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Pyrethroid insecticides are widely used to control mosquitoes that transmit pathogens such
as West Nile virus (WNV) to people. Single nucleotide polymorphisms (SNP) in the knockdown resistance locus (kdr) of the voltage gated sodium channel (Vgsc) gene in Culex mosquitoes are associated with knockdown resistance to pyrethroids. RNAseq was used to
sequence the coding region of Vgsc for Culex tarsalis Coquillett and Culex erythrothorax
Dyar, two WNV vectors. The cDNA sequences were used to develop a quantitative reverse
transcriptase PCR assay that detects the L1014F kdr mutation in the Vgsc. Because this
locus is conserved, the assay was used successfully in six Culex spp. The resulting Culex
RTkdr assay was validated using quantitative PCR and sequencing of PCR products. The
accuracy of the Culex RTkdr assay was 99%. The L1014F kdr mutation associated with
pyrethroid resistance was more common among Cx. pipiens than other Culex spp. and was
more prevalent in mosquitoes collected near farmland. The Culex RTkdr assay takes advantage of the RNA that vector control agencies routinely isolate to assess arbovirus prevalence in mosquitoes. We anticipate that public health and vector control agencies may
employ the Culex RTkdr assay to define the geographic distribution of the L1014F kdr mutation in Culex species and improve the monitoring of insecticide resistance that will ultimately
contribute to effective control of Culex mosquitoes.
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Introduction
Many mosquitoes within the Culex genus that are present in California can transmit West Nile
virus (WNV), St. Louis Encephalitis virus (SLEV), and filarial worms to humans and other animals [1]. WNV and SLEV are maintained in a bird-mosquito cycle by mosquitoes such as
Culex pipiens Linneaus and Culex erythrothorax Dyar that preferentially feed on birds. Culex
tarsalis Coquillett, another WNV vector, transition seasonally from ornithophilic to general
feeders or when host availability is constrained [2, 3]. Humans and horses are considered
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dead-end hosts for these arboviruses because they generate low viremia, thereby preventing
onward transmission [4, 5]. There have been over 7000 symptomatic human infections of
WNV since it was introduced to California in 2003 [6, 7]. Vector control agencies interrupt
disease transmission through environmental manipulation, biological or chemical control of
adult and juvenile mosquitoes, and public education. Adulticides (pesticides that target adult
mosquitoes), such as pyrethroids, are used to reduce mosquito abundance and pathogen
transmission.
Pyrethroid insecticides preferentially bind to open voltage gated sodium channels (Vgsc) in
neuronal membranes, preventing their closure. The open Vgsc leaves the membrane depolarized and the neuron unable to transmit signals among cells, resulting in paralysis (i.e., knockdown) and death of the insect [8, 9]. More than 50 knockdown resistance (kdr) mutations in
the sodium channel gene are associated with pyrethroid resistance among arthropods [10].
The most common among Culex species is the L1014F single nucleotide polymorphism (SNP),
which promotes closed state inactivation and knockdown resistance [11, 12].
Pyrethroids are commonly used to control structural and agricultural arthropod pests. The
CDC considers mosquito populations resistant to an adulticide when knockdown or mortality
rates are less than 90% in an adult mosquito bottle bioassay [13]. Increased use of pyrethroids
in agricultural settings may contribute to pyrethroid resistance among a broad range of arthropods [14, 15]. Concerns with widespread pyrethroid resistance in mosquitoes prompted us to
develop a quantitative reverse transcriptase-polymerase chain reaction (RT-qPCR) assay that
detects the L1014F SNP in the kdr locus of Culex species. Our original goal was to develop this
assay for use with Cx. tarsalis, but after comparing the cDNA sequences of other Culex vectors,
we discovered the RT-qPCR assay produced a more conserved template compared to its
DNA-based PCR counterparts [16–18].
Here we describe the development of a Culex RTkdr assay and application of the assay to
map within Alameda County (California, USA) the frequency of the L1014F SNP that is associated with pyrethroid susceptibility (homozygous LL-1014) or resistance (homozygous FF-1014
and heterozygous LF-1014) [11]. The L1014S polymorphism in the kdr loci of the vgsc gene
(heterozygous SF-1014) is associated with resistance to pyrethroid insecticides [19], and was
detected in less than 5% of Cx. pipiens from the East Coast of the USA [16] but was not
assessed by the Culex RTkdr assay because LF-1014 is reportedly more prevalent [5, 11].

Methods
1. Mosquito collection
Adult mosquitoes from the environment were collected overnight from May—October of
2019 in Alameda County (California, USA) using encephalitis vector survey (EVS) traps (catalog number 2801A, BioQuip, Rancho Dominguez, CA) that were baited with dry ice [20]. The
trapped mosquitoes were identified to species using a dissection microscope (Olympus
SMZ800, Tokyo, Japan) and chill table (catalog number 1431, BioQuip, Rancho Dominguez,
CA) [21]. A scientific collection permit was not required because the collections were made by
a mosquito abatement district that was operating under the legislative authority of the California Health and Safety Code § 2040. Field studies did not involve endangered or protected species. The Culex quinquefasciatus Say strains (CqWV-1 and CqWV-2) and Cx. tarsalis strains
(KNWR, (from the Kern National Wildlife Refuge [22, 23]) and Conaway (originally collected
during 2019 in Woodland, California USA (GPS coordinates: 38.647287, -121.668173)) were
maintained in an insectary prior to use [24]. Individual whole mosquitoes were placed into 2
ml microcentrifuge bead mill tubes that contained 2.8 mm ceramic beads (Fisher Scientific,
Waltham, MA) and frozen at -20˚C until use.
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2. Nucleic acid extraction
Individual whole mosquitoes were homogenized in 200 μl of MagMAX Lysis/Binding Buffer
that was diluted 1:2 in phosphate buffer saline for 45 s using a Fisherbrand Bead Mill 24
Homogenizer (Thermo Fisher Scientific, Waltham, MA). Nucleic acid was extracted using the
MagMAX-96 Viral RNA Isolation Kit (which isolates both RNA and DNA) and the KingFisher Duo Prime Purification System programed with the MagMAX Pathogen Standard Volume software protocol as described by the manufacturer (Thermo Fisher Scientific, Waltham,
MA) with the following exceptions: 80 μl of homogenate was extracted, magnetic beads were
washed with 250 μl of wash solution, and the nucleic acid was eluted in 50 μl. Notably, we
employed the same nucleic acid extraction method that is widely used by vector control agencies to test mosquitoes for the presence of arboviruses [25]. Alternatively, RNeasy Plus Mini
Kits (Qiagen, Mississauga, Ontario, Canada) were used to extract nucleic acid from mosquitoes, as recommended by the manufacturer (Qiagen, Mississauga, Ontario, Canada). RNA and
DNA concentration in the samples was measured using a NanoDrop 2000 Spectrophotometer
(ThermoFisher Scientific, Waltham, MA), according to the manufacturer recommendations.

