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Simple Summary: Horn flies are blood-feeding ecoparasites that have a significant economic impact
on cattle producers in the United States and worldwide. Insecticides have been utilized to reduce
horn fly populations, but the development of insecticide resistance has prompted evaluation of
alternative control approaches. Compounds isolated from natural products have shown some success
in modifying interactions between the horn fly and its host. A more thorough understanding of
the horn fly chemosensory pathway would enable identification of species-specific compounds.
We assembled a database of genes that are expressed in appendages on the fly head that have a
role in sensory input and compared these with genes expressed in adult fly bodies from which
heads were removed. We identified genes that were enriched in head appendages and these were
similar to previously described genes known to mediate an insect’s response to a chemical stimulus.
These included odorant binding proteins and chemosensory binding proteins, as well as receptors
that have a role in facilitating responses to odor and/or taste compounds, namely odorant, gustatory,
and ionotropic receptors. These findings provide a resource to enable future studies targeting horn
fly chemosensation as part of an integrated strategy to control this blood-feeding pest.

Abstract: Horn flies are one of the most significant economic pests of cattle in the United States and
worldwide. Chemical control methods have been routinely utilized to reduce populations of this
pest, but the steady development of insecticide resistance has prompted evaluation of alternative
control strategies. Behavior modifying compounds from natural products have shown some success
in impacting horn fly populations, and a more thorough understanding of the horn fly chemosensory
system would enable improvements in the development of species-specific compounds. Using an
RNA-seq approach, we assembled a transcriptome representing genes expressed in adult female and
male horn fly head appendages (antennae, maxillary palps, and proboscides) and adult fly bodies
from which heads were removed. Differential gene expression analysis identified chemosensory
gene family members that were enriched in head appendage tissues compared with headless bodies.
Candidate members included 43 odorant binding proteins (OBP) and 5 chemosensory binding
proteins (CSP), as well as 44 odorant receptors (OR), 27 gustatory receptors (GR), and 34 ionotropic
receptors (IR). Sex-biased expression of these genes was not observed. These findings provide a
resource to enable future studies targeting horn fly chemosensation as part of an integrated strategy
to control this blood-feeding pest.
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1. Introduction

Horn flies (Haematobia irritans irritans (L.)) are obligate ectoparasites of pastured cattle that
blood-feed almost hourly over a 24 h period and, as such, are somewhat permanently associated with
their host. Management of these fly populations has relied primarily on topical application of synthetic
insecticides delivered via ear tags, boluses, and dust bags, as well as on-animal pour-ons and sprays [1].
While effective, insecticide resistance development in horn flies is well documented [2] and use of
management practices to minimize the impact of fly resistant populations on pastured cattle has been
challenging [3,4]. A need for pest management tools in organic livestock production settings and a
desire to reduce the ecological impact of broad spectrum insecticides have increased interest in the
development of nonchemical control strategies, including the potential for a vaccine targeting horn
flies [5,6] and mechanical approaches for the removal of flies from bovine hosts [7]. Encouraging results
have also been obtained using natural compounds to manipulate horn fly behavior. The repellent
effect of geranium, lemongrass, peppermint, catnip, geraniol, and coconut oil constituents have been
documented against horn flies in a laboratory setting [8–11]. Further, on-animal, field evaluation of
the repellency of medium chain length fatty acid derivatives and 2% geraniol against the horn fly
suggested these compounds impacted the mating status of on-animal populations and were effective at
reducing blood-feeding by female horn flies and at repelling older females [12–14]. While the duration
of activity is currently limited and the desired response can require large quantities of compound,
the results are promising. Designing behavior modifying compounds that are more species-specific
would also be beneficial, and this can be achieved by targeting chemosensory pathways to identify
molecules activated by these compounds (i.e., repellents and attractants). This intriguing model has
been proposed for managing various insect pests of human and animal health importance [15–18].

The mating behavior of the horn fly has been described in both a laboratory and field setting.
Mating occurs on-animal, and the orientation of males to females prior to abdominal tapping may
involve semiochemical cues [19,20]. Using biological assays, Bolton et al. [21] observed horn fly male
attraction to female cuticular hydrocarbon extracts and, upon fractionation, identified monoolefins
as the primary compounds eliciting the male attraction response. It is unclear whether the horn fly
response was mediated by gustatory perception of the cuticular hydrocarbons or olfactory perception
of volatile compounds resulting from breakdown of the cuticular hydrocarbons. Gravid horn fly
females intermittently leave their host to oviposit in freshly laid bovine manure within five minutes
of fecal deposition [22,23]. Horn fly oviposition involves the integration of mechanosensory cues to
monitor host behaviors associated with fecal deposition, as well as possibly olfactory and contact
chemosensory reception by flies to orient to the pat and evaluate it for suitability, e.g., moisture
content [23]. Birkett et al. [24] identified host-emitted semiochemicals that elicit an antennal response
in horn flies, indicating a role for olfaction in host localization.

The distribution of sensilla on horn fly antennae, mouthparts, and the ovipositor has been
described using scanning electron microscopy [25–28]; however, genes regulating horn fly chemosensory
pathways are understudied [29]. While Domingues et al. [30] published a horn fly transcriptome
representing genes expressed in whole adults that survived exposure to permethrin, a pyrethroid
insecticide, and permethrin plus a synergist versus untreated adults, we aimed to target genes expressed
in tissues likely enriched in chemosensory gene families. To that end, we employed RNA-seq analysis
to compare gene expression in horn fly head appendages (antennae, maxillary palps, and the proboscis;
Figure 1) from blood-fed, mated female and male adults and the headless bodies of these females
and males. Using this transcriptome, we identified candidate horn fly chemosensory gene families
enriched in head appendages.



Insects 2020, 11, 0816 3 of 22

Insects 2020, 11, x 3 of 22 

 

 
Figure 1. Scanning electron micrograph of a male horn fly head. Antennae (ant), maxillary palps (mp), 
and the proboscis (prob) were dissected as part of this study. Antennae are located between the 
compound eyes (ce), while the maxillary palps are located at the base of the proboscis. 

2. Materials and Methods 

2.1. Horn Fly Tissue Collection and Total RNA Isolation 

Tissues for this study were dissected from specimens of a colonized strain of horn flies 
maintained by the Knipling–Bushland US Livestock Insects Research Laboratory (Kerrville, TX, USA) 
at 27 °C, 60% relative humidity, and a photoperiod of 12 h light:12 h dark. Adult horn flies were 
sustained on a supply of citrated bovine blood offered with a saturated feminine napkin, and they 
were aspirated from the rearing cage at 7 d post-emergence. At this stage, horn flies have already 
mated and females are beginning to oviposit. Adult flies were chill anesthetized to sort females and 
males, and these were snap frozen in liquid nitrogen for dissection of head appendages and for 
removal of heads to obtain thorax-abdomen (headless bodies) material. Legs and wings were not 
removed from the headless bodies. 

