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Downregulation of female doublesex 
expression by oral-mediated RNA interference 
reduces number and fitness of Anopheles 
gambiae adult females
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Abstract 

Background: Mosquito-borne diseases affect millions worldwide, with malaria alone killing over 400 thousand peo-
ple per year and affecting hundreds of millions. To date, the best strategy to prevent the disease remains insecticide-
based mosquito control. However, insecticide resistance as well as economic and social factors reduce the effective-
ness of the current methodologies. Alternative control technologies are in development, including genetic control 
such as the sterile insect technique (SIT). The SIT is a pivotal tool in integrated agricultural pest management and 
could be used to improve malaria vector control. To apply the SIT and most other newer technologies against disease 
transmitting mosquitoes, it is essential that releases are composed of males with minimal female contamination. The 
removal of females is an essential requirement because released females can themselves contribute towards nuisance 
biting and disease transmission. Thus, females need to be eliminated from the cohorts prior to release. Manual separa-
tion of Anopheles gambiae pupae or adult mosquitoes based on morphology is time consuming, is not feasible on a 
large scale and has limited the implementation of the SIT technique. The doublesex (dsx) gene is one of the effector 
switches of sex determination in the process of sex differentiation in insects. Both males and females have specific 
splicing variants that are expressed across the different life stages. Using RNA interference (RNAi) to reduce expres-
sion of the female specific (dsxF) variant of this gene has proven to have detrimental effects to the females in other 
mosquito species, such as Aedes aegypti. We tested oral RNAi on dsx (AgdsxF) in An. gambiae.

Methods: We studied the expression pattern of the dsx gene in the An. gambiae G3 strain. We knocked down AgdsxF 
expression in larvae through oral delivery of double stranded RNA (dsRNA) produced by bacteria and observed its 
effects in adults.

Results: Our results show that feeding of AgdsxF dsRNA can effectively reduce (> 66%) the mRNA of female dsx 
transcript and that there is a concomitant reduction in the number of female larvae that achieve adulthood. Control 
groups produced 52% (± 3.9% SE) of adult males and 48% (± 4.0% SE) females, while AgdsxF dsRNA treated groups 
had 72.1% (± 4.0% SE) males vs 27.8% females (± 3.3% SE). In addition, the female adults produce fewer progeny, 
37.1% (± 8.2% SE) less than the controls. The knockdown was sex-specific and had no impact on total numbers of 
viable male adults, in the male dsx transcripts or male fitness parameters such as longevity or body size.

Conclusions: These findings indicate that RNAi could be used to improve novel mosquito control strategies that 
require efficient sex separation and male-only release of An. gambiae by targeting sex determination genes such as 
AgdsxF. The advantages of using RNAi in a controlled setting for mosquito rearing are numerous, as the dose and 
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Background
Despite recent progress in malaria control, the disease 
remains a global threat. Nearly half of the world’s popula-
tion is at risk and the disease kills more than 400 thou-
sand people a year [1]. Anopheles gambiae (s.l.) is the 
main malaria vector in sub-Saharan Africa, the region 
with the highest mortality rates, due to the combination 
of this mosquito’s high anthropophily and its suscepti-
bility to Plasmodium falciparum infection [2–4]. Only 
female mosquitoes transmit the disease, as they ingest 
the blood meal that is necessary for the completion of 
their reproductive cycle [5]. Thus, female sex dimor-
phisms in An. gambiae include sex-specific morpho-
logical and physiological adaptations for host-seeking, 
blood-feeding and digestion [6].

Mosquito control to prevent malaria transmission is 
currently being undermined by the rapid spread of resist-
ance to common insecticide classes [7–9]. Alternative 
tools and innovative strategies are needed to improve 
integrated management programmes [10], which rely on 
complementary strategies to minimize resistance. The 
sterile insect technique (SIT) is a system based on the 
mass rearing and release of adult males sterilized using 
gamma or X-rays to compete with wild males for matings 
with wild females [11–13]. Because An. gambiae females 
generally are monogamous, after mating with a sterile 
male, most females would only produce non-viable eggs. 
As a result, the mosquito population would be signifi-
cantly reduced after a few generations if sufficient mating 
with sterile males occurred [14]. The SIT is, however, a 
self-limiting strategy that depends on the continuous and 
periodic release of sterile male mosquitoes. The technical 
difficulties in separating males from females in the mass 
production required for SIT, as well as the fitness costs 
of sterilization to males, have limited the implementation 
of this technique [12–15]. Importantly, the contamina-
tion with females should be avoided, because, even if they 
are sterile, they still may be able to transmit the disease. 
Furthermore, sex separation techniques are also needed 
for other methods currently under development, such as 
the release of Wolbachia infected incompatible males as 
a means of population reduction or the release of geneti-
cally modified mosquitoes [16].

The molecular mechanisms responsible for sexual 
dimorphism in insects include sex-specific gene splic-
ing [17]. The doublesex/mab-3 related (Dmrt) fam-
ily of transcription factors is involved in sex-specific 

differentiation, working as tissue-specific developmental 
regulators that integrate information about sex, posi-
tion and time to guide specific cell types toward male or 
female differentiation [18–20]. The doublesex (dsx) gene 
appears to be conserved as a switch at the bottom of the 
cascade, and in many insects the sex-specific splicing of 
the gene is directed by the Transformer protein (TRA) 
with Transformer-2 (TRA2), which form a TRA/TRA2 
complex [21]. The downstream targets of insect dsx are 
not well elucidated, but at least 50 optimal binding sites 
and genes have been identified for Drosophila mela-
nogaster doublesex (Dmdsx) [22, 23].

In An. gambiae, the sex-specific morphological, physi-
ological and behavioral traits are determined by the dif-
ferential expression (sex-bias) of genes that are present 
in both males and females [6]. There is evidence that 
this differential expression of genes could be regulated 
by the An. gambiae dsx gene (Agdsx), with specific splic-
ing for each sex [24, 25], regulating the genes involved 
in the adaptations to facilitate hematophagy, reproduc-
tion, olfaction and immune responses to pathogen chal-
lenge [21, 26]. In other mosquito species, such as Aedes 
spp. and Culex spp., female-specific dsx silencing has 
had detrimental effects on female development and more 
recently CRISPR-Cas9 knock-out of the same gene in An. 
gambiae has been shown to masculinize or completely 
sterilize the females [27–30].

RNA interference (RNAi) is a natural eukaryotic mech-
anism to silence genes in a post-transcriptional step, 
without permanent modifications to the genome. The use 
of exogenous dsRNA allows targeting a specific gene to 
suppress its expression by triggering the degradation of 
its complementary mRNA in the cell [31–34]. Previous 
work by Whyard et  al. [29] has successfully used RNAi 
in larvae to silence genes involved in sex differentiation 
in Ae. aegypti, including dsx. In An. gambiae, Zhang et al. 
[35] have used chitosan nanoparticles to deliver dsRNA 
for chitin synthase genes, but to our knowledge there is 
no report of dsx silencing by RNAi in this species. To 
study the viability of a knockdown of dsx in An. gambiae 
using a system of RNAi by oral delivery, we fed young 
larvae with dsRNA for AgdsxF, to silence the AgdsxF and 
reduce the total number of female individuals in the labo-
ratory setting. This approach can be complemented and 
modified to eliminate females from the male production 
without the need for manual sex sorting. Targets such as 
AgdsxF are especially appealing for this technique due 

time of exposure are controlled, and the possibility of off-target effects and the waste of female production would be 
significantly reduced.
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to the sequence specificity that the sex-specific splicing 
provides. This could make the methodology species- and 
target-specific and would minimize the possibility of off-
target effects.

