendie, U.E.; Bumah, V.V.; Black, C.; Igietseme, J.; Azenabor, A.A.
Rare mutations in Pfmdr1 gene of Plasmodium falciparum detected in clinical isolates from patients treated with anti-malarial
drug in Nigeria. Malar. J. 2019, 18, 319. [CrossRef]

22. Abubakar, U.F.; Adam, R.; Mukhtar, M.M.; Muhammad, A.; Yahuza, A.A.; Ibrahim, S.S. Identification of Mutations in Antimalarial
Resistance Gene Kelch13 from plasmodium falciparum Isolates in Kano, Nigeria. Trop. Med. Infect. Dis. 2020, 5. [CrossRef]

23. Muhammad, R.H.; Nock, I.H.; Ndams, I.S.; George, J.B.; Deeni, Y. Distribution of Pfmdr1 and Pfcrt chloroquine drug resistance
alleles in north-western Nigeria. MWJ 2017, 8, 15.

24. Ikegbunam, M.N.; Nkonganyi, C.N.; Thomas, B.N.; Esimone, C.O.; Velavan, T.P.; Ojurongbe, O. Analysis of Plasmodium
falciparum Pfcrt and Pfmdr1 genes in parasite isolates from asymptomatic individuals in Southeast Nigeria 11 years after
withdrawal of chloroquine. Malar. J. 2019, 18, 343. [CrossRef]

25. Agomo, C.O.; Oyibo, W.A.; Sutherland, C.; Hallet, R.; Oguike, M. Assessment of Markers of Antimalarial Drug Resistance in
Plasmodium falciparum Isolates from Pregnant Women in Lagos, Nigeria. PLoS ONE 2016, 11, e0146908. [CrossRef] [PubMed]

26. Reed, M.B.; Saliba, K.J.; Caruana, S.R.; Kirk, K.; Cowman, A.F. Pgh1 modulates sensitivity and resistance to multiple antimalarials
in Plasmodium falciparum. Nature 2000, 403, 906–909. [CrossRef] [PubMed]

27. Duraisingh, M.T.; Jones, P.; Sambou, I.; Von Seidlein, L.; Pinder, M.; Warhurst, D.C. The tyrosine-86 allele of the pfmdr1 gene of
Plasmodium falciparum is associated with increased sensitivity to the anti-malarials mefloquine and artemisinin. Mol. Biochem.
Parasitol. 2000, 108, 13–23. [CrossRef]

28. Veiga, M.I.; Dhingra, S.K.; Henrich, P.P.; Straimer, J.; Gnadig, N.; Uhlemann, A.C.; Martin, R.E.; Lehane, A.M.; Fidock, D.A.
Globally prevalent PfMDR1 mutations modulate Plasmodium falciparum susceptibility to artemisinin-based combination
therapies. Nat. Commun. 2016, 7, 11553. [CrossRef] [PubMed]

29. Menard, D.; Dondorp, A. Antimalarial Drug Resistance: A Threat to Malaria Elimination. Cold Spring Harb. Perspect Med. 2017, 7.
[CrossRef]

http://doi.org/10.1056/NEJMoa1314981
http://doi.org/10.1186/s12916-018-1207-3
http://doi.org/10.1016/j.actatropica.2005.04.008
http://doi.org/10.1016/j.actatropica.2011.08.013
http://doi.org/10.4269/ajtmh.18-0401
http://doi.org/10.4269/ajtmh.2006.75.155
http://doi.org/10.1590/0037-8682-0098-2013
http://www.ncbi.nlm.nih.gov/pubmed/23982103
http://doi.org/10.9734/IJTDH/2017/30914
http://doi.org/10.1093/infdis/jis359
http://www.ncbi.nlm.nih.gov/pubmed/22615315
http://doi.org/10.1155/2018/2305062
http://doi.org/10.1111/tmi.13273
http://www.ncbi.nlm.nih.gov/pubmed/31132213
http://doi.org/10.15419/bmrat.v5i9.474
http://doi.org/10.1186/s12936-019-2947-z
http://doi.org/10.3390/tropicalmed5020085
http://doi.org/10.1186/s12936-019-2977-6
http://doi.org/10.1371/journal.pone.0146908
http://www.ncbi.nlm.nih.gov/pubmed/26808627
http://doi.org/10.1038/35002615
http://www.ncbi.nlm.nih.gov/pubmed/10706290
http://doi.org/10.1016/S0166-6851(00)00201-2
http://doi.org/10.1038/ncomms11553
http://www.ncbi.nlm.nih.gov/pubmed/27189525
http://doi.org/10.1101/cshperspect.a025619