Head appendages (antennae, maxillary palps, and proboscides) of female or male flies were 
dissected on dry ice from the frozen adult specimens (n = 100 per appendage per sex, pooled). As the 
organs were dissected, they were immediately placed in TRI Reagent®, macerated with a disposable 
DNAse/RNase-free Kontes® Pellet Pestle® (DWK Life Sciences (Kimble), Millville, NJ, USA), and stored 
at −80 °C until processed. The head of adult female or male horn flies was removed from n = 20 
specimens per replicate, resulting in "headless body" material. These were processed in the same 
manner as the head appendages. Total RNA was isolated from these samples using the Zymo Direct-
zol™ method (Zymo Research, Irvine, CA, USA) with on-column DNAse treatment (TURBO™ 
DNase, ThermoFisher Scientific, Waltham, MA, USA). 

2.2. Library Preparation, Sequencing, and Pre-Processing 

Total RNA was assessed for integrity with an Agilent Bioanalyzer 2100 (Agilent Technologies, 
Santa Clara, CA, USA) and assigned an RNA integrity number (RIN). Each sample had at least a RIN 
of 7.0. Total RNA was quantified with the RNA HS Assay Kit (ThermoFisher Scientific) on a Qubit 
2.0 fluorometer (ThermoFisher Scientific) and normalized to a total RNA mass of 1 μg for each 
sample. Strand-specific mRNA seq libraries were prepared for each sample with the TruSeq Stranded 
Total RNA kit (Illumina, San Diego, CA, USA) following the manufacturers recommended 
procedures. The resulting libraries were quantified using a Qubit 2.0 fluorometer (ThermoFisher 
Scientific) and quantitative PCR. Size distribution was analyzed using an Agilent Bioanalyzer 2100 
(Agilent Technologies). Qualified libraries were sequenced, and sequencing was collected using 250 
cycles (125 bp × 2) on an Illumina HiSeq2500. Raw sequence reads were assessed for quality with the 
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Figure 1. Scanning electron micrograph of a male horn fly head. Antennae (ant), maxillary palps
(mp), and the proboscis (prob) were dissected as part of this study. Antennae are located between the
compound eyes (ce), while the maxillary palps are located at the base of the proboscis.

2. Materials and Methods

2.1. Horn Fly Tissue Collection and Total RNA Isolation

Tissues for this study were dissected from specimens of a colonized strain of horn flies maintained
by the Knipling–Bushland US Livestock Insects Research Laboratory (Kerrville, TX, USA) at 27 ◦C,
60% relative humidity, and a photoperiod of 12 h light:12 h dark. Adult horn flies were sustained on a
supply of citrated bovine blood offered with a saturated feminine napkin, and they were aspirated
from the rearing cage at 7 d post-emergence. At this stage, horn flies have already mated and females
are beginning to oviposit. Adult flies were chill anesthetized to sort females and males, and these
were snap frozen in liquid nitrogen for dissection of head appendages and for removal of heads
to obtain thorax-abdomen (headless bodies) material. Legs and wings were not removed from the
headless bodies.

Head appendages (antennae, maxillary palps, and proboscides) of female or male flies were
dissected on dry ice from the frozen adult specimens (n = 100 per appendage per sex, pooled).
As the organs were dissected, they were immediately placed in TRI Reagent®, macerated with a
disposable DNAse/RNase-free Kontes® Pellet Pestle® (DWK Life Sciences (Kimble), Millville, NJ,
USA), and stored at −80 ◦C until processed. The head of adult female or male horn flies was removed
from n = 20 specimens per replicate, resulting in "headless body" material. These were processed in
the same manner as the head appendages. Total RNA was isolated from these samples using the Zymo
Direct-zol™method (Zymo Research, Irvine, CA, USA) with on-column DNAse treatment (TURBO™
DNase, ThermoFisher Scientific, Waltham, MA, USA).

2.2. Library Preparation, Sequencing, and Pre-Processing

Total RNA was assessed for integrity with an Agilent Bioanalyzer 2100 (Agilent Technologies,
Santa Clara, CA, USA) and assigned an RNA integrity number (RIN). Each sample had at least a
RIN of 7.0. Total RNA was quantified with the RNA HS Assay Kit (ThermoFisher Scientific) on a
Qubit 2.0 fluorometer (ThermoFisher Scientific) and normalized to a total RNA mass of 1 µg for
each sample. Strand-specific mRNA seq libraries were prepared for each sample with the TruSeq
Stranded Total RNA kit (Illumina, San Diego, CA, USA) following the manufacturers recommended
procedures. The resulting libraries were quantified using a Qubit 2.0 fluorometer (ThermoFisher
Scientific) and quantitative PCR. Size distribution was analyzed using an Agilent Bioanalyzer 2100
(Agilent Technologies). Qualified libraries were sequenced, and sequencing was collected using
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250 cycles (125 bp × 2) on an Illumina HiSeq2500. Raw sequence reads were assessed for quality with
the fastqc software tool (https://www.bioinformatics.babraham.ac.uk/projects/fastqc/). Sample files
were trimmed of low-quality bases and contaminating adapter sequences with the Trimmomatic
software package [31]. The data has been deposited at GenBank under the accession SAMN16338536
and BioProject PRJNA666941.

2.3. De Novo Transcriptome Assembly, Annotation, and Functional Categorization

Trimmed read pairs from all samples were combined manually and approximately 120 million
read pairs (approx. 30 billion bases) were used as input for a global de novo transcriptome assembly
with the Trinity software package [32], v.2.8.2. This base assembly was further screened for transcripts
that contained internal stop codons or unlikely coding sequences with the TransDecoder plugin of the
Trinity software package [32]. Transcripts were collapsed into the longest predicted unigene with the
cdHit software [33] using a 98% identity threshold. Unigene sequences were annotated for homology
with the top blast-hit to the SwisProt reference protein database [34] and for function using InterProScan
v5.46-81.0 [35] with analysis that included: Pfam (33.1) [36] and PANTHER (14.1) [37]. Gene ontology
terms were assigned using the -goterm parameter when running InterProScan. Subsets of sequences
were evaluated for presence of signal peptides and transmembrane domains using the SignalP-5.0 and
TMHMM v. 2.0 web servers, respectively [38,39].

2.4. Differential Gene Expression and Gene Ontology Enrichment Analyses

Transcript quantification was performed by first aligning strand-specific read pairs (an average
of 30 million read pairs for each individual sample) to the reference unigene set with the Bowtie2
short-read aligner v.2.3.4.1 [40], and abundance estimates (trimmed mean of M-values (TMM), transcript
per million (TPM), fragments per kilobase per million mapped (FPKM) reads) were determined with
RNA-Seq by Expectation-Maximization (RSEM v.1.3.3) [41]. Differentially expressed transcripts were
determined with edgeR v3.14.0 [42] in the R statistical computing language and environment v.4.0.2.
Stringent criteria were used to identify differentially expressed transcripts. Significant differences
were based on an adjusted p < 0.01 calculated using the Benjamini–Hochberg false discovery rate
(FDR) method with an FDR of 0.05. To visualize differential expression, genes were partitioned into
expression clusters by manually creating an expression matrix of genes whose log2 normalized and
centered FPKM+1 values were differentially expressed (log Fold Change (FC)) ≥ 2 and p-value ≤ 0.001.
Hierarchal clustering of genes was performed with the fastcluster R software package and cut at 60%
max height of the tree with custom scripts. Gene Ontology (GO) enrichment analysis was performed
with either the clusters produced as described above or with individual RNA-seq datasets (female or
male, head appendage or headless bodies) as input to the GoSeq R software package [43]. Heatmaps
were generated in R v.4.0.2 with the heatmap.2 function.