Methods
Animal rearing and sexing
Laboratory-reared mosquitoes, An. gambiae G3 strain 
[MRA-112, BioDefense and Emerging Infections (BEI) 
Malaria Research and Reference Reagent Resource 
Center (MR4) vector activity, Centers for Disease Control 
and Prevention (CDC), Atlanta, Georgia, USA] were used 
for all experiments. Insectary conditions were 27 °C and 
a relative humidity of 80% with a photoperiod of 12:12 
light: dark photocycle with a 30-min dawn and dusk 
period. Adults were fed ad libitum on 10% sugar solu-
tion with 0.2% methylparaben dissolved in sterile water. 
Larvae were fed on Damiens diet [tuna meal, liver pow-
der, and Vanderzant vitamin mix (BioServ, NJ, USA)] in 
a 2:2:1 ratio; 2% w/v slurry using 10 g with 500 ml water) 
[36] unless specified otherwise.

Laboratory stocks of other mosquito species used were 
obtained from the Malaria Research and Reference Rea-
gent Resource Center (MR4). Sex was determined in the 
pupal stage by observation of the pupal terminalia.

Doublesex sequence selection
GeneBank KM978938 sequence was used to design 
primers specific for the female mRNA splice form. After 
confirmation of sequence specificity and expression veri-
fication (Additional file 1), primers dsx1586 and dsx1589 
were selected for the long dsRNA construct (Table  1). 
PCR amplification was performed using the AccuStart II 
PCR Supermix (Quantabio, MA, USA) and 10 µM prim-
ers, using the Tm’s specific for them. PCR products were 

visualized in 1.5% agarose gels stained with ethidium bro-
mide and the amplicon was purified for cycle sequencing 
using a  MultiScreen®HTS Vacuum Manifold (Millipore, 
MA, USA). DNA cycle sequencing reactions were per-
formed for both strands with BigDye 3.1 sequencing kit 
(Thermo Fisher Scientific, Waltham, MA, USA), follow-
ing manufacturer standard protocols, and sequenced in 
an ABI3130 (Applied Biosystems, Foster City, CA, USA) 
automated capillary sequencer. Sequences were manually 
assembled and aligned with SeqmanPro (DNASTAR Inc, 
Madison, WI, USA) and BioEdit 7.2.0. [37] After iden-
tity confirmation, T7 tailed primers were used to amplify 
the product with a T7 tail (either forward or reverse) to 
clone it into a pGEM-T-easy vector (Promega, WI, USA) 
according to the manufacturer’s instructions.

RNAi experiments
Due to the sex-specific nature of the dsx exons, we 
selected a female-specific 260 bp fragment within the 
dsxF mRNA sequence and added a T7 sequence to the 3′ 
end and ligated it to a pGEM-T-easy plasmid to obtain 
a product flanked by two T7’s for dsRNA production. 
Escherichia coli HT115 (DE3) was transformed with T7 
plasmids as described by Timmons [31] to express the 
selected dsRNA for the dsx gene. An E. coli HT115 (DE3) 
previously transformed [38] to produce an unrelated 
dsRNA for the Aintegumenta gene from Arabidopsis thal-
iana was used as control in all the feeding experiments. 
For each feeding, an overnight culture of one colony was 
diluted 1:1000 in 2× YT media (100 µg/ml ampicillin and 
12.5  µg/ml tetracycline) and induced after 2  h with 40 
µM isopropyl β-d-1-thiogalactopyranoside (IPTG). After 
a total of 4 h of growth under induction conditions, cells 
were pelleted by centrifugation at 4000×  g for 10 min, 
then washed in one volume of sodium phosphate buffer 

Table 1 Sequences of PCR primers

Gene Vector base ID Primer name Primer sequence 5′–3′ Efficiency (%)

Rps7 AGAP010592 S7qf1 AGA ACC AGC AGA CCA CCA TC 115.02

S7qr1 GCT GCA AAC TTC GGC TAT TC

Actin5C AGAP000651 ACT-2f TAC AAC TCG ATC ATG AAG TGCGA 110.67

ACT-3r CCC GGG TAC ATG GTG GTA CCG CCG GA

Elongation Factor AGAP005128 EFf1 GGC AAG AGG CAT AAC GAT CAA TGC G 112.60

EFr1 GTC CAT CTG CGA CGC TCC GG

Female doublesex AGAP004050 newDSX-f AGA GGG CGG GGA AAT TCT AGT 111.19

newDSX-r GGG CTT GTG GCA GTA CGA ATA 

Female doublesex AGAP004050 dsRNA_dsx-f2 (dsx1586) CAA GCG GTG GTC AAC GAA TA na

dsRNA_dsx-r3 (dsx1589) GCC CAC TCC TTA AAC ACT ACTT 

Female doublesex AGAP004050 T7dsRNA_dsx-f2 TAA TAC GAC TCA CTA TAG GGC AAG CGG TGG TCA ACG AATA na

T7dsRNA_dsx-r3 TAA TAC GAC TCA CTA TAG GGG CCC ACT CCT TAA ACA CTA CTT 
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(PBS) and later re-suspended in 1/100 of the initial vol-
ume. A 1 ml aliquot of each induced culture was sepa-
rated to measure dsRNA concentration. Heat inactivation 
was performed by heating at 70 °C for 1 h and 200 µl of 
this suspension was mixed with our ABD (Artificial Bac-
terial Diet; composition: 40% fish food (Goldfish, Tetra, 
Germany), 43% guar gum (Sigma-Aldrich, St Luis, MO, 
USA) and 17% active yeast). Larvae were fed the ABD 
diet (after L2 stage) for 4 h a day, based on previously 
published protocols [39]. After this time, the food was 
removed and cereal (Cerelac 4 Cereals, Nestle) was added 
as a source of food. Development and survival rates were 
recorded daily (Additional file 2). All larvae were reared 
in Petri dishes (25 × 100  mm). In experiments where 
female pupae and adults were to be counted (4 replicates) 
or where adult females were to be blood-fed and allowed 
to oviposit (3 replicates) 20 larvae in each dish for each 
experimental group were used in each experimental rep-
licate. In each experimental replicate where morphologi-
cal characters were to be recorded (3 replicates) 30 larvae 
were used in each dish per experimental group.

To quantify the dsRNA production and to calculate 
the dsRNA delivered daily by feeding, cell lysis was per-
formed by resuspending the pellet from the cell culture 
aliquot in 50 µl of 0.1% SDS and incubating at 100 °C for 
2 min. To eliminate mRNA, 2 µg of RNase A and 64 µl 
of RNase A buffer (300  mM NaCl, 10  mM Tris, 5  mM 
EDTA) were added. After incubation at 37 °C for 5 min, 
500 µl of Trizol® (Thermo Fisher Scientific) were added 
and a protocol of extraction was performed according to 
the manufacturer’s instructions. The final dsRNA pellet 
was resuspended in 20 µl of water, incubated at 60 °C for 
2 min. One µl was used for spectrophotometric measure-
ment using a Nanodrop (Thermo Fisher Scientific), and 
5 µl were used for quantifying on gels using 1.5% agarose.