3. RNAseq of Vgsc gene
Vgsc sequences were recovered from the host fraction of a metatranscriptomic RNAseq dataset
derived from total RNA extracted from Cx. erythrothorax (N = 44) and Cx. tarsalis (N = 26)
single mosquitoes collected from across California using EVS traps [26]. Sample collection,
total RNA extraction, and paired-end mNGS RNAseq from each of the single mosquito specimens that served as input data here are described elsewhere ([26]; sequence related archive:
https://www.ncbi.nlm.nih.gov/sra/PRJNA605178). Raw fastq R1 and R2 data from each mosquito RNAseq dataset were first compressed to a unique set of reads sharing < 95% sequence
identity via CD-HIT software [27, 28]. Translated blastx alignment of the resulting R1 and R2
reads with a representative Vgsc protein sequence from Cx. quinquefasciatus (NCBI protein
accession AFW98419.1; [29] was applied to identify deduplicated R1 and R2 reads from each
mosquito sample which showed >50% of their length aligned with >90% identity to the Cx.
quinquefasciatus Vgsc reference sequence. Seqtk software (https://github.com/lh3/seqtk) was
used to compile the separate Cx. erythrothorax and Cx. tarsalis fastq reads that met these criteria from the 44 Cx. erythrothorax or 26 Cx. tarsalis individually deduplicated datasets. Partners
of unpaired reads included in each pool were identified and included to ensure a full complement of paired reads, including additional potentially divergent Vgsc sequences that were not
captured in the alignment step.
A total of 410 Cx. tarsalis input read pairs and 481 Cx. erythrothorax read pairs were carried
forward from this step. Trimmomatic software [30] was used to remove the sequencing library
adapter sequences, along with low quality terminal bases of the reads. The resulting paired-end
pooled datasets were each then separately used as input for SPAdes [31] paired-end de novo
assembly of Vgsc transcripts. To facilitate Vgsc contig coverage analysis, read pools were
aligned back to each of the identified Vgsc contigs via Bowtie2 [32].
The Cx. tarsalis and Cx. erythrothorax contig assemblies were aligned to the NCBI nt and
nr databases via blastn and blastx, respectively, to identify the set of de novo assembled contigs
that corresponded to Vgsc transcripts. The most closely related sequences in NCBI to this contig corresponded to several Culex complete Vgsc nucleotide and protein coding sequences. The
best match was the Cx. pipiens pallens strain SS sodium channel mRNA (NCBI accession numbers KY171978.1 and ARO72116.1), showing >95% overall sequence identity at both the
nucleotide and amino acid level. The Cx. erythrothorax contigs were not joined in the initial de
novo assembly; however, the blastn and blastx alignment termini indicated a short (< 10 bp)
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region of overlapping sequence at the ends of these 2 contigs. Manual joining of these 2 contigs
generated a 6709 bp contig that encodes an uninterrupted open reading frame of 2109 amino
acids, and additional flanking 283 bp of 5’utr and 99 bp of 3’utr sequences. The best match was
the Cx. quinquefasciatus isolate S-Lab sodium channel mRNA, complete cds (NCBI accession
numbers EU817515.1 and ARO72116.1), showing >95% overall sequence identity at both the
nucleotide and amino acid level. The Genbank accession numbers for the recovered Cx. erythrothorax and Cx. tarsalis Vgsc transcript sequences are MW176091 and MW176090, respectively. Resulting assemblies were manually reviewed via Geneious software (version 2019.0.4;
https://www.geneious.com/) to generate final contig consensus sequences.

4. Assessing the kdr SNP genotype using the Culex RTkdr assay
The primer and probe sequences to detect the kdr SNP were designed using Primer3Plus software (Table 1; [33]) with the cDNA sequences of Vgsc from Cx. tarsalis and Cx. erythrothorax
(GenBank No. MW176090 and MW176091, respectively). The probe that detected the L-1014
SNP (RTkdr_TTA) was labeled with fluorescein (FAM) and the probe that detected the F1014 SNP (RTkdr_TTT) was labeled with hexachlorofluorescein (HEX; Integrated DNA Technologies, Coralville, Iowa). Geneious Prime software (Geneious Prime 2022.0.1; https://www.
geneious.com/) was used to align Cx. tarsalis (MW176090), Cx. erythrothorax (MW176091),
Cx. pipiens (KY171978), and Cx. quinquefasciatus (EU817517) with Cx. tarsalis as the reference sequence. BLAST was used to determine the percent identity of each species to the Cx.
tarsalis amplicon sequence. Primers and probes used for the Culex RTkdr assay and subsequent sequencing are indicated on the alignment (Fig 1).
For Culex RTkdr genotyping, the Taqman Fast Virus 1-Step Master Mix (Thermo Fisher
Scientific, Waltham, MA) was prepared as described by the manufacturer using 1 μl of template RNA (48.8–144.8 ng/μl), primers diluted to 900 nM and probes diluted to 250 nM. PCR
plates were vortexed for 10 s at the highest setting, centrifuged for 15 s (MPS 1000 Mini PCR
Plate Spinner, Labnet International, Inc., Edison, NJ) and subsequently analyzed with a QuantStudio 5 Real-Time PCR System (Thermo Fisher Scientific, Waltham, MA) using the Genotyping setting. RT-qPCR cycling conditions were as follows: 50˚C for 5 min, 95˚C for 20 s,
followed by 40 cycles of 95˚C for 3 s and 60˚C for 30 s. Primer and probe concentration and
PCR cycling conditions were optimized to discriminate homozygous and heterozygous genotypes. Allele controls were added in the form of a no template control and a known susceptible
control. A known resistant control was also included for each of the former except Cx. erythrothorax because a resistant specimen of that species was not found in the current study.
Amplification curves were reviewed manually to ensure algorithm accuracy. We defined ΔCT
(Eq 1) as the cycle threshold (CT) of the mutant (RTkdr_TTT) probe–CT wildtype
(RTkdr_TTA) probe [34]. If a probe did not amplify, a CT value of 40 (final cycle number) was
Table 1. Primers and probes. Underlined text indicates the location of the 1014 codon.
Name

Sequence (5’ ! 3’)

Primers
RTSeq_Fwd

ATCTGACGTTTGTGCTCTGC

RTkdr_Fwd

CCTGCATTCCGTTCTTCTTG

RTkdr_Rev

GCGATCTTGTTCGTTTCGTT

Probes
RTkdr_TTA

FAM-GGTTAAGTA/ZEN/CGACTAAGTTTCCTATCACTAC-3IABkFQ

RTkdr_TTT

HEX-GGTTAAGTA/ZEN/CGACAAAGTTTCCTATCACTAC-3IABkFQ

https://doi.org/10.1371/journal.pone.0252498.t001
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Fig 1. Culex RTkdr assay design and alignments. Sequence alignment of Cx. tarsalis (MW176090), Cx. erythrothorax (MW176091),
Cx. pipiens (KY171978) and Cx. quinquefasciatus (EU817517) with Cx. tarsalis (MW176090) as the reference sequence at the kdr locus.
RTkdr primers and probe are depicted in orange and purple, respectively. Disagreements to the consensus sequence are highlighted
while agreements are noted as a dot.
https://doi.org/10.1371/journal.pone.0252498.g001

used to calculate ΔCT values. Amplification curve characteristics were used provisionally to
determine the kdr genotype by plotting the fluorescence emission intensity of the reporter dye
subtracted by the baseline signal (ΔRn) against cycle number. K-means cluster analysis was
used subsequently to categorize kdr genotype by ΔCT values by setting the number of clusters
to 3 (one for each potential kdr genotype) and fewer than 10 iterations to evaluate changes in
clustering centers using IBM SPSS Statistics software (software version 25; IBM, Armonk, NY
USA).
Eq 1:
DCT ¼ CTRTkdr

TTT

CTRTkdr

TTA

5. Insecticide susceptibility assays
CDC bottle bioassays were conducted to evaluate the resistance of adult female mosquitoes to
insecticides, according to CDC guidelines [13]. Three replicate bottles were evenly coated with
1 ml of technical grade insecticide (43 μg permethrin or 22 μg deltamethrin) that was diluted
in acetone. Control bottles contained only acetone diluent. The diluent was evaporated from
the bottles in the dark at room temperature. Adult female mosquitoes were transferred to the
bottles (21–23 mosquitoes per bottle), and the number of knocked down mosquitoes was
recorded at 15 min intervals for 120 min. A mosquito was recorded as knocked down if it
could not stand unaided when the bottle was gently rotated; otherwise, the mosquito was
counted as not knocked down. Mosquitoes from one replicate bottle of the Conaway strain
were separated as knocked down or not, tested with the Culex RTkdr assay, and the RT-PCR
products sequenced (described below). Resistance ratios were calculated using the proportion
of knocked down mosquitoes at the 45 min time point when average knockdown was less than
100% with those from the Conaway strain in the denominator. Fisher’s Exact Test was used to
evaluate associations between kdr genotype and knockdown status (i.e., whether the mosquitoes were knockdown or not) using IBM SPSS Statistics software (software version 25; IBM,
Armonk, NY USA).

