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Abstract: Mosquito susceptibility to Plasmodium spp. infection is of paramount importance for
malaria occurrence and sustainable transmission. Therefore, understanding the genetic features
underlying the mechanisms of susceptibility traits is pivotal to assessing malaria transmission dy-
namics in endemic areas. The aim of this study was to investigate the susceptibility of Nyssorhynchus
darlingi—the dominant malaria vector in Brazil—to Plasmodium spp. using a reduced representation
genome-sequencing protocol. The investigation was performed using a genome-wide association
study (GWAS) to identify mosquito genes that are predicted to modulate the susceptibility of natural
populations of the mosquito to Plasmodium infection. After applying the sequence alignment protocol,
we generated the variant panel and filtered variants; leading to the detection of 202,837 SNPs in
all specimens analyzed. The resulting panel was used to perform GWAS by comparing the pool
of SNP variants present in Ny. darlingi infected with Plasmodium spp. with the pool obtained in
field-collected mosquitoes with no evidence of infection by the parasite (all mosquitoes were tested
separately using RT-PCR). The GWAS results for infection status showed two statistically significant
variants adjacent to important genes that can be associated with susceptibility to Plasmodium infec-
tion: Cytochrome P450 (cyp450) and chitinase. This study provides relevant knowledge on malaria
transmission dynamics by using a genomic approach to identify mosquito genes associated with
susceptibility to Plasmodium infection in Ny. darlingi in western Amazonian Brazil.
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1. Introduction

Nyssorhynchus darlingi (formerly Anopheles (Nyssorhynchus) darlingi) is the main malaria
vector in the Neotropics throughout most of its distribution from Mexico to Argentina and,
therefore, is the dominant malaria vector in the Brazilian Amazon River basin where trans-
mission remains continuous and persistent, representing more than 99% of the country’s
malaria burden [1,2]. In Brazil, 90% of malaria cases are caused by Plasmodium vivax, but in
the Amazon Region, there is a proportion of cases caused by Plasmodium falciparum, which
is associated with higher morbidity and mortality. The occurrence of P. falciparum malaria
reflects pockets of heterogeneous malaria transmission with high infection rates in human
and mosquito populations [3,4]. Nyssorhynchus darlingi possesses two major behaviors that
are crucial in defining pathogen transmission to humans: anthropophily, i.e., the preference
of a mosquito to take a blood meal on human hosts over other animals, depending on
host availability and biomass; and endophagy—mosquito preference for blood-feeding
indoors—although this adaptive species also feeds outdoors (exophagy) frequently [5–9].
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In addition, Ny. darlingi is highly susceptible to human Plasmodium with a natural infection
rate that varies between 0.24 and 3.96% in northern Brazil [10].

Mosquito susceptibility to Plasmodium infection is of paramount importance for
malaria occurrence and sustainable transmission. Therefore, understanding the genetic
features underlying Ny. darlingi susceptibility to infection is pivotal for investigating ento-
mological components of malaria transmission dynamics in endemic areas. This knowledge
can lead to the development of molecular tools for more precise vector surveillance and
more effective interventions for malaria control.

Genetic structuring among natural populations of anopheline vectors at both the
macro- and microgeographic scales leads to a high degree of nucleotide variation through-
out the genome, a feature that ultimately influences both parasite transmission and the
infection status of a mosquito vector [11–14]. Moreover, in the major African malaria vector
Anopheles gambiae, several studies have used a gene candidate approach to identify factors
that regulate mosquito-pathogen interactions, immunity, and parasite infection [13,15,16].
Despite a general lack of studies regarding genetic structuring and variation at the genomic
scale in Neotropical malaria vectors, Ny. darlingi in the Amazon region has substantial
variability in genetic structure and population divergence even at the microgeographic
scale [12,17,18]. In addition, the genome of Ny. darlingi has a high level of nucleotide
polymorphism with reported frequencies of up to 50 single nucleotide polymorphisms
(SNPs) per 1000 base pairs in intronic and intergenic regions [19]. Based on these general
concepts, genome-wide association studies can be performed to detect SNPs markers linked
to genes predicted to modulate Plasmodium infection susceptibility in natural populations
of Ny. darlingi.

The development of new strategies and advanced technologies related to whole-
genome sequencing (WGS) has resulted in dramatic reductions in sequencing cost and ef-
fort. Nevertheless, studies that require sequencing a large number of samples remain costly
and thus are not currently feasible. Reduced representation of the genome-sequencing pro-
tocols such as Nextera-tagmented, reductively amplified DNA (NextRAD) and derivative
approaches that generate SNP datasets are powerful technologies for the assessment of a
large number of SNPs on a genome-wide scale in anophelines with considerably lower cost
that can represent up to a 40-fold decrease in economical effort for library construction and
sequencing [12,17,19]. Here, we report a genome-wide association study using NextRAD-
derived SNP markers to identify mosquito genes predicted to modulate the susceptibility
of natural populations of Ny. darlingi to Plasmodium infection in the western Amazon.

2. Materials and Methods
2.1. Study Sites and Adult Mosquito Collection

Females of the subfamily Anophelinae were collected from a total of 11 houses dis-
tributed in five municipalities in the Brazilian Amazon states of Acre, Amazonas, and
Rondônia. The municipalities of Cruzeiro do Sul and Mâncio Lima are in the region of the
Juruá River basin, western Acre state. Machadinho D’Oeste is situated in the Machadinho
River basin along highway BR-364 in Rondônia state. For the Amazonas municipalities,
Lábrea is alongside the Boa Água River—a tributary of the Purus River west of the BR-230
Brazilian Trans-Amazonian highway. Itacotiatiara is in the metropolitan region of Manaus
along the Amazon River (Figure 1).