Gene expression analysis
RNA was extracted from whole body or dissected tissues 
using RNeasy Mini Kit (Qiagen, Germantown, MD, USA) 
according to the manufacturer’s protocol. The comple-
mentary DNA was synthesized using the High-Capacity 
cDNA Reverse transcription kit (Applied Biosystems). 
The qPCR was performed in a QuantStudio6 Real Time 
PCR System (Applied Biosystems) using the Power 
SYBR-green PCR master MIX (Applied Biosystems). The 
Comparative Ct method [40, 41] was used to compare the 
changes in the gene expression levels. The An. gambiae 
ribosomal S7 (GenBank: L20837.1) [42], Actin (Vector-
Base: AGAP000651) and Elongation factor (VectorBase: 
AGAP005128) [43] genes were used as endogenous con-
trols. The oligonucleotide sequences used in the qPCR 
assays are presented in Table 1. Three independent bio-
logical replicates were conducted, and all PCR reactions 

were performed in triplicate using extracts of pools of 
five whole pupae.

Analysis of morphological characters
Wing lengths, used as indicators of body size, were 
assessed in adult mosquitoes fed with dsRNA as larvae 
[44]. The wings were removed from 10-day-old individu-
als and analyzed using an EVOS fluorescence microscope 
from AMG (Thermo Fisher Scientific). Lengths were 
measured using Image J software [45]. Four biological 
replicates with internal duplicates were combined for sta-
tistical analysis.

Blood‑feeding, reproductive and survival assays
Mated An. gambiae adult females, 5–10  day-old, were 
used for fecundity assays. For cross-mating assays of dsxF 
dsRNA reared larvae with untreated individuals, groups 
of 20 virgin females were maintained in small cages with 
20 adult males for 5 days to allow mating. Blood-feeding 
was performed through Parafilm membranes using sheep 
blood in water-jacketed artificial feeders maintained at 
37 °C. The insects were starved for 4 h prior to the feed-
ing. Unfed mosquitoes were removed from the cages in 
all the experiments. Females were allowed to oviposit 
24  h after blood-feeding. For assays of individual ovi-
position, each female was placed in a 25  ml tube with 
0.5 mm of water and filter paper to collect the eggs. Eggs 
were counted and then left in water to evaluate hatching 
and viability rates. After allowing the blood-fed females 
to oviposite for 72 h, 60 females were dissected in 0.1 M 
PBS, pH 7.2. Presence or absence of sperm in spermathe-
cae, used as mating indicator, were observed under a 
stereomicroscope at 400× and 1000× magnifications.

Statistical analyses
Unpaired Student’s t-tests were applied where compari-
sons were made between two treatments or conditions, 
as indicated in the figure legends. Long rank (Mantel-
Cox) test was made to analyze survival curves. Two-way 
ANOVA with Tukey’s multiple comparisons post-hoc 
test was used for analysis of more than two conditions. 
All statistical analyses were performed using GraphPad 7 
Prism Software (Graphpad Software, CA, USA).

Results
Dsx sequence identification and expression levels
RNAi strategies are based on the delivery of dsRNA com-
plementary to the target gene. We limited our search to 
previously identified sequences for the dsx gene in D. 
melanogaster and other insect species, including An. 
gambiae [18, 24, 25, 27, 28, 46, 47]. A GenBank search 
(NCBI) for the An. gambiae nucleotide sequence of the 
male and female spliced Agdsx variants returned two 
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different results. The original annotated Agdsx female 
specific sequence [24], DQ137802, differs significantly 
from the one annotated in 2015 (KM978938) by Liu 
et  al. [25]. Liu and collaborators suggested that the for-
mer sequence may belong to An. stephensi, as genome 
searches with the former using BLAST matched more 
closely to this species. To select the sequence for dsRNA 
production and for qRT-PCR assays, we designed prim-
ers (Table  1) on the conserved region at the fifth exon 
and used them to amplify cDNA obtained from An. 
gambiae G3 (MRA-121, BEI Resources). The resulting 
sequence is presented in Fig. 1a and was shown to be a 
match for the KM978938 AgdsxF sequence. We used 
the same primers to amplify cDNA from An. stephensi 
STE2 (MRA-128, BEI Resources), and the sequence was 
identical to DQ137802. Finally, to determine the nature 
and variability of the selected region, we tested the same 
primers with Anopheles albimanus STECLA (MRA-126) 
and Anopheles minimus (MRA-729) cDNAs. Due to the 
phylogenetic distance between these species we were not 
able to amplify this region from An. albimanus but we 
obtained a 255 bp product from An. minimus. The Mul-
tiple Alignment using Fast Fourier Transform (MAFFT) 
of the amplified fragments from the three species differed 
from one other (Fig. 1b).

The region selected was confirmed to be female-
specific (Fig.  1c) and to have the expected expres-
sion profile with detectable expression across the 
different life stages (Fig.  1d), with significantly higher 
levels of the transcript in adult females when compared 
to pupae (used as basal condition), and other life-stages 
(F(5,10) = 4.966,  P =   0.0152). Finally, to determine if the 
AgdsxF is tissue and age-specific in An. gambiae G3 adult 
females, we measured its expression in different indi-
vidual tissues (salivary glands, midgut, ovaries, fat body, 
and heads including proboscis and antennae). From 

mosquitoes at less than 24 h post-emergence and 5 days 
post-emergence (Fig.  1e) we found that AgdsxF expres-
sion was tissue-specific and depended on mosquito age, 
with the most abundant transcript found in the salivary 
gland of 5-day-old females (F(4,10) = 1263, P < 0.0001).

Dsx expression profile and silencing through RNAi in larval 
stages
Because the AgdsxF gene is expressed across the differ-
ent life stages in An. gambiae, including larvae, we used 
oral delivery of AgdsxF dsRNA, produced in an E. coli 
HT115 (DE3), a bacterial strain modified for dsRNA pro-
duction. We fed the larvae with the Artificial Bacterial 
Diet (ABD), with approximately ≤ 2.3  µg of dsRNA per 
day, from L2 to L4 stages. A 66% (± 9.9% SE) gene knock-
down was confirmed in the pupal stage (Fig. 2a) using the 
∆∆Ct method (AgdsxF dsRNA M = 0.3417, SD = 0.1969 
and Ctrl dsRNA M = 1.001, SD = 0.05223; t(5) = 6.592, 
P = 0.0012). As RNA-dependent RNA polymerase medi-
ated transitive amplification is absent in An. gambiae 
[48], we did not expect a long-lasting effect and the phe-
notypes observed can be considered a result of the RNAi 
from the larval stages.