6. Assessing the Culex RTkdr assay using Cx. pipiens quantitative PCR
(qPCR) Taqman assay
The Cx. pipiens quantitative PCR (qPCR) Taqman assay that was developed previously and
used genomic DNA as the template [17] was utilized to assess the Culex RTkdr assay using Cx.
pipiens individuals that were collected with EVS traps in the field (N = 75). The protocol for
the Taqman Multiplex Master Mix (ThermoFisher Scientific, Waltham, MA) was followed
with the following modifications: BSA was excluded and nucleic acid that was isolated using
the MagMAX-96 Viral RNA Isolation Kit (described above) was used as the template. Discordant samples were evaluated by Sanger sequencing the PCR products.
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7. Sanger sequencing of RT-PCR products
A primer upstream of the L1014 SNP in the Cx. tarsalis cDNA sequence (RTseq_Fwd) was used
with the RTkdr_Fwd primer to produce a 373 bp RT-PCR product for sequencing (Table 1, Fig
1). The RTkdr_Fwd primer was too near to the L1014F SNP to be used for sequencing. Primer,
probe and template concentrations and RT-PCR cycling conditions to generate PCR products for
sequencing were as described above. RT-PCR products were submitted to Elim Biopharmaceuticals (Hayward, CA) for PCR cleanup and Sanger sequencing. Sequences were aligned to the Cx.
tarsalis Vgsc mRNA sequence using MUSCLE [35] to locate the kdr SNP. Chromatograms were
examined using 4Peaks software (Nucleobytes, Amsterdam, The Netherlands).

8. Assessing the geographic distribution of the kdr SNP
Tableau Software (Seattle, WA) was used to map the geographic distribution of the L1014F kdr
mutation in mosquitoes that were collected in Alameda County (CA, USA) using EVS traps.
The base map used in Tableau Software was the Topo Base Map from the United States Geological Survey [36]. Allelic data for mosquitoes that were collected within 1 km of each other
were combined. The trap sites were binned into two geographic regions, bayside and inland,
that are separated by the San Francisco East Bay Hills, a natural boundary that limits movement of mosquitoes between the two regions. The distribution of alleles that are associated
with susceptibility or resistance to pyrethroid insecticides (LL-1014, LF-1014, and FF-1014)
was assessed by mosquito species and by geographic region (inland and coastal) within Alameda County. The resistance allele frequency (F(FF,LF)) in each population was estimated using
Eq 2 where NFF was the number of FF-1014 mosquitoes, NLF was the number of LF-1014 mosquitoes, and N the mosquito population size.
Eq 2. Equation for calculating frequency of the kdr SNPs that are associated with resistance
to pyrethroid insecticides.
FðFF;LFÞ ¼ ð2NFF þ NLF Þ=2N
Associations between genotype (Y; LL-1014, LF-1014, or FF-1014) mosquito species
(Species; Cx. tarsalis, or Cx. pipiens), region of collection (Region; bayside or coastal), and
land use surrounding the collection site (LandUse; wildlife, urban, industrial, or agriculture) were estimated using an ordinal logistic regression model with the ordered outcome
categories of LL-1014, LF-1014, and FF-1014 [37, 38]. Culex erythrothorax was excluded
from models because no resistant alleles (LF-1014 or FF-1014) were observed in this study
for that species. Models were fit using the polr function from the MASS [39] package in R
Software (version 3.5.0; [40]) and used to estimate unadjusted and adjusted odds ratios
(OR) for each variable. Adjusted odds ratios were derived from a saturated model that
included all covariates at once (Eq 3) whereas unadjusted odds ratios were derived from
models with only the covariate of interest included (S1 File includes the R Software code
that was used for the models). Confidence intervals that did not cross the null (OR = 1)
indicated that the association was significant. P-values were estimated by comparing t-values from each regression model to a standard normal distribution (S1 File). Figures were
generated using Prism (GraphPad Software, San Diego, CA) or ggplot2 software [41].
Eq 3. Ordinal logistic regression saturated model
logit ðPðY � jÞÞ ¼ b0j
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Results & discussion
1. Sequence alignments
RNAseq of the mosquito fraction from the metagenome recovered a single 6878 bp Cx. tarsalis
contig and two 6364 bp and 506 bp Cx. erythrothorax contigs that contained Vgsc sequences.
The Cx. tarsalis 6878bp contig encompassed an uninterrupted 2113 amino acid open reading
frame, with additional 5’ 321 bp and 3’ 218 bp flanking terminal sequences. The Vgsc -1 cDNA
sequences for Cx. erythrothorax (GenBank No. MW176091), Cx. pipiens (GenBank No.
KY171978) and Cx. quinquefasciatus (GenBank No. EU817517) were aligned to Cx. tarsalis
(GenBank No. MW176090) using blastn. There was 96% identity for Cx. pipiens and Cx. quinquefasciatus while Cx. erythrothorax had 100% identity to Cx. tarsalis across the amplicon
region. The forward and reverse primers matched 100% for all three species. There were two
mismatched nucleotides between the probes and template for Cx. pipiens and Cx. quinquefasciatus in the Culex RTkdr assay (Fig 1). However, the mismatches did not prevent the probes
from interacting with the template to produce amplification curves and ΔRN values in the
Culex RTkdr assay (Fig 2, S1 Fig).