2.5. Phylogenetic Analysis

Chemosensory gene family sequences from Stomoxys calcitrans, Musca domestica, and Drosophila
melanogaster were obtained from Uniprot and Olafson et al. [44]. Sequences were used in tBLASTN
searches to identify orthologs in the horn fly transcriptome assembled as part of this study. Amino acid
sequences from each family were aligned with the MUSCLE algorithm [45], and the alignments trimmed
with the trimAl tool using the “–strictplus” option [46]. The trimmed alignment was used to construct
a maximum likelihood phylogeny with the web server version of IQ-TREE software [47] using the
best-fit substitution model and branch support assessed with 1000 replicates of UFBoot bootstrap
approximation [48]. Odorant binding protein domains of dimers were separated for phylogenetic
analysis and labeled “a” and “b”, and the tree was rooted at midpoint. The phylogenetic tree of odorant
receptors was rooted with the highly conserved odorant co-receptor, ORCO, as the outgroup, while the
tree of gustatory receptors was rooted with the carbon dioxide receptor subfamily as the outgroup.
The insect ionotropic receptor tree was rooted with co-receptors Ir8a/Ir25a as the outgroup.

https://www.bioinformatics.babraham.ac.uk/projects/fastqc/
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3. Results

3.1. Transcriptome Sequencing, Assembly, and Differential Expression Analysis

Raw reads from four conditions were separately trimmed then assembled de novo using the Trinity
algorithm. The four conditions consisted of 7 d fed, mated male or female head appendages (antennae,
maxillary palp, and proboscis) and 7 d fed, mated male or female headless bodies. Total numbers
of read pairs for each condition are summarized in Table 1. The resulting assembly comprised
23,806 unigenes, labeled HF_Trans_#, with an averag length of 1137 bp. Throughout the manuscript,
these transcripts are referred to as Hirr_#. The single replicate RNA-seq datasets were mapped to
the de novo assembly and analysed to identify genes signficantly differentially expressed between
females and males, as well as between pooled head appendages and headless bodies. While only one
replicate sample per condition was analyzed, biological variation was partly accounted for by isolating
total RNAs after pooling tissues from 100 individuals per sex for the head appendage datasets and
pooling 20 individuals per sex for the headless body datasets. Complete output from these analyses
can be found in Supplementary File 1. Differentially expressed genes were defined as those that had
−2 ≥ logFC ≥ 2. Using this criteria, there were 2449 differentially expressed transcripts in the “female
head appendage” versus “female headless bodies” comparison; 2752 differentially expressed transcripts
in the “male head appendage” versus “male headless bodies” comparison; and lastly, 593 differentially
expressed transcripts in the “female head appendage” versus “male head appendage” comparison.

Table 1. Summary of transcriptome data from horn fly head appendages and headless bodies.

GenBank Accession
(Sequence Read Archive) Sample Dataset Pool Total Number

Read Pairs
Total Number

Bases

SRR12763132 Female head appendage 19,605,733 4,901,433,250
SRR12763131 Female headless bodies 28,525,717 7,131,429,250
SRR12763130 Male head appendage 20,632,837 5,158,209,250
SRR12763129 Male headless bodies 51,464,662 12,866,165,500

For de novo transcriptome 120,228,949 30,057,237,250

Differentially expressed transcripts were partitioned into two clusters representing genes
upregulated and downregulated in headless bodies (Figure 2). Gene ontology analysis of
clusters representing transcripts upregulated in headless bodies identified significant enrichment of
categories associated with serine-type endopeptidase activity, proteolysis, chitin binding, carbohydrate
metabolic process, transmembrane transporter activity, phospholipase A1 activity, sperm chromatin
condensation, metallopeptidase activity, spermatogenesis, and metallocarboxypeptidase activity
(Supplementary File 2). In contrast, gene ontology analysis of clusters representing transcripts
downregulated in headless bodies identified significant enrichment of categories associated with
odorant binding, olfactory receptor activity, sensory perception of smell, membrane, and ligand-gated
ion channel activity in those (Supplementary File 2).
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Figure 2. Hierarchical clustering of the differentially expressed genes from the head appendage (Head)
and headless body (Body) datasets. Differentially expressed transcripts were partitioned into two
clusters representing genes upregulated and downregulated in headless bodies (Supplementary File 2).

3.2. Enriched Gene Ontology Categories of Differentially Expressed and Tissue-Specific Trancripts

Subsequent gene ontology analysis of differentially expressed transcripts between each of the
datasets identified enrichment of functional categories (Supplementary File 3). The most highly
significant groups enriched in head appendages included odorant binding, olfactory receptor activity,
ligand-gated ion channel activity, heme binding, ionotropic glutamate receptor activity, DNA-binding
transcription factor activity, oxidoreductase activity, and iron ion binding. Further analysis of transcripts
that were specific to the male head appendage identified significant enrichment in ATP binding, catalytic
activity, protein kinase activity, protein phosphorylation, and oxidation-reduction processes categories,
while significantly enriched categories in female-specific head appendage transcripts were nucleic acid
binding and regulation of gene silencing by miRNAs.

3.3. Candidate Horn Fly Chemosensory Gene Family Members Identified from Transcriptome Analysis of Pooled
Head Appendages and Headless Bodies

Annotated chemosensory gene family members described from closely related muscids
(Musca domestica and Stomoxys calcitrans) and D. melanogaster were used to identify orthologous
sequences from the horn fly transcriptome assembled as part of this study. This query identified
members of non-receptor carrier protein gene families, as well as seven transmembrane and glutatmate
ionotropic chemoreceptor gene families. A summary of statistically supported, differentially expressed
chemosensory genes is available as Supplementary File 4. Only those transcripts that were −2 ≥ logFC
≥ 2 were considered in reporting differential expression.

3.3.1. Horn Fly Odorant Binding Proteins (OBP) and Chemosensory Proteins (CSP)

A total of 43 horn fly transcripts encoded an OBP domain, which is typically characterized by
six highly conserved cysteine residues. Twelve of the sequences were partial, ranging in size from
104 to 126 amino acid residues and missing either the 5′ or 3′ end. All full-length sequences encoded
a signal peptide motif suggesting secretion. Of these transcripts, 34 belonged to the Classical OBP
subclass with the six cysteine residues exhibiting a C1–X26–34–C2–X3–C3–X25–38–C4–X8–11–C5–X8–C6

pattern. One transcript (Hirr_1085) belonged to the dimer OBP subclass with two classical OBP motifs
fused, and eight transcripts belonged to the Minus-C subclass. The horn fly Minus-C OBPs encoded
five cysteine residues, lacking the cysteines at the classic C2 and C5 positions; however, seven of these
transcripts encoded an alternate cysteine located seven residues upstream of the C4 position and one
(Hirr_326) encoded an alternate cysteine three residues downstream of the C5 position (Figure S1).
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A phylogenetic comparison of these OBPs with orthologues from closely related muscids and D.
melanogster is presented in Figure 3. The horn fly Minus-C OBPs cluster with 17 S. calcitrans OBPs
that have a similar cysteine arrangement. Of these 43 OBP transcripts, 20 had 2- to 13-fold significantly
higher expression in head appendages versus headless bodies, and a single transcript (Hirr_23217)
was expressed 3.9-fold higher in female versus male head appendage datasets (Figure 4; Table 2).
Conversely, eight of the transcripts were expressed significantly higher in headless bodies versus head
appendages, one of which was Hirr_23217 (Figure 4).
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with those of Stomoxys calcitrans, Musca domestica, and Drosophila melanogaster. The H. irritans (Hirr) 
genes are labeled in black, while the S. calcitrans (Scal) and M. domestica (Mdom) genes are labeled in 
pink and teal, respectively. D. melanogaster (Dmel) genes are labeled in purple. The Minus-C OBP 
lineage is shaded in pink, while the lineage with expansions relative to DmelObp56 h is shaded in 
grey. A lineage of muscid OBPs with no apparent orthologue in Drosophila is shaded in teal. 