Phenotype description of the dsxF silencing by larval 
feeding
Feeding larvae with AgdsxF dsRNA to induce gene silenc-
ing resulted in a distortion of the typical ~ 1:1 male to 
female pupae ratio (Fig. 2b). The percentage of the male 
and female adults, 52% (± 3.9% SE) and 48% (± 4.0% SE), 
respectively, in the control (n = 80) was significantly dif-
ferent in the AgdsxF dsRNA (t(10) = 3.303, P = 0.03243). 
Groups fed with AgdsxF dsRNA resulted in twice as many 
males than females reaching adulthood: 72.1% (± 4.0% 
SE) males vs 27.8% (± 3.3% SE) females (t(10) = 7.631, 
P = 0.000036) (Fig. 2c). From the mosquitoes that reached 

(See figure on next page.)
Fig. 1 Doublesex sequence and profile expression in An. gambiae G3. a Sequence alignment between the two previously annotated sequences for 
the dsx gene in An. gambiae with the sequence of PCR products amplified from the MR4 An. gambiae G3 and An. stephensi STE2. The An. gambiae 
G3 sequence matched the KM978939 sequence and the An. stephensi STE2 sequence matched the DQ137802 sequence. Marked in blue are the 
sequences that match in at least four consecutive bases the KM978939 sequence for AgdsxF exon. Three other regions from our An. stephensi strain 
resulted in 100% match to DQ137802 (Additional file 3). Thus, all subsequent primer designs were based on the KM978939 sequence. b Sequence 
conservation among Anopheles for the AgdsxF region of interest (1823–2066) was evaluated. PCR products were amplified from An. gambiae, An. 
minimus, An. stephensi and An. albimanus cDNAs (Additional file 3) and the sequences analyzed. A MAFFT alignment is shown, indicating regions 
with significant similarity in green. c PCR amplification of a AgdsxF 260 bp fragment, in the fifth exon, showed that the expression was limited to 
females (using cDNAs of whole body extract) of each sex, consisting of three 1-day-old pupae or five 5-day-old adults. d Real-time PCR (RT-PCR) 
analyses of relative gene expression reveal low levels of AgdsxF expression between the L1 and L3 stages, and significantly higher from L4 forward. 
Two-way ANOVA with Tukey’s multiple comparisons test was performed. e Gene expression analysis for AgdsxF by qPCR of different tissues. In 
adult female mosquitoes less than 24 h post-emergence (virgin females), dsxF expression was detected only in ovarian tissue (Ov) and salivary 
glands (SG). In mature adult females (more than 5-days-old and mated) detectable levels of AgdsxF expression were observed in the midgut (Mg) 
and ovaries (Ov), and especially high levels in the salivary glands (SG). Black points indicate the samples that had no detectable expression. AgdsxF 
expression was not detected in either time-point in the head, including antennas and proboscis (Hd) or fat body (FB). Pools of tissue from 12–15 
individuals were analyzed
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adulthood, we evaluated different parameters such as 
body size, lifespan and fecundity (Fig. 2d-i). The females 
resulting from AgdsxF dsRNA-treated larvae had shorter 
lifespans (Long-rank test, χ2 = 127.8, df = 1, P < 0.0001) 
and reduced fecundity [male Ctrl dsRNA mated with 
Ctrl dsRNA females vs. male AgdsxF dsRNA mated with 

Ctrl dsRNA females, t(58) = 1.203, P = 0.2340; male Ctrl 
dsRNA mated with Ctrl dsRNA females vs male AgdsxF 
dsRNA mated with AgdsxF dsRNA females, t(58) = 2.401, 
P = 0.0196; male Ctrl dsRNA mated with AgdsxF dsRNA 
females vs male AgdsxF dsRNA mated with AgdsxF 
dsRNA females, t(58) = 0.7006, P = 0.4863], 37.1% less 

KM978938.1             -CAAGCGGTGGTCAACGAATACTCACGATTGCATAATCTGAACATGTTTGATGGCGTGGA 59
A. gambiae G3(MR4) TCAAGCGGTGGTCAACGAATACTCACGATTGCATAATCTGAACATGTTTGATGGCGTGGA 60
DQ137802.1             -CAAGCGGTGGTCAACGAATACTCACGATTGCATAATCTGAATATGTTCGATGGCGTGGA 59
A. stephensi(MR4)      --------------------------TCGTATGCTATGCTGATATGTTCGATGGCGTGGA 34

*     **    * ***** ***********

KM978938.1          GTTGCGCAATACCACCCGTCAGAGTGGATGATAAACTTTCCGCACCACTGTAACTGTCCG 119
A. gambiae G3(MR4) GTTGCGCAATACCACCCGTCAGAGTGGATGATAAACTTTCCGCACCACTGTAACTGTCCG 120
DQ137802.1             GTTACGCAATACCACCCGTCAGAGTGGATGATAAACTTTCCGCCCATTTCTATCAGTCTG 119
A. stephensi(MR4)      GTTACGCAATACCACCCGTCAGAGTGGATGATAAACTTTCCGCCCATTTCTATCAGTCTG 94

*** *************************************** *   * ** * *** *

KM978938.1             TATCTTTGTA-TGTGGGTGTGTGTATGTGTGTTT--GGTGAAACGAATTCAATAGTTCTG 176
A. gambiae G3(MR4) TATCTTTGTA-TGTGGGTGTGTGTATGTGTGTTT--GGTGAAACGAATTCAATAGTTCTG 177
DQ137802.1             TTTCCTCTGTATGTATATCGGTGTTTGTCTGTATGTCGAGGAGGTAGTGCACGTATTTGG 179
A. stephensi(MR4)      TTTCCTCTGTATGTATATCGGTGTTTGTCTGTATGTCGAGGAGGTAGTGCACGTATTTGG 154

* ** *     ***   *  **** *** *** *   * * *   * * **    **  *

KM978938.1             TGCTATTTTAAATCAAGCCGCGTGCGCA---------ACTGATGCCGATAAGTTCAAACT 227
A. gambiae G3(MR4) TGCTATTTTAAATCAAGCCGCGTGCGCA---------ACTGATGCCGATAAGTTCAAAGT 228
DQ137802.1             TTGTGCGTGCAAGCAGCAACCTACAGCGAAGAAATGGGCGCGCACCGGGATGGTGAACCG 239
A. stephensi(MR4)      TTGTGCGTGCAAGCAGCAACCTACAGCGAAGAAATGGGCGCGCACCGGGATGGTGAACCG 214

*  *   *  ** **     *    **           *     ***  * * * **   

KM978938.1             AGTGTTTAAGGAGTGGAG------------------CGAGAGAGCCGCACCACGGTACAG 269
A. gambiae G3(MR4) AGTGTTTAAGGAGTGGG------------------------------------------- 245
DQ137802.1             AATTCTTCGATAGTTCTGTGCTATTTTTAAATTCGAAGCGAAAAACAAAACAAAAAAAAG 299
A. stephensi(MR4)      AATTCTTCGATAGTTCTGTGCTATTTTTAAATTcGAAGCGAAAAACAAAACAAAAAAAAA 274