Diseases 2021, 9, 6 12 of 12

30. Dokunmu, T.M.; Adjekukor, C.U.; Yakubu, O.F.; Bello, A.O.; Adekoya, J.O.; Akinola, O.; Amoo, E.O.; Adebayo, A.H. Asymp-
tomatic malaria infections and Pfmdr1 mutations in an endemic area of Nigeria. Malar. J. 2019, 18, 218. [CrossRef]

31. Fidock, D.A.; Nomura, T.; Talley, A.K.; Cooper, R.A.; Dzekunov, S.M.; Ferdig, M.T.; Ursos, L.M.; Sidhu, A.B.; Naude, B.; Deitsch,
K.W.; et al. Mutations in the P. falciparum digestive vacuole transmembrane protein PfCRT and evidence for their role in
chloroquine resistance. Mol. Cell 2000, 6, 861–871. [CrossRef]

32. Djimde, A.; Doumbo, O.K.; Cortese, J.F.; Kayentao, K.; Doumbo, S.; Diourte, Y.; Coulibaly, D.; Dicko, A.; Su, X.Z.; Nomura, T.;
et al. A molecular marker for chloroquine-resistant falciparum malaria. N. Engl. J. Med. 2001, 344, 257–263. [CrossRef]

33. Awasthi, G.; Satya Prasad, G.B.; Das, A. Pfcrt haplotypes and the evolutionary history of chloroquine-resistant Plasmodium
falciparum. Mem. Inst. Oswaldo Cruz. 2012, 107, 129–134. [CrossRef]

34. Ariey, F.; Fandeur, T.; Durand, R.; Randrianarivelojosia, M.; Jambou, R.; Legrand, E.; Ekala, M.T.; Bouchier, C.; Cojean, S.;
Duchemin, J.B.; et al. Invasion of Africa by a single pfcrt allele of South East Asian type. Malar. J. 2006, 5, 34. [CrossRef] [PubMed]

35. Hall, T.A. BioEdit: A user-friendly biological sequence alignment editor and analysis program for Windows 95/98/NT. Nucleic
Acids Symp. Ser. 1999, 41, 95–98.

36. Echeverry, D.F.; Deason, N.A.; Davidson, J.; Makuru, V.; Xiao, H.; Niedbalski, J.; Kern, M.; Russell, T.L.; Burkot, T.R.; Collins, F.H.;
et al. Human malaria diagnosis using a single-step direct-PCR based on the Plasmodium cytochrome oxidase III gene. Malar. J.
2016, 15, 128. [CrossRef] [PubMed]

37. Librado, P.; Rozas, J. DnaSP v5: A software for comprehensive analysis of DNA polymorphism data. Bioinformatics 2009, 25,
1451–1452. [CrossRef] [PubMed]

38. Tamura, K.; Stecher, G.; Peterson, D.; Filipski, A.; Kumar, S. MEGA6: Molecular Evolutionary Genetics Analysis version 6.0. Mol.
Biol. Evol. 2013, 30, 2725–2729. [CrossRef] [PubMed]

39. Basco, L.K.; Ringwald, P. Molecular epidemiology of malaria in Cameroon. X. Evaluation of PFMDR1 mutations as genetic
markers for resistance to amino alcohols and artemisinin derivatives. Am. J. Trop. Med. Hyg. 2002, 66, 667–671. [CrossRef]

40. Goldfless, S.J.; Wagner, J.C.; Niles, J.C. Versatile control of Plasmodium falciparum gene expression with an inducible protein-RNA
interaction. Nat. Commun. 2014, 5, 5329. [CrossRef]

41. Payne, D. Spread of chloroquine resistance in Plasmodium falciparum. Parasitol. Today 1987, 3, 241–246. [CrossRef]
42. Brieger, W. Where is Chloroquine Now? Afr. Health 2017, 39, 13–15.
43. Wurtz, N.; Fall, B.; Pascual, A.; Fall, M.; Baret, E.; Camara, C.; Nakoulima, A.; Diatta, B.; Fall, K.B.; Mbaye, P.S.; et al. Role

of Pfmdr1 in in vitro Plasmodium falciparum susceptibility to chloroquine, quinine, monodesethylamodiaquine, mefloquine,
lumefantrine, and dihydroartemisinin. Antimicrob. Agents Chemother. 2014, 58, 7032–7040. [CrossRef]

44. Oladipo, O.O.; Wellington, O.A.; Sutherland, C.J. Persistence of chloroquine-resistant haplotypes of Plasmodium falciparum in
children with uncomplicated Malaria in Lagos, Nigeria, four years after change of chloroquine as first-line antimalarial medicine.
Diagn. Pathol. 2015, 10, 41. [CrossRef]