Female collections were conducted from April 2015 to October 2015, except the col-
lection in Itacoatiara municipality, Amazonas state, which was in November 2016. Field
collections were carried out during the wet–dry transition as well as in the dry season
(Table S1). Mosquitoes were collected outdoors in the peridomestic environment within
~ 5 m of each of 11 houses. Human landing catch and barrier screen interception collec-
tions were performed for one night in each house from 18:00 to midnight [10], except in
Cruzeiro do Sul and Mancio Lima, Acre state, where collections were performed from
18:00 to 06:00 am (Table S1). Every hour, female mosquitoes were euthanized with ethyl
acetate (C4H8O2) vapors in the field and stored immediately in silica gel separated by date,
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location, house, and hour of collection. Specimens were morphologically identified to
species level, and Ny. darlingi were labeled and stored individually with silica gel at room
temperature for subsequent analysis. Regarding study design, Ny. darlingi female samples
were paired as infected and uninfected by locality and hour of collection whenever it was
possible. Afterwards, we randomly selected uninfected individuals of the same localities
totaling 36 infected and 29 non-infected females.

Figure 1. Collection region of Brazilian Amazon. Map depicting Acre, Amazonas and Rondônia
states with the 11 collection sites distributed in the municipalities of Mâncio Lima, Cruzeiro do Sul,
Machadinho D’Oeste, Lábrea and Itacoatiara.

2.2. Mosquito Processing and NextRAD

Genomic DNA was extracted from the thorax/head of Ny. darlingi adult females
using Qiagen DNeasy Blood & Tissue Kit (Hilden, Germany). Nyssorhynchus darlingi DNA
samples were tested for Plasmodium spp. infection following [20,21], except for the DNA
pools of three individuals containing equal amounts of gDNA. If a pool was positive for
real-time PCR amplification, all three individuals that originally composed the pool were
tested separately [10], using both Plasmodium spp. positive and several negative controls
in each run. In addition, all individuals employed in the study that tested negative for
Plasmodium were individually double-checked by RT-PCR. Each PCR reaction contained
1× PerfeCTa qPCR ToughMix, Uracil N-glycosylase (UNG), ROX (Quanta Biosciences,
USA), 0.3 µM of each primer, ultrapure water, and 2 µL genomic DNA for a total volume
of 20 µL. Cycling conditions were as follows: 5 min UNG-activation at 45 ◦C and a
denaturation step for 10 min at 95 ◦C followed by 50 cycles of 95 ◦C denaturation for
15 s and 60 C annealing/elongation for 1 min. For the NextRAD protocol, DNA samples
of the thorax/head of females were sent to SNPsaurus LLC (Eugene, OR) for library
preparation and NGS sequencing. To construct DNA libraries, genomic DNA (~10 ng)
was first fragmented with Nextera transposase (Illumina, San Diego, CA), which also
ligated short adapter sequences to the ends of the fragments. DNA fragments were then
amplified with two primers matching adaptor sequences with one of the primers extending
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an additional nine nucleotides (GTGTAGAGC) as the selective sequence at the 3′ end. Thus,
only fragments that could be hybridized to the selective sequence were efficiently amplified.
The libraries were sequenced on an Illumina HiSeq2000 with 1 × 150 bp configuration to
generate ~50 X coverage.

2.3. Variant Calling

The Ny. darlingi reference genome is available in the VectorBase database. Version
AdarC3 [22] was used to align raw NextRAD reads. Alignments were performed with
Burrows-Wheeler Aligner (BWA) software [23], and variant calling used SamTools and
BcfTools [24]. A genotypes panel was generated in VCF 4.2 format. VCF quality control
was applied with VCFtools [25]. Genotypes were removed if DP < 5 and GQ < 20, and
SNPs were filtered for MAF > 0.1 and MD < 0.8 within case and control groups.

2.4. Genome-Wide Association Study (GWAS)

The genetic association analysis was performed using Fisher’s Exact test with PLINK
1.9 package tool [26]. Case and control categories were the Plasmodium-infected (regardless
of their species) and Plasmodium non-infected mosquitoes, respectively. The false discovery
rate (FDR) multiple test correction method was applied to control for false positives
assuming statistical significance with a corrected p-value < 0.05. Manhattan Plot images
were generated using Rstudio for R language [27]. Adjacent protein-coding genes up to
80 kb from FDR-significant SNPs were investigated using AdarC3 from the annotated
Ny. darlingi genome available in the gff3 format in VectorBase.

2.5. Genetic Structure Testing

In order to evaluate any possible bias produced by a significant genetic structure
signature on the GWAS analysis, we conducted a Fst pairwise analysis using Arlequin
3.5 [28] for the five localities and also for Plasmodium-infected (regardless of their species)
and Plasmodium non-infected mosquitoes.

2.6. Protein Sequence Comparisons

Following SNP identification adjacent to protein-coding genes by GWAS analysis,
we performed a sequence comparison of these gene products with all correlated proteins
found in An. gambiae, since there are numerous studies regarding gene functions and
characterization for this species. We used Blastp to search all available proteins sequences
in GenBank, restricted to taxid 7165 that represents An. gambiae and taxid 180, 454 that
represents An. gambiae str. PEST using non-redundant protein sequences as the database.

3. Results

Following species identification, all Ny. darlingi females selected for the study
(n = 65) were submitted to DNA extraction and RT-PCR tested for Plasmodium spp.
infection. There were 36 specimens infected: 26 with P. vivax and 10 with P. falciparum.
Additionally, 29 specimens from the same collection sites were PCR-negative for Plasmodium
and used for the genomic analysis (Table 1).

Table 1. List of adult Ny. darlingi females used in the study by locality and infection status.