* *  **    ***                                              
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Fig. 2 Feeding larvae dsxF dsRNA resulted in mRNA inhibition and lower adult female counts with reduced lifespan and fertility. Daily feedings of 
AgdsxF dsRNA to larval stages (from L2 to L4) resulted in a reduction of 66% (± 9.98 SE) of the AgdsxF transcript in pupae (a). Statistical difference 
was calculated by unpaired Student’s t-test with P < 0.05. b The silencing of the AgdsxF gene in the larval stages resulted in a reduction of the 
total number of female pupae (47% ± 3.0% SE of female pupae in the control vs 36% ± 5.6 SE in the dsx dsRNA-treated group) and subsequently, 
of the (c) adult females (48% ± 4.0% SE of female adults in the control vs 27% ± 3.3% SE in the dsx dsRNA-treated group). Results are from four 
independent replicates. d Body size, measured by wing length, did not show significant changes in the resulting adult females. e Life span of the 
adult females was significantly reduced by over 5 days. For the males from the treated AgdsxF dsRNA groups, no significant variation in body size (f) 
or adult longevity were observed (g). The fecundity of the AgdsxF dsRNA females (h) was significantly lower when compared to that of the control 
group and that of control females mated with dsxF dsRNA males. i Sperm were present in the spermathecae of females that laid eggs and absent in 
those that did not. Of the control females, 2% ± 1.66% SE did not have sperm whereas 30% ± 4.7% SE of AgdsxF dsRNA females did not. Phenotypic 
assays were done in parallel with the qRT-PCR for the treated groups. Except when specified, results are a biological triplicates and in all experiments 
the control group was fed with a non-related dsRNA, for the Aintegumenta gene from Arabidopsis thaliana 
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than the controls, ± 8.2 SE. However, no difference in 
body-size was found (t(38) = 0.1198, P = 0.9053).

To confirm that the method was female-specific 
and did not affect males, the same parameters were 
recorded for the males (Long-rank test, χ2 = 1.061, df = 1, 
P = 0.3030 for survival curve and t(40) = 1.113, P = 0.2725 
for wing size) (Fig.  2e-f ). Our results not only confirm 
that the AgdsxF gene of An. gambiae can be downregu-
lated through RNAi, but also that it is possible to reduce 
the total number of adult females and to impact their fit-
ness, without affecting male fitness, using RNAi.

Discussion
The importance of the dsx gene has been extensively 
described in metazoans [20, 49], and many of the key 
genes involved in the sex determination pathway have 
been elucidated [21]. In insects, it was first described in 
D. melanogaster by Baker et al. [18] in 1988, and subse-
quently in many other insect species from the orders 
Lepidoptera, Coleoptera, Hymenoptera and Diptera [21, 
26, 49–51]. Interestingly, until very recently only two ref-
erences had described and studied the expression of dsx 
sequences for An. gambiae [24, 25]. Because of the sig-
nificant differences among the annotated sequences, we 
analyzed a conserved region using four different Anoph-
eles species (An. albimanus STECLA strain, An. gambiae 
G3 strain, An. minimus strain and An. stephensi STE2 
strain (Fig. 1a, b). Our results showed that the sequence 
product of our cDNA from An. stephensi STE2 presented 
100% identity to the DQ137802.1 sequence published by 
Scali et al. in 2005 [24], who had published it as an An. 
gambiae sequence. The sequence we obtained from our 
An. gambiae G3 strain, presented 100% identity to the 
KM978938.1 sequence annotated by Liu et  al. in 2015 
[25]. In that work, Liu and collaborators proposed that 
the DQ137802.1 sequence belonged to An. stephensi but 
did not corroborate the fact experimentally. It is impor-
tant to note that there are several regions in this female-
specific exon that are highly conserved among these 
diverse Anopheles species, but that the sequence varia-
tion becomes more significant when larger areas of the 
sequences are analyzed. Additionally, the An. stephensi 
sequence, as annotated by Scali et  al., was successfully 
used to design a transgenic An. gambiae line dsx-GFP, 
where the male mosquitoes selectively expressed high 
levels of eGFP [6].

To discern the expression pattern of the AgdsxF gene 
in An. gambiae G3 strain (Fig. 1b-d), we evaluated male 
and female individuals, different life stages, and different 
tissues. As expected, tissues with female-specific func-
tions, i.e. those involved in the blood-meal acquisition 
and digestion like the salivary glands and the midgut, 
and the ovarian tissue, presented detectable expression 

of AgdsxF. However, we were not able to detect the tran-
script either in the head (including the antenna and the 
mouthparts) or in the fat body. This suggests that AgdsxF 
expression in An. gambiae G3 strain is not constitutive, 
and upstream regulators similar to TRA2 may induce tis-
sue- and time-specific expression according to metabolic 
and reproductive needs. It is also possible however, that 
these tissues express the gene at very short and specific 
time-points, different from the ones that were selected 
for analysis.

In addition to sequence analysis and sex-specific splic-
ing determination, functional studies of the gene in other 
mosquito species, such as Aedes aegypti, have been done 
in adult mosquitoes through injection of small interfering 
RNAs or using soaking and feeding of dsRNA in larvae 
[28, 33]. As a target for RNAi, the AgdsxF gene presents 
specific challenges for the design of long dsRNA, due to 
the GC content and the common regions with the male-
specific spliced sequence. However, because systemic 
RNAi in An. gambiae has been reported to be success-
ful using long dsRNAs [35, 52–55], we cloned a 260  bp 
fragment of the female-specific mRNA and selected it for 
the RNAi template. The use of long dsRNAs may be more 
stable during the heat-killing procedure of the bacteria. 
However, the use of short hairpin constructs (shRNA) for 
dsRNA production, as has been done for other mosqui-
toes like Ae. aegypti [28], could have different results and 
should be investigated.

There are interesting options of encapsulation to 
improve delivery of the AgdsxF dsRNA, such as chitosan 
nanoparticles [45] that could potentially improve silenc-
ing efficiency. More recently, Kyrou et  al. [30] worked 
with AgdsxF to develop a CRISPR-Cas9 line where 
females were targeted, and performed an analysis of 
the dsx sequence in the female-specific region (exon 5) 
among members of the An. gambiae complex. The con-
servation of the initial portion of the exon was used as an 
indicator of the importance of the region on the function 
of the protein, which allowed for a successful design of a 
CRISPR-Cas9 gene drive to interfere with female devel-
opment. The region selected for that construct overlaps 
with the region selected for RNAi in our work, reinforc-
ing the selection of this sequence as a target for female 
elimination.

As evidenced by the CRISPR-Cas9 experiments per-
formed in An. gambiae [30], the AgdsxF gene is haplo-
sufficient. This means that in heterozygous individuals 
where the AgdsxF is interrupted on one chromosome, 
the females retain normal fecundity and physiology. The 
implication of this information for RNAi experiments is 
significant, suggesting that RNAi silencing of less than 
50% would not have noticeable phenotypes. Further-
more, the RNAi efficiency depends on the combination 
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of dsRNA size and concentration, point of entry to the 
organism, and tissue uptake [32]. If tissues with little or 
no expression of AgdsxF take and process the dsRNA 
available, it is possible that insufficient dsRNA reaches 
target tissues where more AgdsxF mRNA is present. 
In our experiments, feeding larvae of An. gambiae G3 
with heat-killed bacteria with AgdsxF dsRNA induced 
a 66% reduction of the AgdsxF transcript, resulting in a 
male-biased sex ratio and reduced lifespan and fecun-
dity in females. It is important to note, that the silencing 
from each tissue could be different, and the results were 
obtained from analyzing the whole body of pupae.