Figure 3. Phylogenetic relationship of Haematobia irritans candidate odorant binding proteins (OBP)
with those of Stomoxys calcitrans, Musca domestica, and Drosophila melanogaster. The H. irritans (Hirr)
genes are labeled in black, while the S. calcitrans (Scal) and M. domestica (Mdom) genes are labeled
in pink and teal, respectively. D. melanogaster (Dmel) genes are labeled in purple. The Minus-C OBP
lineage is shaded in pink, while the lineage with expansions relative to DmelObp56 h is shaded in grey.
A lineage of muscid OBPs with no apparent orthologue in Drosophila is shaded in teal.
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expression patterns, identified by hierarchical clustering applied to expression values (rows) and 
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Figure 4. Heat map and hierarchical clustering dendrogram of Haematobia irritans candidate OBP
transcripts in female and male head appendages (Head) and headless bodies (Body). Log-transformed
TPM values were used to construct the heat map. OBPs expressed significantly higher in bodies versus
head appendages are identified by an asterisk (*). Thirteen candidate OBP transcripts are not depicted,
as they had relatively low expression values. Dendrogram reflects transcripts with similar expression
patterns, identified by hierarchical clustering applied to expression values (rows) and dataset categories
(columns).
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Table 2. Differentially expressed candidate odorant binding protein (OBP) genes in fed, mated adult
horn flies.

Sequence ID Condition a Log2 Fold Change b

A B A B

Hirr_10315 fh > fb mh > mb 8.04 8.21
Hirr_11611 fh > fb mh > mb 3.95 3.64
Hirr_14454 fh > fb mh > mb 12.98 14.15
Hirr_1669 fh > fb mh > mb 6.99 3.15

Hirr_18675 mh > mb 2.38
Hirr_2780 fh > fb mh > mb 7.67 7.86
Hirr_4331 fh > fb mh > mb 11.84 12.01
Hirr_4332 fh > fb mh > mb 5.43 3.99
Hirr_5093 fh > fb mh > mb 3.82 3.87
Hirr_5094 fh > fb mh > mb 9.55 9.09
Hirr_5095 fh > fb mh > mb 8.73 7.18
Hirr_5676 mh > mb 2.6
Hirr_577 fh > fb mh > mb 5.92 3.8
Hirr_7363 fh > fb mh > mb 3.85 5.11
Hirr_7975 fh > fb 2.69
Hirr_8159 fh > fb 2.06
Hirr_9170 fh > fb mh > mb 8.87 9.14
Hirr_9619 fh > fb mh > mb 8.61 9.2
Hirr_9620 fh > fb mh > mb 8.35 8.58
Hirr_996 fh > fb mh > mb 9.19 9.6

Hirr_10749 fb > fh mb > mh 2.1 3.02
Hirr_1085 fb > fh mb > mh 5.06 2.61

Hirr_12458 fb > fh mb > mh 3.04 6.25
Hirr_223 fb > fh mb > mh 2.82 2.68

Hirr_22727 fb > fh mb > mh 3.09 3.6
Hirr_22826 mb > mh 2.68
Hirr_23217 fb > fh mb > mh 2.19 5.08
Hirr_23217 fh > mh 3.91

Hirr_326 fb > fh mb > mh 3.95 3.55
a: RNA-seq datasets from female head appendages (fh) and male head appendages (mh) were compared with those
from female headless bodies (fb) and male headless bodies (mb) to identify differentially expressed transcripts;
b: Significant differences were based on an adjusted p < 0.01 calculated using the Benjamini–Hochberg false discovery
rate (FDR) method with an FDR of 0.05.

Five transcripts (Hirr_786, Hirr_2025, Hirr_2840, Hirr_3303, Hirr_5254) encoded a CSP motif
characterized by four highly conserved cysteine residues, all in a C1–X6–C2–X18–C3–X2–C4 pattern.
Four of the transcripts encoded a signal peptide, suggesting secretion (Hirr_3303 did not). Three of
the transcripts exhibited 3- to 5- fold higher expression in head appendage versus headless bodies,
while one transcript (Hirr_786) was expressed two-fold higher in male headless bodies than male head
appendages (Figure 5).
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Figure 5. Heat map and hierarchical clustering dendrogram of Haematobia irritans candidate
chemosensory protein (CSP) transcripts in female and male head appendages (Head) and headless
bodies (Body). Log-transformed TPM values were used to construct the heat map. Dendrogram reflects
transcripts with similar expression patterns, identified by hierarchical clustering applied to expression
values (rows) and dataset categories (columns).
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3.3.2. Horn Fly Odorant Receptors (OR)

A total of 44 horn fly transcripts encoded a conserved OR domain, seven transcripts of which were
not full-length (109–305 amino acids). The full-length transcripts encoded 4–7 transmembrane domains
based on TMHMM analysis, while those that were truncated encoded between 1 and 4 transmembrane
domains. A phylogenetic comparison of these ORs with orthologues from closely related muscids
and D. melanogaster is presented in Figure 6. An orthologue of the highly conserved co-receptor
Orco was detected (Hirr_11024), as well as an orthologue of the D. pseudobscura OrN, Hirr_8691.
Additional 1:1 orthologs with D. melanogaster ORs included: Hirr_4020 (DmelOr85e), Hirr_5689
(DmelOr43a), Hirr_4731 (DmelOr49b), Hirr_1987 (DmelOr2a), Hirr_18847 (DmelOr63a), Hirr_3962
(DmelOr10a), Hirr_2146 (DmelOr82a), and Hirr_1107 (DmelOr85d). OR transcript expression was
detected predominantly in head appendage tissues (Figure 7; Supplementary File 4), and if detected in
headless bodies the TPM values were quite low. One exception was Hirr_4020, which was expressed
in all datasets.Insects 2020, 11, x 11 of 22 
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Figure 6. Phylogenetic relationship of Haematobia irritans candidate odorant receptors (OR) with those
of Stomoxys calcitrans, Musca domestica, and Drosophila melanogaster. The H. irritans (Hirr) genes are
labeled in black, while the S. calcitrans (Scal) and M. domestica (Mdom) genes are labeled in pink and
teal, respectively. D. melanogaster (Dmel) genes are labeled in purple. Lineages that include apparent
expansions in muscids relative to DmelOr67d and DmelOr1a are shaded in grey and teal, respectively.
Individual Drosophila genes for which 1:1 horn fly candidate orthologues were identified are labeled on
the edge to assist with finding them in the tree.
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Figure 7. Heat map and hierarchical clustering dendrogram of Haematobia irritans candidate OR
transcripts in female and male head appendages (Head) and headless bodies (Body). Log-transformed
TPM values were used to construct the heat map. Five candidate OR transcripts are not depicted, as they
had low levels of expression. Dendrogram reflects transcripts with similar expression patterns, identified
by hierarchical clustering applied to expression values (rows) and dataset categories (columns).