Municipality State P. vivax P. falciparum Negative Total

Cruzeiro do
Sul Acre 17 - 17 34

Mâncio Lima Acre - 1 1 2
Lábrea Amazonas 3 9 6 18

Machadinho
D’Oeste Rondônia 5 - 4 9

Itacoatiara Amazonas 1 - 1 2

Total 26 26 10 29 65
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From a total of 48 Gigabases of sequence data, ~5 million 150 bp reads were obtained
from each Ny. darlingi female NextRAD library.

After applying the sequence alignment protocol, generating the variant panel, and
filtering variants, 202,837 SNPs were obtained and present in all individuals analyzed.
These SNPs were used for a genome-wide association study comparing the pool of SNP
variants present in Ny. darlingi infected with Plasmodium (cases) with the pool obtained
from mosquitoes that did not show any evidence of infection by the parasite (controls).
Fisher’s exact test was performed to compare Plasmodium-infected and Plasmodium non-
infected mosquitoes. The results of the analyses disclosed two different scaffolds with
significantly associated SNPs separated less than 80 Kb from cyp450 (ADAC009195) and
chitinase (ADAC002977) genes (Figure 2). The results of Fisher’s allelic association test
with post hoc FDR showed that the frequencies of the SNPs of interest and the genes
adjacent to the SNPs were statistically related to Plasmodium infection (Table 2). To further
investigate the association of SNPs with infection status, we repeated the GWAS analysis
using only P. vivax infected mosquitoes as the case group. Likewise, a GWAS analysis was
also undertaken using, this time, only P. falciparum as the case group. Interestingly, for
the P. vivax analysis, the SNP associated with cyp450 was retained while the chitinase SNP
was no longer present. Conversely, in the P. falciparum analysis, the results obtained did
not show any SNP associated with the infection status (Figure S1). This result indicates
that despite not effectively contributing to the observed correlation with the SNP linked to
cyp450, Ny. darlingi infected with P. falciparum, to some extent, took part in the disclosure
of the chitinase-associated SNP. The fact that there was no such observed association in
the analysis that used only P. falciparum-infected mosquitoes is probably due to the low
number of samples analyzed.

Figure 2. GWAS analysis results for Plasmodium infection. Horizontal dashed line represents
the significance threshold of 0.05 for the FDR-corrected p-value. Highlighted colors represent the
scaffolds containing significantly associated SNPs.



Genes 2021, 12, 1693 6 of 10

Table 2. List of statistically significant markers (pFDR < 0.05) and adjacent genes in GWAS for Plasmodium infection. Adjacent
genes located in a maximum range of 80 kb are described.

Scaffold Position Ref Alt Adjacent Genes Distance to Adjacent Gene
(bp) pFDR

ADMH02000716 10,949 G C cyp450 56 0.029
ADMH02002098 10,391 T A Chitinase 71,655 0.029

Ref: reference allele. Alt: alternative allele. pFDR: false discovery rate corrected p-value.

Importantly, no significant genetic structure was detected for localities or group
assignment (case/control) by Fst estimation (Table S2). In fact, significant Fst pairwise
values were detected for Lábrea versus Machadinho D’Oeste populations, and for Cruzeiro
do Sul versus Itacoatiara populations. However, the Fst value found is extremely low for
the Lábrea versus Machadinho D’Oeste comparison. Because the Itacoatiara population is
composed of only two females, the estimate of a real Fst pairwise difference was irrelevant.

Nyssorhynchus darlingi versus An. gambiae protein sequence comparisons for cyp450
and chitinase, returned, respectively, the following well-characterized genes for the top five
blastp hits: CYP6Z2, CYP6Z3, and AgCht6, AgCht8, and AgCht9 (Table S3).

4. Discussion

The results of the genome-wide association analyses verified the genetic association
of Plasmodium infection and showed two statistically significant variants (Figure 1). The
investigation of genes adjacent to the significantly associated loci identified two important
genes that might play a major role in Ny. darlingi infection with Plasmodium: cytochrome
P450 (cyp450) and chitinase (chitinase). The cytochrome P450 gene superfamily is com-
posed of more than 70 families consisting of a major metabolic system responsible for
the regulation of endogenous compounds such as hormones, fatty acids, and steroids. In
addition, P450 is linked to the catabolism and anabolism of xenobiotics such as drugs and
pesticides in distinct groups of organisms such as plants, mammals, birds, and insects [29].
The cytochrome P450 genes are associated with insecticide resistance through increased
metabolism of insecticides in Culex quinquefasciatus, Aedes aegypti, and Anopheles funes-
tus [30–33]. In An. gambiae, five genes of the superfamily were demonstrated to be linked to
pyrethroid resistance: CYP6Z1, CYP325A3, CYP6Z2, and CYP6M2 [34,35]. In Ny. darlingi,
cyp450 led to 73% protein sequence similarity with CYP6Z2 of An. gambiae. Interestingly,
in this latter vector species, CYP6Z2 is expressed at high levels in the larvae but is also
expressed in adults suggesting that it is potentially involved in pyrethroid resistance in the
adult stage. Moreover, the CYP6Z2 gene product is localized in Malpighian tubules and in
the midgut of insecticide-resistant mosquitoes: These are the first tissues of the mosquito
to interact with Plasmodium after a blood meal [36,37].