The RNA-dependent RNA polymerase mediated tran-
sitive amplification that prolongs and spreads RNAi in 
some insects is absent in An. gambiae [48]. Therefore, 
we expected a short residual effect and we propose that 
the effects observed are probably due to the RNAi events 
happening during the larval and pupal stages. Injection 
of dsRNA into adults, the traditional delivery method 
of dsRNA to study mosquito biology [52–55], may have 
different effects but was not applied for this study since 
the results would not be comparable to the ones obtained 
by oral delivery in a larval stage. In previous studies 
with Rhodnius prolixus, vector of Chagas disease, we 
have observed that the RNAi effect for the same gene 
results in different phenotypes depending on the delivery 
method and the half-life of the protein that was silenced 
[38, 56]. Oral delivery of dsRNA using chitosan nanopar-
ticles has been reported in An. gambiae. Bacteria produc-
ing dsRNA has been used for RNAi in other mosquitoes 
and insects [29, 32, 33, 35, 38, 39]. Building on previous 
experience with other insects, we adapted the bacterial 
delivery of dsRNA as a feasible RNAi methodology in 
mosquito larvae. Therefore, these methodologies can be 
adapted to aid in many strategies of vector control for dif-
ferent diseases.

Oral delivery of AgdsxF dsRNA to the An. gambiae lar-
vae resulted in a reduction of female individuals reach-
ing adulthood. How this reduction in AgdsxF transcript 
interferes with development is poorly understood. In Ae. 
aegypti, dsxF upregulates genes involved in the cell cycle 
in females [57], and in Cyclommatus metallifer the dsx 
gene has been linked to the juvenile hormone signaling 
pathway [58]. It is possible that in An. gambiae similar 
relationships exist, and during the silencing of the dsx 
gene, these pathways or others are being affected. Further 
work to characterize the cellular processes affected by the 
gene in An. gambiae and other mosquitoes could be of 
use to design better targets for female elimination.

One of the main findings of this work is the total reduc-
tion of the adult females in the treatment group fed with 
AgdsxF dsRNA. This approximately 50% reduction in 
females is significant, but is unacceptable in an effective 

SIT program. Risk perception and public assurance that 
the releases are safe, requires that the female elimina-
tion procedures remove females to < 1.0%. The lifespan 
of females produced in the AgdsxF dsRNA treatments is 
also significantly compromised which could mean that 
if there were female contaminants, they would likely die 
sooner in the field. However, the life-span reduction (of 
~ 7 days) from the remaining viable females is not enough 
to indicate that it would necessarily have an impact on 
parasite transmission.

About 30% of the females that fed on AgdsxF dsRNA 
did not lay any eggs, and after examination of the sper-
mathecae of these individuals we found that the capsule 
was empty (t(4) = 6.364, P = 0.003126). The lack of sperm 
suggested an unsuccessful mating. In D. melanogaster, 
silencing dsx expression in neurons makes females 
unreceptive to courtship or copula [59], and therefore 
a similar effect could have occurred in this case. More 
information about the sex differentiation pathway in An. 
gambiae is still needed to understand mating behavior.

Coupling the effect of this specific construct with 
short hairpin RNAs will be investigated to determine if 
a stronger effect on phenotypes can be achieved. In sum-
mary, feeding larvae with an appropriate target sequence 
of AgdsxF dsRNA is a promising method for removing 
females from cohorts of mass reared An. gambiae sterile 
males for release. This technology is especially appealing 
for regions where the continuous exposure to insecti-
cides has made the vectors resistant to traditional control 
methods. Future studies will focus on improving silenc-
ing and dsRNA delivery to facilitate the production of 
male mosquitoes for release in SIT, gene drive, or other 
alternative vector control methods.

Conclusions
Knockdown of AgdsxF in An. gambiae females after 
ingestion of AgdsxF dsRNA was observed. The total num-
ber of adult females was reduced, and their lifespan and 
fecundity were also negatively affected. Nevertheless, the 
life-span reduction was not enough to suggest a signifi-
cant impact on parasite transmission. Fertility was also 
reduced, but sterility was not achieved. More informa-
tion about the sex differentiation pathway is still needed, 
as some parts remain poorly understood. Coupling the 
effect of this specific construct with different gene targets 
could potentially result on a stronger effect. This technol-
ogy for female elimination is particularly useful in new 
methods in which only males are released. Such methods 
are promising where the continuous exposure to insec-
ticides has selected for resistance to traditional control 
methods. Future studies will focus on improving silenc-
ing and dsRNA delivery to facilitate the production of 
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male mosquitoes for release in SIT, gene drive, or other 
alternative vector control methods.

Additional files

Additional file 1. GenBank and VectorBase sequences for dsx female 
splice isoform.

Additional file 2. Pupation of male and female groups of An. gambiae fed 
with control dsRNA or F-dsx dsRNA.

Additional file 3. Comparison of Doublesex sequence analysis in four 
Anopheles species (An. stephensi STE2, An. gambiae G3, An. minimus strain 
and An. albimanus STECLA).

Abbreviations
ABD: artificial bacterial diet; Dmrt: doublesex/mab-3 related transcription 
factors; dsRNA: double stranded RNA; dsx: doublesex gene; AgdsxF: female 
specific Anopheles gambiae doublesex gene; FB: fat body; IPTG: Isopropyl β-d-
1-thiogalactopyranoside; L1-L4: larvae from stage 1 to 4; MG: midgut; MR4: 
Malaria Research and Reference Reagent Resource; BEI Resources: Center/
Biodefense and Emerging Infections Resources; OV: ovaries; qPCR: quantitative 
PCR; qRT-PCR: quantitative real-time PCR; RNAi: RNA interference; SG: salivary 
gland; SE: standard error; SIT: sterile insect technique.

Acknowledgements
We would like to thank the staff and scientists within the Entomology Branch 
and the Division of Parasitic Diseases and Malaria for assistance in training for 
the laboratory work. All primers used in this work were provided by the Bio-
tech Core facilities at CDC. The findings and conclusions in this manuscript are 
those of the authors and do not necessarily represent the views of the CDC.

Funding
This article is based on research conducted in a programme supported by a 
grant from the Good Ventures Foundation and the Open Philanthropy Project 
to the CDC Foundation: Support cryopreservation and suppression of female 
development in mosquitoes to assist research for malaria, Open Philanthropy 
Project, 2017.

Availability of data and materials
The datasets used and/or analyzed during the present study are available from 
the corresponding author upon reasonable request.

Authors’ contributions
MT, CH, PP and ED developed the experiment design. MT and CH performed 
biological assays and experiments. MT analyzed and interpreted experimental 
data. MT and CH wrote the manuscript. MQB, PP and ED made substan-
tial contribution for data acquisition and data analysis and interpretation 
and revised the final manuscript. All authors read and approved the final 
manuscript.

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

Author details
1 Centers for Disease Control and Prevention (CDC), 1600 Clifton Road, NE, 
Atlanta, GA 30329-4027, MS G49, USA. 2 Centro de Estudios en Biotecnologia, 

Universidad del Valle de Guatemala, 18 Avenida 11-95, 01015 Guatemala City, 
Guatemala. 