3.3.3. Horn Fly Gustatory Receptors (GR)

A chemosensory or trehalose receptor domain, indicative of GRs, was detected in 27 horn fly
transcripts. However, the majority were not full-length and the proteins they encoded ranged
in size from 99 to 511 amino acids (average: 232 ± 27 amino acids). Of these 27, four did
not encode a transmembrane domain based on TMHMM analysis and were not included in
phylogenetic comparisons. Further, while proteins encoded by another four transcripts had at least one
transmembrane domain (Hirr_22667 (6 TM), Hirr_22843 (4 TM), Hirr_21410 (1 TM), and Hirr_18054
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(1 TM)), they were also excluded from the final phylogenetic comparison, as they were represented
by very long branches for reasons that are not apparent. The relationship of the horn fly GRs with
orthologues from closely related muscids and D. melanogaster is presented in Figure 8. Hirr_393 and
Hirr_533 are orthologues of the carbon dioxide receptors, and they had the highest expression levels
among these candidate GR transcripts with significantly higher expression in head appendages versus
headless bodies (Figure 9). Three transcripts are orthologous to sugar receptors, two of which were
detected in head appendage datasets (Hirr_19845 and Hirr_3515) and one of which was detected only
in the male headless bodies dataset (Hirr_17947). Hirr_3515 was expressed significantly higher in head
appendages versus headless bodies (Supplementary File 4).
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Figure 8. Phylogenetic relationship of Haematobia irritans candidate gustatory receptors (GR) with those
of Stomoxys calcitrans, Musca domestica, and Drosophila melanogaster. The H. irritans (Hirr) genes are
labeled in black, while the S. calcitrans (Scal) and M. domestica (Mdom) genes are labeled in pink and
teal, respectively. D. melanogaster (Dmel) genes are labeled in purple. Shaded regions identify four
different bitter taste receptor clades that are expanded in S. calcitrans and M. domestica, as described
in [44]. The color pattern of clades used in [44] is reflected here. Individual Drosophila genes are labeled
on the edge to assist with finding them in the tree.
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Figure 9. Heat map and hierarchical clustering dendrogram of Haematobia irritans candidate GR
transcripts in female and male head appendages (Head) and headless bodies (Body). Log-transformed
TPM values were used to construct the heat map. These five represent the most abundantly expressed
transcripts encoding GRs. Dendrogram reflects transcripts with similar expression patterns, identified
by hierarchical clustering applied to expression values (rows) and dataset categories (columns).

3.3.4. Horn Fly Ionotropic Receptors (IR)

A total of 34 horn fly transcripts encoded a conserved ionotropic glutamate receptor domain and
were annotated as ionotropic receptors using the PANTHER database. A phylogenetic comparison
of these sequences with IR proteins from closely related muscids and D. melanogaster (Figure 10)
identified the horn fly orthologues of IR8a (Hirr_11863) and IR25a (Hirr_4551), which are co-receptors
that form heterodimers with tuning IRs to mediate a sensory response [49]. One transcript (Hirr_11863)
was excluded from the phylogeny, as it was represented by a long branch. The 34 transcripts are
predominantly expressed in the head appendage tissues relative to the headless bodies. One transcript
(Hirr_1095) was expressed 2.7-fold higher in male versus female headless bodies (Supplementary File 4).
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Figure 10. Phylogenetic relationship of Haematobia irritans candidate ionotropic receptors (IR) with those
of Stomoxys calcitrans, Musca domestica, and Drosophila melanogaster. The H. irritans (Hirr) genes are
labeled in black, while the S. calcitrans (Scal) and M. domestica (Mdom) genes are labeled in pink and
teal, respectively. D. melanogaster (Dmel) genes are labeled in purple. Shaded regions identify genes in
the Ir20a clade that are expanded in S. calcitrans and M. domestica, as described in [44]. Color pattern of
clades used in [44] is reflected here. Individual Drosophila genes are labeled on the edge to assist with
finding them in the tree.

4. Discussion

The description of chemosensory gene families from muscid pests of livestock has been limited
to the stable fly and the house fly [44,50]. Here, we assembled a horn fly transcriptome representing
genes expressed by fed, mated, adults, and we identified genes that were expressed at a higher level in
head appendage tissues versus headless bodies. Because our head appendage datasets represented a
pool of antennae, maxillary palps, and proboscides, tissue-specific comparisons could not be made.
Regardless, this approach enabled us to describe head appendage transcripts enriched for genes related
to sensory perception and to identify candidate members of chemosensory-related gene families from
the horn fly.

OBPs and CSPs are small (10–30 kDa), globular proteins that can be found in the lymph surrounding
sensilla in the insect antenna, and they bind a variety of ligands including odorant compounds [51,52].
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They are characterized by a signal peptide directing secretion and a conserved arrangement of cysteine
residues that form disulfide bonds, with OBPs and CSPs having a signature of six and four cysteines,
respectively [53,54]. This difference in number of disulfide bonds formed is reflected in the crystal
structures for each of these proteins [55,56]. We identified horn fly candidates for 43 OBPs and 5 CSPs,
and our data supported enriched expression of these genes in head appendages of both females
and males versus headless bodies (Table 1, Supplementary File 4). We also identified at least eight
OBPs that are expressed at a 2- to 8-fold higher level in headless bodies versus head appendages
(Figure 4) and one CSP with a similar 3-fold higher level of expression (Figure 5). Detection of these
genes in non-olfactory tissues has been previously reported [57,58], further supporting their extended
role as carrier proteins with functions beyond olfaction. Pitts et al. [59] observed a comparable
enrichment of OBPs in transcriptomes of female or male Anopheles gambiae antennae and maxillary
palps, as well as several OBPs enriched in whole bodies. Further, OBPs were the most robustly
expressed chemosensory genes in a Drosophila antennal-specific transcriptome with evidence for
expression in non-chemosensory tissues [60]. Phylogenetic comparison of the 43 horn fly OBPs to those
from S. calcitrans, M. domestica, and D. melanogaster identified at least eight simple 1:1:1 orthologous
relationships (Figure 3). Expansions in muscid OBP gene families relative to D. melanogaster have
been reported as part of genome sequencing analyses [44,50], and this is further supported by our
data from horn flies. Examples of this are evident in the D. melanogaster Obp56h lineage and the
lineage comprising the Minus-C OBPs. Gene silencing of Drosophila Obp56h resulted in a modified
cuticular hydrocarbon profile of male Drosophila and in the reduction of 5-T, a hydrocarbon that is
produced by males and thought to delay onset of courtship [61], thus it is believed to have a role in
male mating behavior. Ten H. irritans OBPs, along with the previously reported 20 S. calcitrans and
9 M. domestica OBPs, reside on the same lineage as DmelObp56h and further supports duplication
of this OBP in the muscids (Figure 3). Interestingly, two OBPs from this lineage, Hirr_14454 and
Hirr_4331, have the highest level of OBP expression detected from female or male head appendages.
Another example of expansion in this gene family was found in the Minus-C OBP lineage, relative to
D. melanogaster Obp99c ([62]; Figure 3). Seven H. irritans OBPs form part of this expansion along with
17 S. calcitrans and 16 M. domestica OBPs that share the loss of the conserved cysteines at the C2 and C5