Considering the biological function of the cyp450 gene, it is clear that the presence
of an adjacent SNP can be linked to the use of pyrethroid insecticides in indoor residual
spraying (IRS) and long-lasting insecticidal nets (LLINs) inside dwellings as vector control
interventions. In this scenario, polymorphisms in individuals that are more resistant to
insecticides might lead to a greater chance of survival in an environment with high exposure
to insecticide. In Plasmodium infection, it is tempting to propose a hypothesis wherein
the parasite can indirectly exploit the phenotypic behavioral adaptation of anophelines to
improve transmission to humans. Considering that female Ny. darlingi can feed on blood
both indoors and outdoors [7,38], they must be able to survive inside houses that are treated
with IRS. Consequently, the number of infective bites may increase in a situation where
females are tolerant to residual insecticide. This capacity allows the anopheline female
to have a high contact rate with both infectious and susceptible human hosts because of
mosquito feeding behavior and tolerance to insecticide.

Chitinases are hydrolytic enzymes that break down glycosidic bonds in chitin. They
are found in several organisms, including vertebrates, microorganisms, and plants [39]. In
insects, chitin is associated with proteins to form the cuticular exoskeleton and peritrophic
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matrix (PM) in the midgut lumen. Insect chitinases have been suggested to have multiple
functions, including defense, digestion, and molting [40–42]. The chitinase gene (chitinase)
is essential for the correct metabolism and processing of chitin, and it is ubiquitous in
anophelines with more than 20 variants already described [43]. The chitinase enzyme plays
a key role in the degradation and stabilization of the PM in anophelines and insects in
general [44]. The Ny. darlingi chitinase gene identified here showed 43% protein sequence
similarity with the AgCht8 of An. gambiae. This gene is mainly expressed in the pupal and
adult stages [43]; this enzyme is the fifth most abundant protein in An. gambiae PM [44].

The first step for the invasion of the parasite in the mosquito vector is to successfully
invade the PM that, at the time of invasion separates the food bolus from the midgut
epithelium of the mosquito. This pivotal degradation process is normally carried out by
a chitinase secreted by the parasite. Interestingly, chitinase inhibitors and anti-chitinase
antibodies are known to reduce parasite transmission from the vertebrate host to the
mosquito, thus suggesting that the peritrophic matrix chitin is a critical feature related to
Plasmodium penetration of the midgut [45–47]. Considering the major roles of chitinases in
the crucial processes of the Plasmodium invasion, it is reasonable to presume that genetic
variants of mosquito chitinases can be responsible for the integrity and variable thicknesses
of the PM. Interactions between anopheline chitinases and Plasmodium chitinases might
effectively interfere with the process of invasion of the midgut epithelium with a substantial
impact on the success of Plasmodium infection.

Taken together, these data suggest two classes of metabolically important genes—
cyp450 and chitinase—are likely to be related to Plasmodium infection in the Brazilian
Amazon. The results of the allelic association test performed in this study showed that the
frequencies of the SNP variants for cyp450 and chitinase (Table 2) were significantly higher
in Ny. darlingi infected with Plasmodium. This may partially explain the genetic background
related to Plasmodium susceptibility in Ny. darlingi.

There is a scarcity of studies on the association of genetic polymorphisms with natural
resistance to Plasmodium infection in anophelines, with only a couple of publications in
recent years addressing this complex host-parasite interaction [48,49]. It is noteworthy
that these studies disclosed SNPs only in loci responsible for coding immune genes of
An. gambiae, such as TOLL11, TOLL6, AgMDL1, and CEC1. Moreover, all experiments
were carried out in lab-reared mosquitoes with artificial Plasmodium infection approaches,
which, in turn, lead to extreme phenotypes with unrealistic loads of parasites, ultimately
representing a scenario extremely far from natural. The major drawback of such studies
is that they are unable to evaluate genetic traits influencing physiological or behavioral
resistance to Plasmodium infection, where genes related to blood-feeding behavior, resting
behavior, host-seeking, and differential longevity might play a major role in the infection
process. In fact, in a study conducted with several field-collected An. gambiae populations
in Africa, the authors reported that two La inversion alleles are associated with natural
malaria infection levels and in wild-captured vectors. Besides that, mosquitoes carrying
the more susceptible allele (2L+a) are also behaviorally less likely to be found inside
houses [50].

5. Conclusions

To our knowledge, the study presented here, with all its intrinsic limitations (e.g.,
limited sample size, low marker density, low overall genome linkage disequilibrium) is
the first to use field-collected Ny. darlingi to assess natural susceptibility to Plasmodium
infection. Further studies are needed to better characterize the functions of cyp450 and
chitinase genes as key factors that regulate mosquito-parasite interactions. Finally, reduced
representation in the genome-sequencing protocols associated with genome-wide genetic
association analysis may enhance the development of molecular tools to better understand
the genetic traits of Ny. darlingi to improve vector surveillance and malaria control.
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Supplementary Materials: The following are available online at https://www.mdpi.com/article/
10.3390/genes12111693/s1, Table S1: Description of all specimens collected and used in the study.
Table S2: Pairwise Fst values for population and case/controls comparisons. Table S3: Top 5 blastp
results for chitinase and cyp450 gene products. Figure S1: Fisher test results for P. vivax vs. non-infected
and P. falciparum vs. non-infected comparisons.

Author Contributions: M.A.M.S., P.E.M.R., T.M.P.d.O. and D.P.A. performed the laboratory research;
M.V.N.A., P.E.M.R. and D.P.A. analyzed data. D.P.A. wrote the manuscript with contributions from
M.A.M.S., P.E.M.R., J.E.C. and M.V.N.A. All authors actively contributed to the interpretation of the
findings and development of the final manuscript. All authors have read and agreed to the published
version of the manuscript.

Funding: This work was supported by the Fundação de Amparo à Pesquisa do Estado de São Paulo
(FAPESP; grant 2014/26229-7), Conselho Nacional de Pesquisa—CNPq no. 301877/2016-5 to MAMS
and US National Institutes of Health Grant 2R01AI110112-06A1 to JEC.