Fig 2. Amplification plots of the Culex RTkdr assay for adult Cx. pipiens and Cx. tarsalis captured in Alameda County using encephalitis vector
survey traps. Amplification plots (ΔRN vs Cycle Number) with the RTkdr_TTA probe labeled in blue and RTkdr_TTT probe in red. Genotype
assignments based upon whether one or both probes amplified in a Culex RTkdr assay, and subsequently confirmed using ΔCT values (see Fig 3). (A)
Culex pipiens homozygous LL-1014 (B) Culex pipiens heterozygous LF-1014 (C) Culex pipiens homozygous FF-1014 (D) Culex tarsalis homozygous
LL-1014 (E) Culex tarsalis heterozygous LF-1014 (F) Culex tarsalis homozygous FF-1014.
https://doi.org/10.1371/journal.pone.0252498.g002
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2. Interpreting Culex RTkdr assay results
The kdr genotypes were provisionally assigned for Cx. pipiens and Cx. tarsalis based upon
whether there was a substantial increase in the fluorescence of FAM, HEX, or both (Fig 2), as
was done previously for a quantitative PCR assay that used genomic DNA to assess kdr genotypes in Cx. pipiens pallens [17]. For the Culex RTkdr assay, increased FAM fluorescence indicated a homozygous LL-1014 genotype (Fig 2A and 2D) and substantially increased HEX
fluorescence indicated a homozygous FF-1014 genotype (Fig 2D and 2F). A similar quantity of
FAM and HEX fluorescence indicated that the specimen had a heterozygous LF-1014 genotype
(Fig 2B and 2E). The ΔCT values that were generated using the Culex RTkdr assay used to
assign a kdr genotype to individual mosquitoes. To do so, ΔCT values from the Culex RTkdr
assay were analyzed using k-means cluster analysis to determine cluster centers for each kdr
genotype category (genotype FF-, LF-, or LL-1014; N = 264 and 360 ΔCT values for Cx. pipiens
and Cx. tarsalis, respectively). Convergence of the change in k-means cluster centers for ΔCT
values was achieved in 7 iterations for each species. The final cluster centers (i.e., median ΔCT
values) for Cx. pipiens were -13.212, -0.871, and 12.691; while for Cx. tarsalis they were -2.944,
-0.089, and 3.107. For Cx. pipiens, ΔCT values greater than 5.0 were categorized as LL-1014,
ΔCT values less than -4.0 were LF-1014, and ΔCT values between 4.9 and -2.0 were LF-1014
(Fig 3A). For Cx. tarsalis, ΔCT values greater than 2.0 were categorized as LL-1014, ΔCT values
less than -2.0 were LF-1014, and ΔCT values between 1.0 and -1.0 were LF-1014 (Fig 3B). The
ΔCT values had a significant impact on assigning the kdr genotype in the k-means cluster analysis (ANOVA, Cx. pipiens: F(2, 261) = 23644.6, p < 0.001; Cx. tarsalis: F(2, 357) = 1228.5,
p < 0.001). ΔCT values for Cx. erythrothorax resembled those for the LL-1014 genotype of Cx.
tarsalis, and was the only genotype detected for that species.
Atypical amplification curves were occasionally observed for Cx. pipiens samples (<5% of
total), suggesting these mosquitoes may have been misidentified and were instead Cx. erythrothorax. Culex pipiens and Cx. erythrothorax are morphologically similar and can be mistaken for each other [4]. To determine if the Cx. pipiens with uncharacteristic amplification
curves may have been misidentified, we tested them using the Cx. pipiens qPCR assay that only
produces a PCR product with DNA isolated from Cx. pipiens or Cx. quinquefasciatus [17].
Each of those samples failed to amplify a product with the Cx. pipiens qPCR assay, providing
additional evidence that the mosquitoes may have indeed been Cx. erythrothorax.
Culex tarsalis, Cx. pipiens, and Cx. erythrothorax were the most prevalent Culex species collected during the study period. We also tested Cx. quinquefasciatus (strains CqWV-1 and
CqWV-2), Culex stigmatosoma Dyar, and Culex apicalis Adams. The low sample size for these
species did not allow us to determine ΔCT value ranges for assigning a kdr genotype as was
done for Cx. pipiens and Cx. tarsalis (Fig 3). However, the amplification curves (S1 Fig) suggest
that the Culex RTkdr assay may be effective for those species as well, but additional validation
would be needed to confirm. Amplification curves from the Culex RTkdr assay for Cx. quinquefasciatus demonstrate that individuals of the strain CqWV-1 had the LL-1014 kdr genotype
and may be susceptible to pyrethroids, while CqWV-2 had the FF-1014 genotype and may be
relatively resistant to pyrethroids. Bottle bioassays would need to be conducted with both
strains to determine whether the kdr genotype confers functional resistance to pyrethroids.

3. Assessing assay efficacy
3.1 Insecticide susceptibility assays. Two laboratory strains of Cx. tarsalis (KNWR and
Conaway) were assessed for susceptibility to permethrin or deltamethrin using CDC bottle
bioassays. Both insecticides are routinely used by vector control agencies to reduce the abundance of adult Culex spp. mosquitoes, and resistance to these insecticides was present in
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Fig 3. Genotype of Cx. pipiens and Cx. tarsalis at kdr locus. Violin plots showing ΔCT values by kdr genotype for Cx. pipiens
(A) and Cx. tarsalis (B). Ellipses indicate ΔCT values and dash lines within each violin plot indicate median ΔCT values. Red
indicates homozygous (FF-1014) yellow indicate heterozygous (LF-1014), and blue indicate homozygous (LL-1014)
genotypes.
https://doi.org/10.1371/journal.pone.0252498.g003

mosquitoes that were collected from the field [19, 24, 42]. Knockdown in the CDC bottle bioassay was on average less than 5% for mosquitoes placed in bottles that contained only diluent.
At the 60 min time point, all KNWR strain mosquitoes displayed the knockdown behavior in
response to permethrin and deltamethrin (Fig 4). At the 45 min time point, when the average
knockdown was less than 100% for all treatments, the Conaway strain was 54.5- and 58.8-fold
more resistant to permethrin and deltamethrin, respectively. Resistance ratios of these magnitudes indicate that the Conaway strain was highly resistant to the insecticides. At 120 min,
15 ± 5% of the Conaway strain mosquitoes were knocked down in response to permethrin and
25 ± 10% to deltamethrin (Fig 4). The US Centers for Disease Control and Prevention classifies
a population as potentially resistant when knockdown or mortality in a CDC bottle bioassay is
below 90% at two hours (120 min) after exposure to the insecticide [43, 44]. Deltamethrin and
permethrin were equally effective in knocking down the KNWR strain mosquitoes (Fig 4, blue
regression lines; ANCOVA, F (1,26) = 0.001, p = 0.9212). The regression line slopes for the
Conaway strain mosquitoes exposed to permethrin or deltamethrin were similar as well, pointing to the insecticides also having similar efficacy in the Conaway strain mosquitoes (Fig 4, red
regression lines; ANCOVA, F (1,50) = 2.804, p = 0.1003). However, the slope of the regression
lines were significantly different for the Conaway and KNWR strain mosquitoes that were
exposed to permethrin or deltamethrin (Fig 4; permethrin: square symbols; ANCOVA; F
(1,38) = 267.6, p < 0.0001; deltamethrin: elliptical symbols; F (1,38) = 53.37, p < 0.0001), suggesting that the Conaway strain mosquitoes were more resistant to both pyrethroid insecticides (Fig 4, Conaway: red regression lines; KNWR: blue regression lines). Cross-resistance to
permethrin and deltamethrin occurs in field-collected populations of Cx. quinquefasciatus,
although deltamethrin is often slightly more effective than permethrin at knocking down mosquitoes [45, 46]. Although not evaluated herein, synergists can be included with pyrethroids to
inhibit cytochrome P450 monooxygenases (CYP) and increase knockdown in mosquitoes
[47]. However, when multiple insecticide resistance pathways are present, such as increased
CYP expression and mutant kdr genotypes, adding synergists to pyrethroids may not be sufficient for controlling highly resistant mosquitoes [48].
The kdr genotype of the Conaway strain mosquitoes from the permethrin and deltamethrin
bottle bioassays was determined using the Culex RTkdr assay. The results of the Culex RTkdr
assay were compared to those obtained by Sanger sequencing the RT-PCR products that were
generated using the RTSeq_Fwd and RTSeqkdr_Rev primers. All of the mosquitoes that were
not knocked down after exposure to permethrin or deltamethrin were FF-1014 in the Culex
RTkdr assay (Table 2). Of those mosquitoes that were knocked down, 60% and 57% of those
that were exposed to permethrin or deltamethrin, respectively, had the FF-1014 genotype, with
the remainder having a genotype that is associated with resistance to pyrethroids. The Culex
RTkdr assay and Sanger sequencing results agreed for each sample except for six individuals
that were indicated as LF-1014 by the Culex RTkdr assay, but sequencing showed them to be
SF-1014 (Table 2, Fig 5). The LF-1014 genotype is associated with resistance to pyrethroids
[11] while the SF-1014 genotype, which is not detected by the Culex RTkdr assay, is associated
with cross-resistance between pyrethroids and DDT [16]. DDT was banned by the US Environmental Protection Agency during 1972, but persists in the environment [49] and may have
exerted a selective pressure on mosquitoes in the Conaway rice field that contributed to propagating the SF-1014 genotype.
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Fig 4. Bottle bioassay of Cx. tarsalis strains KNWR and Conaway with permethrin or deltamethrin. Closed squares indicate bottle
bioassays using permethrin and open circles indicate deltamethrin bottle bioassays. Blue symbols and regression lines denote bottle
bioassays with KNWR strain Cx. tarsalis, and red symbols and regression lines indicate bottle bioassays with Conaway strain Cx. tarsalis.
Deltamethrin symbols are offset by 2 min for clarity. Equation of lines: Deltamethrin: susceptible KNWR strain, Y = 1.785–X—6.627 (R2 =
0.7403); resistant Conaway strain, Y = 0.1977� X– 4.588 (R2 = 0.3585); Permethrin: susceptible KNWR strain, Y = 1.818–X—1.553 (R2 =
0.9283); resistant Conaway strain, Y = 0.0870� X– 2.156 (R2 = 0.3584).
https://doi.org/10.1371/journal.pone.0252498.g004