Received: 4 January 2019   Accepted: 5 April 2019

References
 1. WHO. World Malaria Report. 2017. Geneva: World Health Organization; 

2017. http://www.who.int/malar ia/publi catio ns/world -malar ia-repor 
t-2017/en/.

 2. Takken W, Verhulst NO. Host preferences of blood-feeding mosquitoes. 
Annu Rev Entomol. 2013;5:433–53.

 3. Besansky NJ, Hill CA, Costantini C. No accounting for taste: host prefer-
ence in malaria vectors. Trends Parasitol. 2004;20:249–51.

 4. Dong Y, Aguilar R, Xi Z, Warr E, Mongin E, Dimopoulos G. Anopheles 
gambiae immune responses to human and rodent Plasmodium parasite 
species. PLoS Pathog. 2006;2:e52.

 5. Briegel H, Hörler E. Multiple blood meals as a reproductive strategy in 
Anopheles (Diptera: Culicidae). J Med Entomol. 1993;30:975–85.

 6. Magnusson K, Mendes AM, Windbichler N, Papathanos PA, Nolan T, Dot-
torini T, et al. Transcription regulation of sex-biased genes during ontog-
eny in the malaria vector Anopheles gambiae. PLoS One. 2011;6:e21572.

 7. Dabiré KR, Diabaté A, Djogbenou L, Ouari A, N’Guessan R, Ouédraogo JB, 
et al. Dynamics of multiple insecticide resistance in the malaria vector 
Anopheles gambiae in a rice growing area in south-western Burkina Faso. 
Malar J. 2008;7:188.

 8. Smith TA, Chitnis N, Penny M, Tanner M. Malaria modeling in the era of 
eradication. Cold Spring Harb Perspect Med. 2017;7:a025460.

 9. Alphey L. Genetic control of mosquitoes. Annu Rev Entomol. 
2014;59:205–26.

 10. Shaw WR, Catteruccia F. Vector biology meets disease control: using basic 
research to fight vector-borne diseases. Nat Microbiol. 2019;4:20–34.

 11. Dyck VA, Hendrichs J, Robinson AS, editors. Sterile insect technique: 
principles and practice in area-wide integrated pest management. Berlin: 
Springer; 2006.

 12. Alphey L, Benedict M, Bellini R, Clark GG, Dame DA, Service MW, 
et al. Sterile-insect methods for control. Vector Borne Zoonotic Dis. 
2010;10:295–311.

 13. Soma DD, Maïga H, Mamai W, Bimbile-Somda NS, Venter N, Ali AB, et al. 
Does mosquito mass-rearing produce an inferior mosquito? Malar J. 
2017;16:357.

 14. Benedict MQ, Robinson AS. The first releases of transgenic mosqui-
toes: an argument for the sterile insect technique. Trends Parasitol. 
2003;19:349–55.

 15. Papathanos PA, Bossin HC, Benedict MQ, Catteruccia F, Malcolm CA, 
Alphey L, Crisanti A. Sex separation strategies: past experience and new 
approaches. Malar J. 2009;8(Suppl. 2):S5.

 16. Caragata EP, Dutra HLC, Moreira LA. Exploiting intimate relationships: con-
trolling mosquito-transmitted disease with Wolbachia. Trends Parasitol. 
2016;32:207–18.

 17. Sánchez L. Sex-determining mechanisms in insects. Int J Dev Biol. 
2008;52:837–56.

 18. Baker BS, Wolfner MF. A molecular analysis of doublesex, a bifunctional 
gene that controls both male and female sexual differentiation in Dros-
ophila melanogaster. Genes Dev. 1988;2:477–89.

 19. Raymond CS, Shamu CE, Shen MM, Seifert KJ, Hirsch B, Hodgkin J, et al. 
Evidence for evolutionary conservation of sex-determining genes. 
Nature. 1998;391:691–5.

 20. Kopp A. Dmrt genes in the development and evolution of sexual dimor-
phism. Trends Genet. 2012;28:175–84.

 21. Verhulst EC, van de Zande L, Beukeboom LW. Insect sex determination: it 
all evolves around transformer. Curr Opin Genet Dev. 2010;20:376–83.

 22. Luo SD, Shi GW, Baker BS. Direct targets of the D. melanogaster DSXF 
protein and the evolution of sexual development. Development. 
2011;138:2761–71.

 23. Clough E, Jimenez E, Kim YA, Whitworth C, Neville MC, Hempel LU, et al. 
Sex- and tissue-specific functions of drosophila doublesex transcription 
factor target genes. Dev Cell. 2014;31:761–73.

https://doi.org/10.1186/s13071-019-3437-4
https://doi.org/10.1186/s13071-019-3437-4
https://doi.org/10.1186/s13071-019-3437-4
http://www.who.int/malaria/publications/world-malaria-report-2017/en/
http://www.who.int/malaria/publications/world-malaria-report-2017/en/


Page 11 of 11Taracena et al. Parasites Vectors          (2019) 12:170 

 24. Scali C, Catteruccia F, Li Q, Crisanti A. Identification of sex-specific 
transcripts of the Anopheles gambiae doublesex gene. J Exp Biol. 
2005;208:3701–9.

 25. Liu P, Li X, Gu J, Liu Y, Chen X. Molecular cloning, characterization and 
expression analysis of sex determination gene doublesex from Anopheles 
gambiae (Diptera: Culicidae). Acta Entomol Sin. 2015;58:122–31.

 26. Salvemini M, Mauro U, Lombardo F, Milano A, Zazzaro V, Arcà B, et al. 
Genomic organization and splicing evolution of the doublesex gene, a 
Drosophila regulator of sexual differentiation, in the dengue and yellow 
fever mosquito Aedes aegypti. BMC Evol Biol. 2011;11:41.

 27. Price DC, Egizi A, Fonseca DM. Characterization of the doublesex gene 
within the Culex pipiens complex suggests regulatory plasticity at 
the base of the mosquito sex determination cascade. BMC Evol Biol. 
2015;15:108.

 28. Mysore K, Sun L, Tomchaney M, Sullivan G, Adams H, Piscoya AS, et al. 
siRNA-mediated silencing of doublesex during female development 
of the dengue vector mosquito Aedes aegypti. PLoS Negl Trop Dis. 
2015;9:1–21.

 29. Whyard S, Erdelyan C, Partridge AL, Singh AD, Beebe NW, Capina R. Silenc-
ing the buzz: a new approach to population suppression of mosquitoes 
by feeding larvae double-stranded RNAs. Parasit Vectors. 2015;8:96.

 30. Kyrou K, Hammond AM, Galizi R, Kranjc N, Burt A, Beaghton AK, et al. A 
CRISPR-Cas9 gene drive targeting doublesex causes complete population 
suppression in caged Anopheles gambiae mosquitoes. Nat Biotechnol. 
2018;36:1062–6.

 31. Timmons L, Court DL, Fire A. Ingestion of bacterially expressed dsRNAs 
can produce specific and potent genetic interference in Caenorhabditis 
elegans. Gene. 2001;263:103–12.

 32. Huvenne H, Smagghe G. Mechanisms of dsRNA uptake in insects 
and potential of RNAi for pest control: a review. J Insect Physiol. 
2010;56:227–35.