Institutional Review Board Statement: Ethical review and approval were waived for this study
because only the professionally trained authors conducted HLC and use of this method to collect
anopheline mosquitoes this was considered to be a risk management issue, not a human subjects
issue. All normal safety precautions were taken.

Data Availability Statement: The datasets generated and analyzed during the current study have
been deposited at NCBI BioProject database under the accession number PRJNA773638.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Ferreira, M.U.; Castro, M.C. Challenges for Malaria Elimination in Brazil. Malar. J. 2016, 15, 284. [CrossRef] [PubMed]
2. SVS Secretaria de Vigilância em Saúde: Boletins Epidemiológicos. 2017. Available online: http://portalms.saude.gov.br/saude-

de-a-z/malaria (accessed on 20 June 2021).
3. Prussing, C.; Emerson, K.J.; Bickersmith, S.A.; Sallum, M.A.M.; Conn, J.E. Minimal Genetic Differentiation of the Malaria Vector

Nyssorhynchus darlingi Associated with Forest Cover Level in Amazonian Brazil. PLoS ONE 2019, 14, e0225005. [CrossRef]
[PubMed]

4. WHO. Technical Document. Malaria Country Profile: Brazil. 2018. Available online: https://cdn.who.int/media/docs/default-
source/malaria/country-profiles/2018/profile_bra_en.pdf (accessed on 30 August 2021).

5. Barbosa, L.M.C.; Souto, R.N.P.; Dos Anjos Ferreira, R.M.; Scarpassa, V.M. Behavioral Patterns, Parity Rate and Natural Infection
Analysis in Anopheline Species Involved in the Transmission of Malaria in the Northeastern Brazilian Amazon Region. Acta Trop.
2016, 164, 216–225. [CrossRef] [PubMed]

6. Moreno, M.; Saavedra, M.P.; Bickersmith, S.A.; Prussing, C.; Michalski, A.; Tong Rios, C.; Vinetz, J.M.; Conn, J.E. Intensive
Trapping of Blood-Fed Anopheles darlingi in Amazonian Peru Reveals Unexpectedly High Proportions of Avian Blood-Meals.
PLoS Negl. Trop. Dis. 2017, 11, e0005337. [CrossRef]

7. Montoya-Lerma, J.; Solarte, Y.A.; Giraldo-Calderón, G.I.; Quiñones, M.L.; Ruiz-López, F.; Wilkerson, R.C.; González, R. Malaria
Vector Species in Colombia: A Review. Mem. Inst. Oswaldo Cruz 2011, 106 (Suppl. 1), 223–238. [CrossRef]

8. Naranjo-Díaz, N.; Conn, J.E.; Correa, M.M. Behavior and Population Structure of Anopheles darlingi in Colombia. Infect. Genet.
Evol. 2016, 39, 64–73. [CrossRef]

9. Prussing, C.; Moreno, M.; Saavedra, M.P.; Bickersmith, S.A.; Gamboa, D.; Alava, F.; Schlichting, C.D.; Emerson, K.J.; Vinetz, J.M.;
Conn, J.E. Decreasing Proportion of Anopheles darlingi Biting Outdoors between Long-Lasting Insecticidal Net Distributions in
Peri-Iquitos, Amazonian Peru. Malar. J. 2018, 17, 86. [CrossRef]

10. Sallum, M.A.M.; Conn, J.E.; Bergo, E.S.; Laporta, G.Z.; Chaves, L.S.M.; Bickersmith, S.A.; de Oliveira, T.M.P.; Figueira, E.A.G.;
Moresco, G.; Olívêr, L.; et al. Vector Competence, Vectorial Capacity of Nyssorhynchus darlingi and the Basic Reproduction Number
of Plasmodium Vivax in Agricultural Settlements in the Amazonian Region of Brazil. Malar. J. 2019, 18, 117. [CrossRef]

11. della Torre, A.; Fanello, C.; Akogbeto, M.; Dossou-yovo, J.; Favia, G.; Petrarca, V.; Coluzzi, M. Molecular Evidence of Incipient
Speciation within Anopheles gambiae S.s. in West Africa. Insect Mol. Biol. 2001, 10, 9–18. [CrossRef]

12. Campos, M.; Conn, J.E.; Alonso, D.P.; Vinetz, J.M.; Emerson, K.J.; Ribolla, P.E.M. Microgeographical Structure in the Major
Neotropical Malaria Vector Anopheles darlingi Using Microsatellites and SNP Markers. Parasites Vectors 2017, 10, 76. [CrossRef]

13. Morlais, I.; Ponçon, N.; Simard, F.; Cohuet, A.; Fontenille, D. Intraspecific Nucleotide Variation in Anopheles gambiae: New Insights
into the Biology of Malaria Vectors. Am. J. Trop. Med. Hyg. 2004, 71, 795–802. [CrossRef] [PubMed]

14. Holt, R.A.; Subramanian, G.M.; Halpern, A.; Sutton, G.G.; Charlab, R.; Nusskern, D.R.; Wincker, P.; Clark, A.G.; Ribeiro, J.M.C.;
Wides, R.; et al. The Genome Sequence of the Malaria Mosquito Anopheles gambiae. Science 2002, 298, 129–149. [CrossRef]
[PubMed]