Table 2. Genotype of the Conaway strain mosquitoes from the bottle bioassays. Percentage values are for each knockdown state (No or Yes) in the bottle bioassay,
number of mosquitoes are in parenthesis and superscripts indicate if the genotype was determined with the Culex RTkdr Assay and confirmed with Sanger sequencinga, or
only Sanger sequencingb.
Genotype from Culex RTkdr Assaya or Sequencingb
Insecticide in assay

a

Knockdown after 120 min

LL-1014

Permethrin
Deltamethrin

LF-1014a

FF-1014a

SF-1014b

No

0% (0)

0% (0)

100% (11)

0% (0)

Yes

7% (1)

13% (2)

60% (9)

20% (3)

No

0% (0)

0% (0)

100% (12)

0% (0)

Yes

0% (0)

27% (4)

57% (8)

20% (3)

https://doi.org/10.1371/journal.pone.0252498.t002
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Fig 5. Chromatogram showing the SF-1014 (i.e., L1014S) heterozygote in the Conaway strain mosquitoes.
https://doi.org/10.1371/journal.pone.0252498.g005

Fisher’s exact test (2-sided) was used to determine if there was a significant association
between kdr genotype and knockdown status for Conaway strain mosquitoes that were
exposed to permethrin or deltamethrin in the CDC bottle bioassay (Table 2). For mosquitoes
exposed to deltamethrin, there was a significant association between the two variables
(p = 0.005), while there was not a significant association for mosquitoes exposed to permethrin
(p = 0.138). The small sample size and lack of all genotypes in the two bioassay outcomes
(knockdown or not) limits the conclusions that can be drawn. However, we demonstrate that
determining the kdr genotype of mosquitoes from a bottle bioassay is feasible using the Culex
RTkdr assay. These limited results suggest that there was an association between kdr genotype
and knockdown status for Conaway strain mosquitoes exposed to deltamethrin in a CDC bottle bioassay with the FF-1014 kdr genotype predominating in individuals that were knocked
down. Vector control agencies can quickly detect arbovirus-infected mosquitoes if they
employ rapid antigen-based tests or quantitative PCR, obtaining test results in minutes to
hours after the mosquitoes are collected. The susceptibility of mosquitoes to an insecticide
must be considered if the insecticide application is to be efficacious, and public health protected [50]. The CDC bottle bioassay is considered by the CDC to be an effective test for assessing the susceptibility of a field-collected population of mosquito to an insecticide [50].
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Table 3. Assessing the Culex RTkdr assay using a Cx. pipiens qPCR Taqman assay.
Culex RTkdr

Assay

Cx. pipiens qPCR

SNP Genotype

LL-1014

LF-1014

FF-1014

LL-1014

LF-1014

FF-1014

N

23

26

23

23

23

26

https://doi.org/10.1371/journal.pone.0252498.t003

However, conducting CDC bottle bioassays is relatively labor-intensive, and may not be feasible in the time frame needed to engage mosquito control efforts in a timely manner, particularly if sufficient quantities of adult female mosquitoes cannot be collected from where the
arbovirus-infected mosquitoes are discovered. Molecular tests of insecticide susceptibility,
such as the Culex RTkdr assay, provide rapid results that may indicate whether a population of
mosquitoes is likely to be resistant to a pyrethroid insecticide, thereby serving as a potential
proxy for the CDC bottle bioassay.
3.2 Comparison of Culex RTkdr assay with Cx. pipiens qPCR Taqman assay. To determine the fidelity of the Culex RTkdr assay, individual Cx. pipiens mosquitoes that were collected
using EVS traps were evaluated with the Culex RTkdr assay using an RNA template and the Cx.
pipiens qPCR assay using a genomic DNA template. Three specimens (4%) that failed to amplify
a product after 30 PCR cycles in the Culex RTkdr assay were excluded. Of the remaining mosquitoes, 69/72 (96%) were concordant across both assays (Table 3). Discordant results were
sequenced to determine the correct kdr genotype. Sanger sequencing chromatograms for the
three (4%) discordant samples indicated the mosquitoes were heterozygous and in agreement
with the Culex RTkdr results, demonstrating that the Culex RTkdr assay was highly accurate.
3.3 Comparing the Culex RTkdr assay with Sanger sequencing. The kdr genotype determinations that were made using the Culex RTkdr assay were compared to those obtained by
Sanger sequencing RT-PCR products that were generated using RTSeq_Fwd RTkdr_Rev primers. Across five Culex species that were collected using EVS traps (Cx. pipiens, Cx. tarsalis, Cx.
erythrothorax, Cx. stigmatosoma, and Cx. apicalis) greater than 99% of the field-collected specimens were concordant between the Sanger sequencing and Culex RTkdr assay results
(N = 190; Table 4). The single discordant sample was misidentified as FF-1014 by the Culex
RTkdr assay, but the chromatogram revealed two peaks at the SNP location, indicating the
mosquito was LF-1014. Two strains of Cx. quinquefasciatus were assessed similarly, with the
results from the Culex RTkdr assay and Sanger sequencing agreeing for all individuals that
were assesses (Table 4). Using the sequencing results as the correct result, we found the accuracy of the Culex RTkdr assay was greater than 99%. High accuracy is common among both
qPCR and RT-qPCR assays [51, 52].
Table 4. Validating the Culex RTkdr assay by Sanger sequencing RT-PCR products. Homozygous LL-1014 (LL),
heterozygous LF-1014 (LF), homozygous FF-1014 (FF).
Culex RTkdr Assay

Species (N)

Sanger Sequencing

LL

LF

FF

LL

LF

FF

Cx. pipiens (51)

17

13

21

17

13

21

Cx. tarsalis (97)

18

17

62

18

18

61

Cx. erythrothorax (16)

16

0

0

16

0

0

Cx. quinquefasciatus CqWV-1 (10)

10

0

0

10

0

0

Cx. quinquefasciatus CqWV-2 (10)

0

0

10

0

0

10

Cx. stigmatosoma (5)

5

0

0

5

0

0

Cx. apicalis (1)

0

0

1

0

0

1

Total (190)

66

30

94

66

31

93

https://doi.org/10.1371/journal.pone.0252498.t004
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Fig 6. Geographic distribution of the kdr genotypes for (A) Cx. pipiens and (B) Cx. tarsalis, and (C) land use types in
Alameda County. (A, B) The size of each pie chart indicates the relative number of mosquitoes that were assessed for
the kdr genotype at each site. The kdr genotypes are color coded as: blue for LL-1014, yellow for LF-1014 and red for
FF-1014. (C) Locations of land use types in Alameda County where EVS traps were placed to collect mosquitoes (green
ellipse indicate an agricultural site, yellow an industrial site, orange an urban site and blue a wildlife site).
https://doi.org/10.1371/journal.pone.0252498.g006