positions with an alternate cysteine located upstream of C4. Two of these transcripts, Hirr_22727 and
Hirr_10749, have significantly higher expression in headless bodies than head appendages suggesting
a non-olfactory role (Table 1). Another member of this lineage, Hirr_326, lost the conserved C2 and
C5 positions but had an alternate cysteine downstream to the C5 residue. This transcript was also
expressed at a higher level in headless bodies versus head appendages (Table 1). While there is
evidence that Minus-C OBPs bind odor compounds [63], their association with behavior is unknown.

An arthropod’s perception of environmental cues is mediated by three major chemosensory
receptor gene families: odorant, gustatory, and ionotropic [64,65]. Insect odorant receptors are ion
channels characterized by a seven transmembrane domain, and odor compounds are perceived by
heterodimerization of a highly conserved odorant co-receptor, ORCO, and a ligand binding odorant
receptor [66]. Phylogenetic comparison of the 44 candidate H. irritans ORs with those annotated from
S. calcitrans, M. domestica, and D. melanogaster identified 15 genes with a simple 1:1:1 orthologous
relationship. This included the most abundantly expressed OR in this study, Hirr_11024, which is an
orthologue of ORCO that was previously described from the horn fly [29]. Another, Hirr_8691, is an
orthologue of the D. pseudobscura OrN, which was lost from D. melanogaster [67]. To be consistent with
the naming system in other muscid flies, this OR will be identified as HirrOr1. The remainder of the
horn fly ORs cluster with muscid genes that are duplicated relative to D. melanogaster. An example of
this is the lineage that includes a single D. melanogaster Or67d gene compared with three H. irritans,
11 S. calcitrans and 13 M. domestica OR genes. In Drosophila, DmelOr67d has a role in recognizing a
male-specific mating pheromone, cis-vaccenyl acetate [68], that regulates mating behaviors [69]. Its role
in muscids, which exhibit different mating behaviors, is unknown. Another example is the lineage
comprising a single D. melanogaster Or1a with six H. irritans, 11 S. calcitrans, and 11 M. domestica OR
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genes. In Drosophila, DmelOr1a is larval-specific receptor [70] that is responsive to 2-hexenal and acts in
concert with other larval ORs to mediate responses to odors [71]. Life-stage specific expression of the
horn fly transcripts has yet to be determined. Given the enrichment of olfactory sensory neurons on
antennae, it was not unexpected that the OR genes were predominantly expressed in head appendage
tissues with low TPM values in headless bodies, if detected. Interestingly, Hirr_4020, an orthologue
of D. melanogaster Or85e, was detected at a relatively high level in female and male headless bodies
when compared with detection of the other ORs from bodies. In D. melanogaster, Or85e is co-expressed
with DmelOr33c in the palp basiconic 2 sensillum of the maxillary palp, and it is highly responsive
to the monoterpenoid fenchone [72,73]. Olafson [29] reported detection of Orco in horn fly maxillary
palps, proboscis, and ovipositor, suggesting there is a ligand-binding OR expressed in these tissues;
however, Fernandes et al. [27] report no olfactory sensilla upon SEM analysis of the horn fly maxillary
palps. This database of horn fly ORs can be used to systematically identify whether ligand-binding
ORs are expressed in these tissues, as well as identify others that are important to different horn fly
physiological states and lifestages.

Insect gustatory receptors are expressed in taste sensilla that can be found on the labellum,
tarsi, and wing margins (reviewed in [65]). Phylogenetic analysis of the 27 candidate horn fly GRs
identified orthologues of the highly conserved carbon dioxide receptors Gr21a (Hirr_393) and Gr63a
(Hirr_533) [74]. These were the most abundantly expressed GR transcripts in head appendages and
were significantly enriched in these tissues versus headless bodies. Horn flies require a bloodmeal for
survival and egg development, but they can be sustained on sucrose in the laboratory for several days
if needed. Orthologues were identified to three Drosophila sugar receptors, DmelGr61a (Hirr_17947),
DmelGr64a (Hirr_19845), and DmelGr64f (Hirr_3515) [75–77], one of which (Hirr_3515) was in the
top five most abundant GR transcripts in head appendages. Further, orthologues of DmelGr43a,
Hirr_23000 and Hirr_23700, were identified with duplications evident in muscid flies relative to
Drosophila (Figure 8). Sato et al. [78] defined the narrowly tuned response of the DmelGr43a receptor to
fructose, and Miyamoto et al. [79] characterized its role as a sensor for fructose levels in the hemolymph,
transmitting nutrient status to the brain. Horn flies orient to their host fairly quickly after emergence
and are less likely to rely on alternative energy sources; further studies are required to identify the role
of sweet receptors in horn fly biology. Genomic analysis of S. calcitrans and M. domestica identified an
expansion in GRs that have a likely role in bitter taste perception (Figure 8; red, yellow, green, and blue
shaded regions). None of the horn fly candidate GRs from this study clustered with these expanded
lineages, and this could be a reflection of the reduced interaction that horn flies have with the landscape
given the almost permanent relationship with their bovine host. Orthologues to Drosophila bitter taste
receptors DmelGr66a (Hirr_18536) and DmelGr33a (Hirr_4751) [80,81] were identified, and Hirr_4751
was detected in both head appendages and headless bodies (Figure 9). Hirr_617, which was in the top
five most abundant GRs in head appendage tissue, is an orthologue of DmelGr28bD. In D. melanogaster,
DmelGr28bD is expressed in neurons of the labellum, legs, and cibarium but also in non-gustatory
neurons of the abdomen and the arista segment of the antenna [82]. As such, DmelGr28bD has a
nongustatory function regulating thermosensation by acting as a warmth sensor [83]. An orthologue of
DmelGr28a, Hirr_19652, was also identified; as with other members of the DmelGr28 family, this gene
is expressed in both gustatory and nongustatory tissues and was characterized as detecting RNA and
ribonucleosides [84]. The ligands bound by GRs are not as defined as for ORs, and orthologues of
Drosophila GRs with no known ligands were identified from the horn fly database, including DmelGr59f
and DmelGr93a. These candidate gustatory receptors were detected at low levels in the horn fly,
which is in keeping with their expression in subsets of taste sensilla and may also be due to low input
from tarsi and wing margins in our study.