https://www.mdpi.com/article/10.3390/genes12111693/s1
https://www.mdpi.com/article/10.3390/genes12111693/s1
http://doi.org/10.1186/s12936-016-1335-1
http://www.ncbi.nlm.nih.gov/pubmed/27206924
http://portalms.saude.gov.br/saude-de-a-z/malaria
http://portalms.saude.gov.br/saude-de-a-z/malaria
http://doi.org/10.1371/journal.pone.0225005
http://www.ncbi.nlm.nih.gov/pubmed/31725789
https://cdn.who.int/media/docs/default-source/malaria/country-profiles/2018/profile_bra_en.pdf
https://cdn.who.int/media/docs/default-source/malaria/country-profiles/2018/profile_bra_en.pdf
http://doi.org/10.1016/j.actatropica.2016.09.018
http://www.ncbi.nlm.nih.gov/pubmed/27659096
http://doi.org/10.1371/journal.pntd.0005337
http://doi.org/10.1590/S0074-02762011000900028
http://doi.org/10.1016/j.meegid.2016.01.004
http://doi.org/10.1186/s12936-018-2234-4
http://doi.org/10.1186/s12936-019-2753-7
http://doi.org/10.1046/j.1365-2583.2001.00235.x
http://doi.org/10.1186/s13071-017-2014-y
http://doi.org/10.4269/ajtmh.2004.71.795
http://www.ncbi.nlm.nih.gov/pubmed/15642974
http://doi.org/10.1126/science.1076181
http://www.ncbi.nlm.nih.gov/pubmed/12364791


Genes 2021, 12, 1693 9 of 10

15. Christophides, G.K.; Zdobnov, E.; Barillas-Mury, C.; Birney, E.; Blandin, S.; Blass, C.; Brey, P.T.; Collins, F.H.; Danielli, A.;
Dimopoulos, G.; et al. Immunity-Related Genes and Gene Families in Anopheles gambiae. Science 2002, 298, 159–165. [CrossRef]
[PubMed]

16. Riehle, M.M.; Markianos, K.; Niaré, O.; Xu, J.; Li, J.; Touré, A.M.; Podiougou, B.; Oduol, F.; Diawara, S.; Diallo, M.; et al. Natural
Malaria Infection in Anopheles gambiae Is Regulated by a Single Genomic Control Region. Science 2006, 312, 577–579. [CrossRef]

17. Campos, M.; Alonso, D.P.; Conn, J.E.; Vinetz, J.M.; Emerson, K.J.; Ribolla, P.E.M. Genetic Diversity of Nyssorhynchus (Anopheles)
darlingi Related to Biting Behavior in Western Amazon. Parasites Vectors 2019, 12, 242. [CrossRef] [PubMed]

18. Altamiranda-Saavedra, M.; Conn, J.E.; Correa, M.M. Genetic Structure and Phenotypic Variation of Anopheles darlingi in Northwest
Colombia. Infect. Genet. Evol. 2017, 56, 143–151. [CrossRef] [PubMed]

19. Marinotti, O.; Cerqueira, G.C.; de Almeida, L.G.P.; Ferro, M.I.T.; da Loreto, E.L.S.; Zaha, A.; Teixeira, S.M.R.; Wespiser, A.R.;
Almeida, E.; Silva, A.; et al. The Genome of Anopheles darlingi, the Main Neotropical Malaria Vector. Nucleic Acids Res. 2013,
41, 7387–7400. [CrossRef]

20. Bickersmith, S.A.; Lainhart, W.; Moreno, M.; Chu, V.M.; Vinetz, J.M.; Conn, J.E. A Sensitive, Specific and Reproducible Real-Time
Polymerase Chain Reaction Method for Detection of Plasmodium vivax and Plasmodium falciparum Infection in Field-Collected
Anophelines. Mem. Inst. Oswaldo Cruz 2015, 110, 573–576. [CrossRef]

21. Laporta, G.Z.; Burattini, M.N.; Levy, D.; Fukuya, L.A.; de Oliveira, T.M.P.; Maselli, L.M.F.; Conn, J.E.; Massad, E.; Bydlowski, S.P.;
Sallum, M.A.M. Plasmodium falciparum in the Southeastern Atlantic Forest: A Challenge to the Bromeliad-Malaria Paradigm?
Malar. J. 2015, 14, 181. [CrossRef]

22. Giraldo-Calderón, G.I.; Emrich, S.J.; MacCallum, R.M.; Maslen, G.; Dialynas, E.; Topalis, P.; Ho, N.; Gesing, S.; Madey, G.;
VectorBase Consortium; et al. VectorBase: An Updated Bioinformatics Resource for Invertebrate Vectors and Other Organisms
Related with Human Diseases. Nucleic Acids Res. 2015, 43, D707–D713. [CrossRef]

23. Li, H.; Durbin, R. Fast and Accurate Short Read Alignment with Burrows-Wheeler Transform. Bioinformatics 2009, 25, 1754–1760.
[CrossRef]

24. Li, H. A Statistical Framework for SNP Calling, Mutation Discovery, Association Mapping and Population Genetical Parameter
Estimation from Sequencing Data. Bioinformatics 2011, 27, 2987–2993. [CrossRef]

25. Danecek, P.; Auton, A.; Abecasis, G.; Albers, C.A.; Banks, E.; DePristo, M.A.; Handsaker, R.E.; Lunter, G.; Marth, G.T.;
Sherry, S.T.; et al. The Variant Call Format and VCFtools. Bioinformatics 2011, 27, 2156–2158. [CrossRef]

26. Purcell, S.; Neale, B.; Todd-Brown, K.; Thomas, L.; Ferreira, M.A.R.; Bender, D.; Maller, J.; Sklar, P.; de Bakker, P.I.W.;
Daly, M.J.; et al. PLINK: A Tool Set for Whole-Genome Association and Population-Based Linkage Analyses. Am. J. Hum.
Genet. 2007, 81, 559–575. [CrossRef] [PubMed]

27. R Development Core Team. The R Reference Manual: Base Package; Network Theory Limited: Surrey, UK, 2003; ISBN 9780954612009.
28. Excoffier, L.; Lischer, H.E.L. Arlequin suite ver 3.5: A new series of programs to perform population genetics analyses under

Linux and Windows. Mol. Ecol. Resour. 2010, 10, 564–567. [CrossRef] [PubMed]
29. Scott, J.G. Cytochromes P450 and Insecticide Resistance. Insect Biochem. Mol. Biol. 1999, 29, 757–777. [CrossRef]
30. Ranson, H.; Claudianos, C.; Ortelli, F.; Abgrall, C.; Hemingway, J.; Sharakhova, M.V.; Unger, M.F.; Collins, F.H.; Feyereisen, R.