 33. Whyard S, Singh AD, Wong S. Ingested double-stranded RNAs can act as 
species-specific insecticides. Insect Biochem Mol Biol. 2009;39:824–32.

 34. Cronin SJF, Nehme NT, Limmer S, Liegeois S, Pospisilik JA, Schramek D, 
et al. Genome-wide RNAi screen identifies genes involved in intestinal 
pathogenic bacterial infection. Science. 2009;325:340–3.

 35. Zhang X, Zhang J, Zhu KY. Chitosan/double-stranded RNA nanoparticle-
mediated RNA interference to silence chitin synthase genes through 
larval feeding in the African malaria mosquito (Anopheles gambiae). Insect 
Mol Biol. 2010;19:683–93.

 36. Damiens D, Benedict MQ, Wille M, Gilles JRL, Damiens D, Benedict MQ, 
et al. An inexpensive and effective larval diet for Anopheles arabiensis 
(Diptera : Culicidae): eat like a Horse, a bird, or a fish? J Med Entomol. 
2012;49:1001–11.

 37. Hall TA. BioEdit: a user-friendly biological sequence alignment editor 
and analysis program for Windows 95/98/NT. Nucleic Acids Symp Ser. 
1999;41:95–8.

 38. Taracena ML, Oliveira PL, Almendares O, Umaña C, Lowenberger C, 
Dotson EM, et al. Genetically modifying the insect gut microbiota to 
control Chagas disease vectors through systemic RNAi. PLoS Negl Trop 
Dis. 2015;9:e0003358.

 39. Zhang X, Mysore K, Flannery E, Michel K, Severson DW, Zhu KY, et al. Chi-
tosan/interfering RNA nanoparticle mediated gene silencing in disease 
vector mosquito larvae. J Vis Exp. 2015. https ://doi.org/10.3791/52523 .

 40. Schmittgen TD, Livak KJ. Analyzing real-time PCR data by the compara-
tive CT method. Nat Protoc. 2008;3:1101–8.

 41. Pfaffl MW. Relative quantification. Real Time PCR. 2004;1:63–82.
 42. Molina-Cruz A, DeJong RJ, Charles B, Gupta L, Kumar S, Jaramillo-Gutier-

rez G, et al. Reactive oxygen species modulate Anopheles gambiae immu-
nity against bacteria and Plasmodium. J Biol Chem. 2008;283:3217–23.

 43. Matowo J, Jones CM, Kabula B, Ranson H, Steen K, Mosha F, et al. Genetic 
basis of pyrethroid resistance in a population of Anopheles arabiensis, the 
primary malaria vector in Lower Moshi, north-eastern Tanzania. Parasit 
Vectors. 2014;7:274.

 44. Huestis DL, Yaro AS, Traore AI, Adamou A, Kassogue Y, Diallo M, et al. 
Variation in metabolic rate of Anopheles gambiae and A. arabiensis in a 
Sahelian village. J Exp Biol. 2011;214:2345–53.

 45. Schneider CA, Rasband WS, Eliceiri KW. NIH Image to ImageJ: 25 years of 
image analysis. Nat Methods. 2012;9:671–5.

 46. Hoshijima K, Inoue K, Higuchi I, Sakamoto H, Shimura Y. Control of dou-
blesex alternative splicing by transformer and transformer-2 in Drosophila. 
Science. 1991;252:833–6.

 47. Zhuo J-C, Hu Q-L, Zhang H-H, Zhang M-Q, Jo SB, Zhang C-X. Identifica-
tion and functional analysis of the doublesex gene in the sexual devel-
opment of a hemimetabolous insect, the brown planthopper. Insect 
Biochem Mol Biol. 2018;102:31–42.

 48. Hoa NT, Keene KM, Olson KE, Zheng L. Characterization of RNA inter-
ference in an Anopheles gambiae cell line. Insect Biochem Mol Biol. 
2003;33:949–57.

 49. Price DC, Egizi A, Fonseca DM. The ubiquity and ancestry of insect dou-
blesex. Sci Rep. 2015;5:13068.

 50. Biewer M, Schlesinger F, Hasselmann M. The evolutionary dynamics of 
major regulators for sexual development among Hymenoptera species. 
Front Genet. 2015;6:124.

 51. Nagaraju J, Gopinath G, Sharma V, Shukla JN. Lepidopteran sex determi-
nation: a cascade of surprises. Sex Dev. 2014;8:104–12.

 52. Garver L, Dimopoulos G. Protocol for RNAi assays in adult mosquitoes 
(An. gambiae). J Vis Exp. 2007;5:230.

 53. Blandin S, Moita LF, Köcher T, Wilm M, Kafatos FC, Levashina EA. Reverse 
genetics in the mosquito Anopheles gambiae: targeted disruption of the 
Defensin gene. EMBO Rep. 2002;3:852–6.

 54. Boisson B, Jacques JC, Choumet V, Martin E, Xu J, Vernick K, et al. 
Gene silencing in mosquito salivary glands by RNAi. FEBS Lett. 
2006;580:1988–92.

 55. Biessmann H, Andronopoulou E, Biessmann MR, Douris V, Dimitratos 
SD, Eliopoulos E, et al. The Anopheles gambiae odorant binding protein 
1 (AgamOBP1) mediates indole recognition in the antennae of female 
mosquitoes. PloS One. 2010;5:e9471.

 56. Walter-Nuno AB, Oliveira MP, Oliveira MF, Gonçalves RL, Ramos IB, Koerich 
LB, et al. Silencing of maternal heme-binding protein causes embryonic 
mitochondrial dysfunction and impairs embryogenesis in the blood 
sucking insect Rhodnius prolixus. J Biol Chem. 2013;288:29323–32.

 57. Tomchaney M, Mysore K, Sun L, Li P, Emrich SJ, Severson DW, et al. Exami-
nation of the genetic basis for sexual dimorphism in the Aedes aegypti 
(dengue vector mosquito) pupal brain. Biol Sex Differ. 2014;5:10.

 58. Gotoh H, Miyakawa H, Ishikawa A, Ishikawa Y, Sugime Y, Emlen DJ, et al. 
Developmental link between sex and nutrition; doublesex regulates sex-
specific mandible growth via juvenile hormone signaling in Stag beetles. 
PLoS Genet. 2014;10:e1004098.

 59. Zhou C, Pan Y, Robinett CC, Meissner GW, Baker BS. Central brain neurons 
expressing doublesex regulate female receptivity in Drosophila. Neuron. 
2014;83:149–63.

https://doi.org/10.3791/52523

	Downregulation of female doublesex expression by oral-mediated RNA interference reduces number and fitness of Anopheles gambiae adult females
	Abstract 
	Background: 
	Methods: 
	Results: 
	Conclusions: 

	Background
	Methods
	Animal rearing and sexing
	Doublesex sequence selection
	RNAi experiments
	Gene expression analysis
	Analysis of morphological characters
	Blood-feeding, reproductive and survival assays
	Statistical analyses

	Results
	Dsx sequence identification and expression levels
	Dsx expression profile and silencing through RNAi in larval stages
	Phenotype description of the dsxF silencing by larval feeding

	Discussion
	Conclusions
	Acknowledgements
	References