Benton et al. [64] classified the role of IRs in mediating Drosophila chemosensation. IRs are
expressed in coeloconic sensilla of antennae, which are distinct from the sensilla types in which ORs are
expressed. Fernandes and Pimenta [26] described coeloconic sensilla on the flagellum of the horn fly
antenna. In addition to a role in olfaction, IRs are also present in labella, legs, wings, and the sacculus
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and arista of the antenna having a role in gustation, as well as thermosensation and hygrosensation
(reviewed in [49,85]). IRs are a heteromeric complex comprising IR co-receptors and ligand-specific
IRs that mediate the sensory response [86]. Phylogenetic comparison of the candidate horn fly IRs
identified orthologues of Ir8a (Hirr_11863), Ir25a (Hirr_4551), Ir76b (Hirr_4682), and Ir93a (Hirr_4050),
all of which function as IR co-receptors. As with the other receptor families, the candidate horn fly IRs
are predominantly expressed in head appendages and this is reflected in the phylogenetic comparison,
as the majority of the horn fly IRs are orthologous to Drosophila antennal IRs. These include DmelIr10a,
87a, 17b, 7c, 76d, 41a, 76a, 92a, 68a, 84a, 31a, and 75d (Figure 10). Although ligand specificities are still
unknown for a number of these Drosophila IRs, Hirr_9522 and Hirr_7081 were orthologous to DmelIr40a
and DmelIr21a that have a role in detecting moisture and thermal response [87,88], respectively, both of
which are essential to horn fly oviposition [23]. The remaining horn fly candidate IRs are part of the
Drosophila Ir20a clade that includes IRs expressed in neurons of taste organs, such as the labellum, legs,
pharynx, and wing margin [89].

5. Conclusions

Integration of push–pull strategies in the management of livestock pests is a viable option for
controlling pest fly populations [90]. The identification of natural product compounds that successfully
repel horn fly adults and the evidence of repellent effectiveness in the field [8–14], while short-lived,
supports the pursuit of this tool as an option for non-pesticide fly control. A further understanding of
horn fly chemosensory pathways will provide additional targets for pest control development. Using
an RNA-seq approach, we identified 153 chemosensory-related genes from the horn fly with a putative
role in sensory perception, including carrier proteins and chemosensory receptors. There was no
evidence for sex-specific and limited evidence for sex-biased expression of the chemosensory gene
family members in this study, which may reflect the shared on-host microenvironment of females and
males. Legs and wings harbor sensilla with a chemosensory function, and while these were included in
the headless bodies dataset, further consideration will be made to resolve expression of the candidate
horn fly chemosensory genes in these additional appendages. This dataset reflects one snapshot in
time, and further studies of differences in temporal expression patterns of these candidate genes as
they relate to reproductive and blood-fed state is warranted. Ultimately, functional characterization of
these molecules will be essential to identifying those that are critical to horn fly behaviors, such as
mating and oviposition.

Supplementary Materials: The following are available online at http://www.mdpi.com/2075-4450/11/11/0816/s1,
Supplementary File 1: Annotated horn fly transcriptome representing genes expressed in head appendages and
headless bodies of adult fed, mated horn flies; Supplementary File 2: Results of hierarchical clustering (fastcluster)
and subsequent gene ontology analysis (GOSeq) of transcripts comprising each cluster; Supplementary File 3:
GOSeq enriched categories of differentially expressed genes identified between the head appendage and headless
bodies RNA-seq datasets; Supplementary File 4: Differentially expressed chemosensory gene family members;
Figure S1: Amino acid sequence alignment of H. irritans Minus-C OBP genes.

Author Contributions: P.U.O. conceived and designed the experiments; P.U.O. and C.A.S. performed experiments;
P.U.O. and C.A.S. analyzed data, P.U.O. and C.A.S. wrote the manuscript. All authors have read and agreed to the
published version of the manuscript.

Funding: This research was funded by USDA-ARS Project # 3094-32000-041-00-D and Technical Contribution
No. 6904 of the Clemson University Experiment Station to C.A.S.

Acknowledgments: The authors are appreciative of Matthew Waldon for rearing the horn fly colony and providing
fly specimens. This article reports the result of research only. Mention of trade names or commercial products in
this publication is solely for the purpose of providing specific information and does not imply recommendation or
endorsement by the USDA. The USDA is an equal opportunity provider and employer.

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

http://www.mdpi.com/2075-4450/11/11/0816/s1


Insects 2020, 11, 0816 18 of 22

References

1. Swiger, S.L.; Tomberlein, J.K. Protecting Cattle from Horn Flies; Texas A&M AgriLife Extension: La Grange, TX,
USA, 2011; p. E-208.

2. Oyarzun, M.P.; Quiroz, A.; Birkett, M.A. Insecticide resistance in the horn fly: Alternative control strategies.
Med. Vet. Entomol. 2008, 22, 188–202. [CrossRef] [PubMed]

3. Domingues, L.N.; Guerrero, F.D.; Foil, L.D. Impacts of long-term insecticide treatment regimes on skdr and
kdr pyrethroid resistance alleles in horn fly field populations. Parasitol. Res. 2019, 118, 2485–2497. [CrossRef]
[PubMed]

4. Steelman, C.D.; McNew, R.W.; Simpson, R.B.; Rorie, R.W.; Phillips, J.M.; Rosenkrans, C.F., Jr. Evaluation of
alternative tactics for management of insecticide-resistant horn flies (Diptera: Muscidae). J. Econ. Entomol.
2003, 96, 892–901. [CrossRef] [PubMed]

5. Breijo, M.; Rocha, S.; Ures, X.; Pastro, L.; Alonzo, P.; Fernandez, C.; Meikle, A. Evaluation of Hematobin as a
Vaccine Candidate to Control Haematobia irritans (Diptera: Muscidae) Loads in Cattle. J. Econ. Entomol.
2017, 110, 1390–1393. [CrossRef] [PubMed]

6. Ribeiro, J.M.; Debat, H.J.; Boiani, M.; Ures, X.; Rocha, S.; Breijo, M. An insight into the sialome, mialome and
virome of the horn fly, Haematobia irritans. BMC Genom. 2019, 20, 616. [CrossRef] [PubMed]

7. Denning, S.S.; Washburn, S.P.; Watson, D.W. Development of a novel walk-through fly trap for the control of
horn flies and other pests on pastured dairy cows. J. Dairy Sci. 2014, 97, 4624–4631. [CrossRef]

8. Zhu, J.J.; Cermak, S.C.; Kenar, J.A.; Brewer, G.; Haynes, K.F.; Boxler, D.; Baker, P.D.; Wang, D.; Wang, C.;
Li, A.Y.; et al. Better than DEET: Repellent compounds derived from coconut oil. Sci. Rep. 2018, 8, 14053.
[CrossRef]

9. Lachance, S.; Grange, G. Repellent effectiveness of seven plant essential oils, sunflower oil and natural
insecticides against horn flies on pastured dairy cows and heifers. Med. Vet. Entomol. 2014, 28, 193–200.
[CrossRef]

10. Zhu, J.J.; Brewer, G.J.; Boxler, D.J.; Friesen, K.; Taylor, D.B. Comparisons of antifeedancy and spatial repellency
of three natural product repellents against horn flies, Haematobia irritans (Diptera: Muscidae). Pest Manag. Sci.
2015, 71, 1553–1560. [CrossRef]