5. Geographic distribution of a kdr allele: Case study
The Culex RTkdr assay was used to assess the geographic distribution of the L1014F mutation
in Alameda County (Fig 6A and 6B). Among the Culex spp. individuals that were tested, 26.2%
were homozygous FF-1014, 20.6% were heterozygous LF-1014, and 53.3% were homozygous
LL-1014 (N = 1383 mosquitoes). Ordinal logistic regression was used to determine associations between genotype, mosquito species, region of collection and land use type (agricultural,
industrial, urban and wildlife). There was a greater proportion of agricultural sites within the
inland region relative to bayside (33% and 4%, respectively; Fig 6C). The bayside region had a
greater proportion of wildlife sites compared to the inland region (35% and 10%, respectively;
Fig 6C). Because the L1014F kdr mutation was not found in Cx. erythrothorax, ordinal logistic
regression models were fit only to Cx. pipiens and Cx. tarsalis data. The overall resistant allele
frequency (F(FF,LF)) was highest among Cx. pipiens (0.57), low for Cx. tarsalis (0.15) and not
present for Cx. erythrothorax (0.00; Table 5). Culex pipiens had 8.99 times greater odds of
being LF-1014 or FF-1014 compared to Cx. tarsalis (Table 5, 95%CI: 6.96–11.69). Adjusting
for region and land use type increased the association between resistance and Cx. pipiens
(Table 5; OR: 11.01 (8.36–14.63)) suggesting an association present between Cx. pipiens mosquitoes and higher levels of resistance. The inland region had a higher F(FF,LF) compared to the
bayside region for both Cx pipiens and Cx. tarsalis (Fig 7). Culex erythrothorax was not present
in the inland region during the study period and all bayside Cx. erythrothorax were homozygous LL-1014.
High resistant allelic frequencies were found previously in Cx. pipiens complex mosquitoes
[11, 53]. Culex erythrothorax reproduce in heavily vegetated regions of shallow ponds and can
be highly abundant in marsh habitats [54, 55]. While Cx. erythrothorax were typically found in
bayside wetlands, Cx. pipiens and Cx. tarsalis were both present inland, yet the L1014F mutation associated with pyrethroid resistance was more common for Cx. pipiens. Waterways near
Table 5. Genotypes detected, F(FF,LF), unadjusted and adjusted odds ratios among species, geographic region and land use type. Homozygous LL-1014 (LL), heterozygous LF-1014 (LF), homozygous FF-1014 (FF).
Variable

Genotype
N

LL

LF

Odds Ratio, OR (95% CI)
FF

F(FF,LF)

Unadjusted

Adjusted
NA

Species
Cx. erythrothorax

126

126

0

0

0

NA

Cx. tarsalis

507

401

57

49

0.15

Ref

Ref

Cx. pipiens

744

208

226

310

0.57

8.99 (6.98–11.69, p < 0.001)

11.01 (8.36–14.63, p < 0.001)

Bayside

744

519

136

89

0.21

Ref

Ref

Inland

633

216

147

270

0.54

3.92 (3.15–4.89, p < 0.001)

4.89 (3.79–6.33, p < 0.001)

Wildlife

484

296

94

94

0.29

Ref

Ref

Urban

303

123

80

100

0.46

1.95 (1.47–2.58, p < 0.001)

0.96 (0.70–1.32, p = 0.817)

Industrial

449

251

83

115

0.35

1.13 (0.87–1.46, p = 0.367)

0.77 (0.57–1.03, p = 0.080)

Agriculture

141

65

26

50

0.45

1.74 (1.21–2.53, p = 0.003)

0.89 (0.58–1.37, p = 0.604)

Region

Land use type

https://doi.org/10.1371/journal.pone.0252498.t005
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Fig 7. Resistant allele frequency (F(FF,LF)) of the L1014F kdr mutation by species and region. Bright blue, dark blue and medium blue
bars represent F(FF,LF) for Cx. erythrothorax, Cx. pipiens and Cx. tarsalis, respectively. The F(FF,LF) for bayside Cx. pipiens and Cx. tarsalis
was 0.375 ± 0.018 and 0.0840 ± 0.012, respectively. The F(FF,LF) for inland Cx pipiens and Cx. tarsalis was 0.749 ± 0.016 and 0.230 ± 0.016,
respectively.
https://doi.org/10.1371/journal.pone.0252498.g007

agricultural fields can contain high levels of pyrethroids that contaminate the water and sediment. Similar levels of pyrethroid contamination have been observed in the urban creeks and
storm drain outfalls of California that likely originated from residential turf and structural pest
control efforts [27, 56]. Because immature Cx. pipiens and Cx. tarsalis can develop in urban
waterways, persistent exposure to pyrethroids in the water and sediment may have exerted a
selective pressure to establish the LF-1014 and FF-1014 genotypes that were observed.
Mosquitoes from inland regions of Alameda County had elevated odds of having the
L1014F SNP that is associated with pyrethroid resistance (Table 5; OR: 3.92 (3.15–4.89,
p < 0.001)). Adjusting for species and land use type increased the association between genotypes that are linked to pyrethroid resistance (LF-1014 and FF-1014) and mosquitoes that were
collected from inland sites (OR: 4.89 (3.79–6.33, p < 0.001)), suggesting an association
between inland mosquitoes and potential for higher levels of pyrethroid resistance. Unadjusted
odds ratios showed evidence of an association between resistant genotypes (LF-1014 and FF1014) and urban or agriculture land use types (Table 5; ORurban: 1.95 (1.47–2.58, p < 0.001),
ORagriculture: 1.74 (1.21–2.53, p = 0.003)), but these associations were not significant when
adjusting for species and region (Table 5; ORurban: 0.96 (0.70–1.32, p = 0.817), ORagriculture:
0.89 (0.58–1.37, p = 0.604)). Pesticides are used in California (USA) predominantly to control
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agricultural and structural pests; public health use of pesticides accounts for less than 1% of the
total [57]. The California Pesticide Information Portal (CPIP) shows that the top uses of pyrethroids in Alameda County were for structural pest control, wine grapes, almonds, and brussels sprouts [58]. Although the CPIP did not specify townships where insecticides are applied
for structural pest control, CPIP and Pesticide Use Report (PUR) pointed to locations within
the inland region of Alameda County with insecticide applications for agriculture. Agriculture
is more widely practiced within the inland region of Alameda County relative to the bayside
region of Alameda County. Studies of Anopheles gambiae, the malaria mosquito, suggest that
insecticides from agriculture likely contribute to insecticide resistance [28, 59, 60]. A similar
pattern of pyrethroid use in agriculture cooccurring with pyrethroid resistance was observed
in Cx. pipiens and Cx. tarsalis, two important vectors of WNV in North America.