Evolution of Supergene Families Associated with Insecticide Resistance. Science 2002, 298, 179–181. [CrossRef] [PubMed]
31. Yang, T.; Li, T.; Feng, X.; Li, M.; Liu, S.; Liu, N. Multiple Cytochrome P450 Genes: Conferring High Levels of Permethrin

Resistance in Mosquitoes, Culex quinquefasciatus. Sci. Rep. 2021, 11, 9041. [CrossRef]
32. Tchouakui, M.; Mugenzi, L.M.J.; Wondji, M.J.; Tchoupo, M.; Njiokou, F.; Wondji, C.S. Combined over-Expression of Two

Cytochrome P450 Genes Exacerbates the Fitness Cost of Pyrethroid Resistance in the Major African Malaria Vector Anopheles
funestus. Pestic. Biochem. Physiol. 2021, 173, 104772. [CrossRef]

33. Zoh, M.G.; Gaude, T.; Prud’homme, S.M.; Riaz, M.A.; David, J.-P.; Reynaud, S. Molecular Bases of P450-Mediated Resistance to
the Neonicotinoid Insecticide Imidacloprid in the Mosquito Aedes aegypti. Aquat. Toxicol. 2021, 236, 105860. [CrossRef]

34. David, J.-P.; Strode, C.; Vontas, J.; Nikou, D.; Vaughan, A.; Pignatelli, P.M.; Louis, C.; Hemingway, J.; Ranson, H. The Anopheles
Gambiae Detoxification Chip: A Highly Specific Microarray to Study Metabolic-Based Insecticide Resistance in Malaria Vectors.
Proc. Natl. Acad. Sci. USA 2005, 102, 4080–4084. [CrossRef]

35. Müller, P.; Donnelly, M.J.; Ranson, H. Transcription Profiling of a Recently Colonised Pyrethroid Resistant Anopheles gambiae
Strain from Ghana. BMC Genom. 2007, 8, 36. [CrossRef]

36. Nikou, D.; Ranson, H.; Hemingway, J. An Adult-Specific CYP6 P450 Gene Is Overexpressed in a Pyrethroid-Resistant Strain of
the Malaria Vector, Anopheles gambiae. Gene 2003, 318, 91–102. [CrossRef]

37. Ingham, V.A.; Pignatelli, P.; Moore, J.D.; Wagstaff, S.; Ranson, H. The Transcription Factor Maf-S Regulates Metabolic Resistance
to Insecticides in the Malaria Vector Anopheles gambiae. BMC Genom. 2017, 18, 669. [CrossRef]

38. Hiwat, H.; Bretas, G. Ecology of Anopheles darlingi Root with Respect to Vector Importance: A Review. Parasit. Vectors 2011, 4, 177.
[CrossRef] [PubMed]

39. Zhang, J.; Zhang, X.; Arakane, Y.; Muthukrishnan, S.; Kramer, K.J.; Ma, E.; Zhu, K.Y. Identification and Characterization of
a Novel Chitinase-like Gene Cluster (AgCht5) Possibly Derived from Tandem Duplications in the African Malaria Mosquito,
Anopheles gambiae. Insect Biochem. Mol. Biol. 2011, 41, 521–528. [CrossRef] [PubMed]

http://doi.org/10.1126/science.1077136
http://www.ncbi.nlm.nih.gov/pubmed/12364793
http://doi.org/10.1126/science.1124153
http://doi.org/10.1186/s13071-019-3498-4
http://www.ncbi.nlm.nih.gov/pubmed/31101131
http://doi.org/10.1016/j.meegid.2017.11.011
http://www.ncbi.nlm.nih.gov/pubmed/29138079
http://doi.org/10.1093/nar/gkt484
http://doi.org/10.1590/0074-02760150031
http://doi.org/10.1186/s12936-015-0680-9
http://doi.org/10.1093/nar/gku1117
http://doi.org/10.1093/bioinformatics/btp324
http://doi.org/10.1093/bioinformatics/btr509
http://doi.org/10.1093/bioinformatics/btr330
http://doi.org/10.1086/519795
http://www.ncbi.nlm.nih.gov/pubmed/17701901
http://doi.org/10.1111/j.1755-0998.2010.02847.x
http://www.ncbi.nlm.nih.gov/pubmed/21565059
http://doi.org/10.1016/S0965-1748(99)00038-7
http://doi.org/10.1126/science.1076781
http://www.ncbi.nlm.nih.gov/pubmed/12364796
http://doi.org/10.1038/s41598-021-88121-x
http://doi.org/10.1016/j.pestbp.2021.104772
http://doi.org/10.1016/j.aquatox.2021.105860
http://doi.org/10.1073/pnas.0409348102
http://doi.org/10.1186/1471-2164-8-36
http://doi.org/10.1016/S0378-1119(03)00763-7
http://doi.org/10.1186/s12864-017-4086-7
http://doi.org/10.1186/1756-3305-4-177
http://www.ncbi.nlm.nih.gov/pubmed/21923902
http://doi.org/10.1016/j.ibmb.2011.03.001
http://www.ncbi.nlm.nih.gov/pubmed/21419847