45. Sisowath, C.; Ferreira, P.E.; Bustamante, L.Y.; Dahlstrom, S.; Martensson, A.; Bjorkman, A.; Krishna, S.; Gil, J.P. The role of pfmdr1
in Plasmodium falciparum tolerance to artemether-lumefantrine in Africa. Trop. Med. Int. Health 2007, 12, 736–742. [CrossRef]
[PubMed]

46. Laufer, M.K.; Plowe, C.V. Withdrawing antimalarial drugs: Impact on parasite resistance and implications for malaria treatment
policies. Drug Resist. Updat. 2004, 7, 279–288. [CrossRef] [PubMed]

47. Laufer, M.K.; Thesing, P.C.; Eddington, N.D.; Masonga, R.; Dzinjalamala, F.K.; Takala, S.L.; Taylor, T.E.; Plowe, C.V. Return of
chloroquine antimalarial efficacy in Malawi. N. Engl. J. Med. 2006, 355, 1959–1966. [CrossRef]

48. Ibraheem, Z.O.; Abd Majid, R.; Noor, S.M.; Sedik, H.M.; Basir, R. Role of Different Pfcrt and Pfmdr-1 Mutations in Conferring
Resistance to Antimalaria Drugs in Plasmodium falciparum. Malar. Res. Treat. 2014, 2014, 950424. [CrossRef] [PubMed]

49. Xu, C.; Wei, Q.; Yin, K.; Sun, H.; Li, J.; Xiao, T.; Kong, X.; Wang, Y.; Zhao, G.; Zhu, S.; et al. Surveillance of Antimalarial Resistance
Pfcrt, Pfmdr1, and Pfkelch13 Polymorphisms in African Plasmodium falciparum imported to Shandong Province, China. Sci.
Rep. 2018, 8, 12951. [CrossRef]

http://doi.org/10.1186/s12936-019-2833-8
http://doi.org/10.1016/S1097-2765(05)00077-8
http://doi.org/10.1056/NEJM200101253440403
http://doi.org/10.1590/S0074-02762012000100018
http://doi.org/10.1186/1475-2875-5-34
http://www.ncbi.nlm.nih.gov/pubmed/16638153
http://doi.org/10.1186/s12936-016-1185-x
http://www.ncbi.nlm.nih.gov/pubmed/26928594
http://doi.org/10.1093/bioinformatics/btp187
http://www.ncbi.nlm.nih.gov/pubmed/19346325
http://doi.org/10.1093/molbev/mst197
http://www.ncbi.nlm.nih.gov/pubmed/24132122
http://doi.org/10.4269/ajtmh.2002.66.667
http://doi.org/10.1038/ncomms6329
http://doi.org/10.1016/0169-4758(87)90147-5
http://doi.org/10.1128/AAC.03494-14
http://doi.org/10.1186/s13000-015-0276-2
http://doi.org/10.1111/j.1365-3156.2007.01843.x
http://www.ncbi.nlm.nih.gov/pubmed/17550470
http://doi.org/10.1016/j.drup.2004.08.003
http://www.ncbi.nlm.nih.gov/pubmed/15533765
http://doi.org/10.1056/NEJMoa062032
http://doi.org/10.1155/2014/950424
http://www.ncbi.nlm.nih.gov/pubmed/25506039
http://doi.org/10.1038/s41598-018-31207-w

	Introduction 
	Materials and Methods 
	Study Site, Samples and Ethics 
	DNA Extraction and Confirmation of P. falciparum Infection Using PCR 
	Amplification of Pfmdr1 Fragment Encompassing the 86th Codon 
	Genotyping of the Pfmdr1 N86Y Mutation Using Restriction Fragment Length Polymorphism (RFLP) 
	Amplification, Cloning and Sequencing of Pfmdr1 Fragment Encompassing 86th and 184th Codons 
	Amplification, Cloning and Sequencing of Pfcrt Fragment Encompassing the 76th Codon 
	Data Analysis 

	Results 
	Cytochrome Oxidase III PCR Confirmation of Infection 
	Amplification of Pfmdr1 Fragment Encompassing the 86th Codon and Genotyping 
	Polymorphism Analysis of Fragments of Pfmdr1 and Pfcrt 

	Discussion 
	Evidence of Resistance Haplotypes in pfmdr1 in P. falciparum Isolates from Kano 
	Evidence of Resistance Haplotypes in pfcrt in P. falciparum Isolates from Kano 

	Conclusions 
	References