Conclusion
We developed a high throughput RT-qPCR assay that was accurate in six Culex spp. for detecting the L1014 kdr mutation. DNA-based assays that detect the L1014 SNP in Culex spp. are
available [16–18], some of which rely upon Sanger sequencing a PCR product. A genomic
DNA-based quantitative PCR assay was previously reported that identified the L1014F SNP in
the kdr loci of Culex pipiens [17]. While it is of use for that species, unlike the Culex RTkdr
assay reported herein, it is unlikely able to detect the mutation in other Culex spp. as those
primers span an intron region, which is not conserved across species. Because the primers and
probes of the Culex RTkdr assay bind to a conserved region of an exon, it was effective for six
Culex spp. (Table 4). The previously reported DNA-based quantitative PCR [17] and Culex
RTkdr assays had similar accuracy. An advantage of the Culex RTkdr assay over others is that
RNA rather than DNA is used. This allows vector control workers to utilize the same nucleic
acid purification and quantitative RT-PCR reagents that they routinely use to assess arbovirus
prevalence in mosquitoes, thereby conserving public funds. Utilizing the Culex RTkdr assay
rather than individual DNA-based assays for each species simplifies the workflow of vector
control labs and saves agencies from needing to develop additional standard operation procedures and worker proficiency assessments.
Like all PCR-based assays, the Culex RTkdr assay is not without limitations. The assay did
not detect the SF-1014 SNP in the kdr locus (i.e., L1014S) that was discovered by sequencing
the RTkdr assay PCR product from the Conaway strain (Fig 5) and previously in Cx. pipiens
complex mosquitoes [16]. However, the L1014F allele is the most common SNP in the Vgsc to
be associated with resistance to pyrethroid insecticides [5]. The Culex RTkdr assay also does
not account for other pyrethroid resistance mechanisms such as overexpression or mutation
of CYP9M10. Overexpression of CYP9M10 allows for increased detoxification of pyrethroids
by this cytochrome P450 monooxygenase [5, 47]. The Culex RTkdr assay was extensively validated for only Cx. pipiens, Cx. tarsalis and Cx. erythrothorax mosquitoes because we had a limited number of other Culex species available for the study. However, preliminary results
suggest the assay performs for Cx. quinquefasciatus, Cx. apicalis and Cx. stigmatosoma. Lastly,
the Culex RTkdr assay performs well using Northern California mosquitoes, but regional
genetic diversity may prevent the assay from detecting the L1014F mutation in Culex species
worldwide. Promisingly, the variations within the non-coding region should not limit the
assay as the Culex RTkdr exploits reverse transcriptase that converts RNA to cDNA, thus noncoding regions are excluded from the template. More research is needed to determine whether
this assay could be applied to mosquitoes collected outside of California.
Despite public health pesticide applications accounting for <1% of statewide pesticide use
from 1993–2007, and with Alameda County Mosquito Abatement District having applied less
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than 300 milliliters of adulticide in the decade covering 2010 to 2020, pyrethroid resistance
remains a concern [57]. Commercial use of insecticides for both structural and agricultural
pest control may contribute to higher pyrethroid resistance in mosquitoes from the inland
region. In countries that ceased pyrethroid applications by vector control agencies, resistance
remained high, likely due to household insecticides that contain pyrethroids [61, 62].
It may be possible to employ the approach used to develop the Culex RTkdr assay for other
mosquito species. The Vgsc sequences of Aedes aegpti Linnaeus and Aedes albopictus Skuse
have a high percent nucleotide identity around the V1016G kdr mutation, suggesting the
development of an Aedes RTkdr assay may be possible [52]. Application of pyrethroids to a
resistant population can potentially drive heterozygous populations (LF-1014) to the homozygous resistant genotype (FF-1014), thereby increasing the frequency of FF-1014 as ineffective
insecticides are released into the environment. Prior to the development of this Culex RTkdr,
there was no quantitative PCR assay to detect the L1014F mutation in Cx. tarsalis. The development of our Culex RTkdr assay satiates the need for a simple and reliable PCR-based assay
for detecting a marker of pyrethroid resistance in Cx. tarsalis. We hope the assay will improve
testing for pyrethroid resistance among Culex species.
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S1 File. Code used in R software to assess geographic distribution of LL-1014, LF-1014,
and FF-1014 in Cx. pipiens and Cx. tarsalis that were collected in Alameda County using
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S1 Fig. Culex RTkdr assay amplification plots for (A) Cx. quinquefasciatus strain CqWV-1
(N = 10, each was LL-1014), (B) Cx. quinquefasciatus strain CqWV-2 (N = 10, each was FF1014), (C) Cx. stigmatosoma (N = 3, each was LF-1014), and (D) Cx. apicalis (N = 3, two were
FF-1014, one was LF-1014).
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of pesticides selects pyrethroid resistance within Anopheles gambiae s.l. populations from cotton growing areas in Burkina Faso, West Africa. PLoS ONE 12(3): e0173098. 2017. https://doi.org/10.1371/
journal.pone.0173098 PMID: 28253316

16.

Zhou L, Lawrence GG, Vineis JH, McAllister JC, Wirtz RA, Brogdon WG. Detection of Broadly Distributed Sodium Channel Alleles Characteristic of Insect Pyrethroid Resistance in West Nile Virus Vector
Culex pipiens Complex Mosquitoes in the United States. Journal of Medical Entomology. 2009; 46
(2):321–7. https://doi.org/10.1603/033.046.0217 PMID: 19351083

17.

Chen L, Zhong D, Zhang D, Shi L, Zhou G, Gong M, et al. Molecular Ecology of Pyrethroid Knockdown
Resistance in Culex pipiens pallens Mosquitoes. PLOS ONE. 2010; 5(7). https://doi.org/10.1371/
journal.pone.0011681 PMID: 20657783

18.

Song F, Cao X, Zhao T, Dong Y, Lu B. Pyrethroid resistance and distribution of kdr allele in Culex
pipiens pallens in north China. International Journal of Pest Management. 2007; 53(1):25–34. https://
doi.org/10.1080/09670870601002625

PLOS ONE | https://doi.org/10.1371/journal.pone.0252498 August 8, 2022

19 / 22

PLOS ONE

Pyrethroid resistance marker assay for Culex mosquitoes

19.

Rai P, Saha D. Occurrence of L1014F and L1014S mutations in insecticide resistant Culex quinquefasciatus from filariasis endemic districts of West Bengal, India. PLoS Negl Trop Dis. 2022; 16(1):
e0010000. Epub 20220113. https://doi.org/10.1371/journal.pntd.0010000 PMID: 35025867.

20.

Russell RC. The relative attractiveness of carbon dioxide and octenol in CDC-and EVS-type light traps
for sampling the mosquitoes Aedes aegypti (L.), Aedes polynesiensis Marks, and Culex quinquefasciatus Say in Moorea, French Polynesia. J Vector Ecol. 2004; 29(2):309–14. PMID: 15707289

21.

Cook S, Moureau G, Harbach RE, Mukwaya L, Goodger K, Ssenfuka F, et al. Isolation of a novel species of flavivirus and a new strain of Culex flavivirus (Flaviviridae) from a natural mosquito population in
Uganda. J Gen Virol. 2009; 90(Pt 11):2669–78. Epub 20090805. https://doi.org/10.1099/vir.0.014183-0
PMID: 19656970; PubMed Central PMCID: PMC2885038.

22.

Elnaiem D-EA, Kelley K, Wright S, Laffey R, Yoshimura G, Reed M, et al. Impact of Aerial Spraying of
Pyrethrin Insecticide on Culex pipiens and Culex tarsalis (Diptera: Culicidae) Abundance and West Nile
Virus Infection Rates in an Urban/Suburban Area of Sacramento County, California. Journal of Medical
Entomology. 2008; 45(4):751–7. https://doi.org/10.1603/0022-2585(2008)45[751:ioasop]2.0.co;2
PMID: 18714879

23.

Reisen WK, Carroll BD, Takahashi R, Fang Y, Garcia S, Martinez VM, et al. Repeated West Nile Virus
Epidemic Transmission in Kern County, California, 2004–2007. Journal of Medical Entomology. 2009;
46(1):139–57. https://doi.org/10.1603/033.046.0118 PMID: 19198528

24.

Sharabyani A, Su T, Brown MQ. Permethrin Resistance in Culex quinquefasciatus (Diptera: Culicidae)
From Different Ecological Niches in Southwest San Bernardino County, California. Arthropod Management Tests. 2020; 45(1). https://doi.org/10.1093/amt/tsaa077

25.

Vanlandingham DL, Schneider BS, Klingler K, Fair J, Beasley D, Huang J, et al. Real-time reverse transcriptase?polymerase chain reaction quantification of west nile virus transmitted by culex pipiens quinquefasciatus. Am J Trop Med Hyg. 2004; 71(1):120–3. https://doi.org/10.4269/ajtmh.2004.71.120
PMID: 15238700

26.

Batson J, Dudas G, Haas-Stapleton E, Kistler AL, Li LM, Logan P, et al. Single mosquito metatranscriptomics identifies vectors, emerging pathogens and reservoirs in one assay. bioRxiv.
2020:2020.02.10.942854. https://doi.org/10.1101/2020.02.10.942854

27.

Amweg EL, Weston DP, You J, Lydy MJ. Pyrethroid Insecticides and Sediment Toxicity in Urban
Creeks from California and Tennessee. Environmental Science & Technology. 2006; 40(5):1700–6.
https://doi.org/10.1021/es051407c PMID: 16568790

28.