Genes 2021, 12, 1693 10 of 10

40. Filho, B.P.D.; Lemos, F.J.A.; Secundino, N.F.C.; Páscoa, V.; Pereira, S.T.; Pimenta, P.F.P. Presence of Chitinase and Beta-N-
Acetylglucosaminidase in the Aedes aegypti. a Chitinolytic System Involving Peritrophic Matrix Formation and Degradation.
Insect Biochem. Mol. Biol. 2002, 32, 1723–1729. [CrossRef]

41. Zheng, Y.; Zheng, S.; Cheng, X.; Ladd, T.; Lingohr, E.J.; Krell, P.J.; Arif, B.M.; Retnakaran, A.; Feng, Q. A Molt-Associated Chitinase
cDNA from the Spruce Budworm, Choristoneura fumiferana. Insect Biochem. Mol. Biol. 2002, 32, 1813–1823. [CrossRef]

42. Zhu, Q.; Arakane, Y.; Beeman, R.W.; Kramer, K.J.; Muthukrishnan, S. Functional Specialization among Insect Chitinase Family
Genes Revealed by RNA Interference. Proc. Natl. Acad. Sci. USA 2008, 105, 6650–6655. [CrossRef] [PubMed]

43. Zhang, J.; Zhang, X.; Arakane, Y.; Muthukrishnan, S.; Kramer, K.J.; Ma, E.; Zhu, K.Y. Comparative Genomic Analysis of Chitinase
and Chitinase-Like Genes in the African Malaria Mosquito (Anopheles gambiae). PLoS ONE 2011, 6, e19899. [CrossRef] [PubMed]

44. Dinglasan, R.R.; Devenport, M.; Florens, L.; Johnson, J.R.; McHugh, C.A.; Donnelly-Doman, M.; Carucci, D.J.; Yates, J.R., 3rd;
Jacobs-Lorena, M. The Anopheles gambiae Adult Midgut Peritrophic Matrix Proteome. Insect Biochem. Mol. Biol. 2009, 39, 125–134.
[CrossRef] [PubMed]

45. Patra, K.P.; Kaur, H.; Kolli, S.K.; Wozniak, J.M.; Prieto, J.H.; Yates, J.R.; Gonzalez, D.J.; Janse, C.J.; Vinetz, J.M. A Hetero-
Multimeric Chitinase-Containing Plasmodium falciparum and Plasmodium gallinaceum Ookinete-Secreted Protein Complex Involved
in Mosquito Midgut Invasion. Front. Cell. Infect. Microbiol. 2021, 10, 615343. [CrossRef] [PubMed]

46. Viswanath, V.K.; Gore, S.T.; Valiyaparambil, A.; Mukherjee, S.; Lakshminarasimhan, A. Plasmodium Chitinases: Revisiting a Target
of Transmission-Blockade against Malaria. Protein Sci. 2021, 30, 1493–1501. [CrossRef]

47. Huber, M.; Cabib, E.; Miller, L.H. Malaria Parasite Chitinase and Penetration of the Mosquito Peritrophic Membrane. Proc. Natl.
Acad. Sci. USA 1991, 88, 2807–2810. [CrossRef]

48. Harris, C.; Lambrechts, L.; Rousset, F.; Abate, L.; Nsango, S.E.; Fontenille, D.; Morlais, I.; Cohuet, A. Polymorphisms in Anopheles
gambiae immune genes associated with natural resistance to Plasmodium falciparum. PLoS Pathog. 2010, 16, e1001112. [CrossRef]

49. Redmond, S.N.; Eiglmeier, K.; Mitri, C.; Markianos, K.; Guelbeogo, W.M.; Gneme, A.; Isaacs, A.T.; Coulibaly, B.; Brito-Fravallo, E.;
Maslen, G.; et al. Association mapping by pooled sequencing identifies TOLL 11 as a protective factor against Plasmodium
falciparum in Anopheles gambiae. BMC Genom. 2015, 16, 779. [CrossRef] [PubMed]

50. Riehle, M.M.; Bukhari, T.; Gneme, A.; Guelbeogo, W.M.; Coulibaly, B.; Fofana, A.; Pain, A.; Bischoff, E.; Renaud, F.; Beavogui,
A.H.; et al. The Anopheles gambiae 2La chromosome inversion is associated with susceptibility to Plasmodium falciparum in Africa.
elife 2017, 23, e25813. [CrossRef] [PubMed]

http://doi.org/10.1016/S0965-1748(02)00112-1
http://doi.org/10.1016/S0965-1748(02)00166-2
http://doi.org/10.1073/pnas.0800739105
http://www.ncbi.nlm.nih.gov/pubmed/18436642
http://doi.org/10.1371/journal.pone.0019899
http://www.ncbi.nlm.nih.gov/pubmed/21611131
http://doi.org/10.1016/j.ibmb.2008.10.010
http://www.ncbi.nlm.nih.gov/pubmed/19038338
http://doi.org/10.3389/fcimb.2020.615343
http://www.ncbi.nlm.nih.gov/pubmed/33489941
http://doi.org/10.1002/pro.4095
http://doi.org/10.1073/pnas.88.7.2807
http://doi.org/10.1371/journal.ppat.1001112
http://doi.org/10.1186/s12864-015-2009-z
http://www.ncbi.nlm.nih.gov/pubmed/26462916
http://doi.org/10.7554/eLife.25813
http://www.ncbi.nlm.nih.gov/pubmed/28643631

	Introduction 
	Materials and Methods 
	Study Sites and Adult Mosquito Collection 
	Mosquito Processing and NextRAD 
	Variant Calling 
	Genome-Wide Association Study (GWAS) 
	Genetic Structure Testing 
	Protein Sequence Comparisons 

	Results 
	Discussion 
	Conclusions 
	References