Nkya TE, Akhouayri I, Kisinza W, David J-P. Impact of environment on mosquito response to pyrethroid
insecticides: Facts, evidences and prospects. Insect Biochemistry and Molecular Biology. 2013; 43
(4):407–16. https://doi.org/10.1016/j.ibmb.2012.10.006 PMID: 23123179

29.

Brogdon WGC A., editor Guideline for Evaluating Insecticide Resistance in Vectors Using the CDC Bottle Bioassay2012 2012.

30.

Bolger AM, Lohse M, Usadel B. Trimmomatic: a flexible trimmer for Illumina sequence data. Bioinformatics. 2014; 30(15):2114–20. https://doi.org/10.1093/bioinformatics/btu170 PMID: 24695404

31.

Bankevich A, Nurk S, Antipov D, Gurevich AA, Dvorkin M, Kulikov AS, et al. SPAdes: A New Genome
Assembly Algorithm and Its Applications to Single-Cell Sequencing. Journal of Computational Biology.
2012; 19(5):455–77. https://doi.org/10.1089/cmb.2012.0021 PMID: 22506599

32.

Langmead B, Salzberg SL. Fast gapped-read alignment with Bowtie 2. Nature Methods. 2012; 9
(4):357–9. https://doi.org/10.1038/nmeth.1923 PMID: 22388286

33.

Untergasser A, Cutcutache I, Koressaar T, Ye J, Faircloth BC, Remm M, et al. Primer3—new capabilities and interfaces. Nucleic Acids Research. 2012; 40(15):e115–e. https://doi.org/10.1093/nar/gks596
PMID: 22730293

34.

Livak KJ, Schmittgen TD. Analysis of Relative Gene Expression Data Using Real-Time Quantitative
PCR and the 2−ΔΔCT Method. Methods. 2001; 25(4):402–8. https://doi.org/10.1006/meth.2001.1262
PMID: 11846609

35.

Edgar RC. MUSCLE: multiple sequence alignment with high accuracy and high throughput. Nucleic
Acids Research. 2004; 32(5):1792–7. https://doi.org/10.1093/nar/gkh340 PMID: 15034147

36.

United States Geological Survey. The National Map Services 2021. Available from: https://apps.
nationalmap.gov/services/.

37.

Agresti A. Categorical Data Analysis, 2nd Edition. Hoboken, NJ USA2003.

38.

UCLA Advanced Reserch Computing. Ordinal Logistic Regression | R Data Analysis Examples [July 1,
2022]. Available from: https://stats.oarc.ucla.edu/r/dae/ordinal-logistic-regression/.

39.

Venables WNR B. D. Moderm Applied Statistics with S. 4 ed. Springer, New York2002.

40.

Team RC. R: A language and environment for statistical computing Vienna, Austria2019. Available
from: https://www.R-project.org/.

PLOS ONE | https://doi.org/10.1371/journal.pone.0252498 August 8, 2022

20 / 22

PLOS ONE

Pyrethroid resistance marker assay for Culex mosquitoes

41.

Wickham H. ggplot2: Elegant Graphics for Data Analysis. Springer-Verlag New York2016.

42.

Strong AC, Kondratieff BC, Doyle MS, Black WC. Resistance to Permethrin in Culex tarsalis in Northeastern Colorado. J Am Mosq Control Assoc. 2008; 24(2):281–8, 8. https://doi.org/10.2987/5593.1
PMID: 18666537

43.

McAllister JC, Scott M. CONUS Manual for Evaluating Insecticide Resistance in Mosquitoes Using the
CDC Bottle Bioassay Kit2020 01/03/2022. Available from: https://www.cdc.gov/mosquitoes/mosquitocontrol/professionals/cdc-bottle-bioassay.html.

44.

World Health Organization. Test procedures for insecticide resistance monitoring in malaria vector mosquitoes (Second edition). Retrieved from https://apps.who.int/iris/bitstream/handle/10665/250677/
9789241511575-eng.pdf. 2018.

45.

Mosha FW, Lyimo IN, Oxborough RM, Matowo J, Malima R, Feston E, et al. Comparative efficacies of
permethrin-, deltamethrin- and α-cypermethrin-treated nets, against Anopheles arabiensis and Culex
quinquefasciatus in northern Tanzania. Annals of Tropical Medicine & Parasitology. 2008; 102(4):367–
76. https://doi.org/10.1179/136485908X278829 PMID: 18510817

46.

Sathantriphop S, Paeporn P, Supaphathom K. Detection of insecticides resistance status in Culex quinquefasciatus and Aedes aegypti to four major groups of insecticides. Trop Biomed. 2006; 23(1):97–
101. PMID: 17041557.

47.

Scott JG. Cytochromes P450 and insecticide resistance. Insect Biochemistry and Molecular Biology.
1999; 29(9):757–77. https://doi.org/10.1016/s0965-1748(99)00038-7 PMID: 10510498

48.

Zhou G, Li Y, Jeang B, Wang X, Cummings RF, Zhong D, et al. Emerging Mosquito Resistance to
Piperonyl Butoxide-Synergized Pyrethroid Insecticide and Its Mechanism. Journal of Medical Entomology. 2022; 59(2):638–47. https://doi.org/10.1093/jme/tjab231 PMID: 35050361

49.

Mischke T. Agricultural sources of DDT residues in California’s environment. 1985.

50.

Centers for Disease Control and Prevention. CDC Bottle Bioassay 2022. Available from: https://www.
cdc.gov/mosquitoes/mosquito-control/professionals/cdc-bottle-bioassay.html.

51.

Maignan M, Viglino D, Hablot M, Masson NT, Lebeugle A, Muret RC, et al. Diagnostic accuracy of a
rapid RT-PCR assay for point-of-care detection of influenza A/B virus at emergency department admission: A prospective evaluation during the 2017/2018 influenza season. PLOS ONE. 2019; 14(5):
e0216308. https://doi.org/10.1371/journal.pone.0216308 PMID: 31063477

52.

Saingamsook J, Saeung A, Yanola J, Lumjuan N, Walton C, Somboon P. A multiplex PCR for detection
of knockdown resistance mutations, V1016G and F1534C, in pyrethroid-resistant Aedes aegypti. Parasites & Vectors. 2017; 10(1):465. https://doi.org/10.1186/s13071-017-2416-x PMID: 29017613

53.

Cornel AJ, McAbee RD, Rasgon J, Stanich MA, Scott TW, Coetzee M. Differences in Extent of Genetic
Introgression Between Sympatric Culex pipiens and Culex quinquefasciatus (Diptera: Culicidae) in California and South Africa. Journal of Medical Entomology. 2003; 40(1):36–51. https://doi.org/10.1603/
0022-2585-40.1.36 PMID: 12597651

54.

Tietze NS, Stephenson M. F., Sidhom N. T., & Binding P. L. Mark-recapture of Culex erythrothorax in
Santa Cruz County, California. J Am Mosq Control Assoc. 2003; 19(2):134–8. PMID: 12825664

55.

Workman PD, Walton W. E. Emergence patterns of Culex mosquitoes at an experimental constructed
treatment wetland in southern California. J Am Mosq Control Assoc. 2000; 16(2):124–30. PMID:
10901635

56.

Weston DP, Holmes RW, You J, Lydy MJ. Aquatic Toxicity Due to Residential Use of Pyrethroid Insecticides. Environmental Science & Technology. 2005; 39(24):9778–84. https://doi.org/10.1021/
es0506354 PMID: 16475366

57.

Howard TS, Novak MG, Kramer VL, Bronson LR. Public health pesticide use in California: a comparative summary. J Am Mosq Control Assoc. 2010; 26(3):349–53. https://doi.org/10.2987/10-5997.1
PMID: 21033068

58.

California Department of Pesticide Regulation. California Pesticide Information Portal (CalPIP) 2020
[August 20, 2020]. Available from: https://calpip.cdpr.ca.gov/main.cfm.

59.
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