11. Mullens, B.A.; Reifenrath, W.G.; Butler, S.M. Laboratory trials of fatty acids as repellents or antifeedants
against houseflies, horn flies and stable flies (Diptera: Muscidae). Pest Manag. Sci. 2009, 65, 1360–1366.
[CrossRef]

12. Mullens, B.A.; Soto, D.; Gerry, A.C. Sex ratios and mating status of the horn fly on pastured cattle as a
function of repellent-oil treatments. J. Med. Entomol. 2018, 55, 1325–1329. [CrossRef] [PubMed]

13. Mullens, B.A.; Soto, D.; Gerry, A.C.; Fowler, F.E.; Diniz, A.N. Effects of fatty acid and geraniol repellent-oil
mixtures applied to cattle on blood feeding and reproductive parameters in field populations of Haematobia
irritans (Diptera: Muscidae). J. Med. Entomol. 2018, 55, 408–416. [CrossRef] [PubMed]

14. Mullens, B.A.; Watson, D.W.; Gerry, A.C.; Sandelin, B.A.; Soto, D.; Rawls, D.; Denning, S.; Guisewite, L.;
Cammack, J. Field trials of fatty acids and geraniol applied to cattle for suppression of horn flies, Haematobia
irritans (Diptera: Muscidae), with observations on fly defensive behaviors. Vet. Parasitol. 2017, 245, 14–28.
[CrossRef] [PubMed]

15. Andersson, M.N.; Newcomb, R.D. Pest control compounds targeting insect chemoreceptors: Another silent
spring? Front. Ecol. Evol. 2017, 5. [CrossRef]

16. Sparks, J.T.; Bohbot, J.D.; Dickens, J.C. Olfactory disruption: Toward controlling important insect vectors of
disease. Prog. Mol. Biol. Transl. Sci. 2015, 130, 81–108. [CrossRef]

17. Venthur, H.; Zhou, J.J. Odorant Receptors and Odorant-Binding Proteins as Insect Pest Control Targets:
A Comparative Analysis. Front. Physiol. 2018, 9, 1163. [CrossRef]

18. Clark, J.T.; Ray, A. Olfactory mechanisms for discovery of odorants to reduce insect-host contact. J. Chem. Ecol.
2016, 42, 919–930. [CrossRef]

19. Kuramochi, K. Studies on the Reproductive-Biology of the Horn Fly, Hematobia-Irritans (L.) (Diptera,
Muscidae): 3. Mating-Behavior of the Fly in the Field. Appl. Entomol. Zool. 1989, 24, 326–333. [CrossRef]

20. Zorka, T.J.; Bay, D.E. The courtship behavior of the horn fly. Southwest Entomol. 1980, 5, 196–200.

http://dx.doi.org/10.1111/j.1365-2915.2008.00733.x
http://www.ncbi.nlm.nih.gov/pubmed/18816268
http://dx.doi.org/10.1007/s00436-019-06386-8
http://www.ncbi.nlm.nih.gov/pubmed/31280327
http://dx.doi.org/10.1093/jee/96.3.892
http://www.ncbi.nlm.nih.gov/pubmed/12852633
http://dx.doi.org/10.1093/jee/tox104
http://www.ncbi.nlm.nih.gov/pubmed/28387808
http://dx.doi.org/10.1186/s12864-019-5984-7
http://www.ncbi.nlm.nih.gov/pubmed/31357943
http://dx.doi.org/10.3168/jds.2013-7872
http://dx.doi.org/10.1038/s41598-018-32373-7
http://dx.doi.org/10.1111/mve.12044
http://dx.doi.org/10.1002/ps.3960
http://dx.doi.org/10.1002/ps.1823
http://dx.doi.org/10.1093/jme/tjy058
http://www.ncbi.nlm.nih.gov/pubmed/29701799
http://dx.doi.org/10.1093/jme/tjx208
http://www.ncbi.nlm.nih.gov/pubmed/29186519
http://dx.doi.org/10.1016/j.vetpar.2017.08.005
http://www.ncbi.nlm.nih.gov/pubmed/28969832
http://dx.doi.org/10.3389/fevo.2017.00005
http://dx.doi.org/10.1016/bs.pmbts.2014.11.004
http://dx.doi.org/10.3389/fphys.2018.01163
http://dx.doi.org/10.1007/s10886-016-0770-3
http://dx.doi.org/10.1303/aez.24.326


Insects 2020, 11, 0816 19 of 22

21. Bolton, H.T.; Butler, J.F.; Carlson, D.A. A mating stimulant pheromone of the horn fly, Haematobia irritans
(L.): Demonstration of biological activity in separated cuticular components. J. Chem. Ecol. 1980, 6, 951–964.
[CrossRef]

22. Kunz, S.E.; Blume, R.R.; Hogan, B.F.; Matter, J.J. Biological and ecological investigations of horn flies in
Central Texas: Influence of time of manure deposition on oviposition. J. Econ. Entomol. 1970, 63, 930–933.
[CrossRef]

23. Kuramochi, K. Ovipositional behavior of the horn fly (Diptera: Muscidae) in the field. J. Med. Entomol.
2000, 37, 461–466. [CrossRef] [PubMed]

24. Birkett, M.A.; Agelopoulos, N.; Jensen, K.M.; Jespersen, J.B.; Pickett, J.A.; Prijs, H.J.; Thomas, G.; Trapman, J.J.;
Wadhams, L.J.; Woodcock, C.M. The role of volatile semiochemicals in mediating host location and selection
by nuisance and disease-transmitting cattle flies. Med. Vet. Entomol. 2004, 18, 313–322. [CrossRef] [PubMed]

25. Bay, D.E.; Meola, S.M.; White, S.L. Scanning electron microscopy of the ovipositor of the horn fly.
Southwest Entomol. 1996, 21, 337–339.

26. Fernandes, F.D.; Pimenta, P.F.P. Typology and distribution of antennal sensory organs of adults Haematobia
irritans of the Midwest region of Brazil. Pesqui. Vet. Bras. 2018, 38, 183–188. [CrossRef]

27. Fernandes, F.F.; Bahia, A.C.; Secundino, N.F.C.; Pimenta, P.F.P. Ultrastructural analysis of mouthparts of
adult horn fly (Diptera: Muscidae) from the Brazilian Midwest region. J. Med. Entomol. 2020, 57, 1447–1458.
[CrossRef] [PubMed]

28. White, S.L.; Bay, D.E. Antennal olfactory sensilla of the horn fly, Haematobia irritans (L.) (Diptera: Muscidae).
J. Kans. Entomol. Soc. 1980, 53, 641–652.

29. Olafson, P.U. Molecular characterization and immunolocalization of the olfactory co-receptor Orco from two
blood-feeding muscid flies, the stable fly (Stomoxys calcitrans, L.) and the horn fly (Haematobia irritans irritans,
L.). Insect Mol. Biol. 2013, 22, 131–142. [CrossRef]

30. Domingues, L.N.; Guerrero, F.D.; Cameron, C.; Farmer, A.; Bendele, K.G.; Foil, L.D. The assembled
transcriptome of the adult horn fly, Haematobia irritans. Data Brief 2018, 19, 1933–1940. [CrossRef]

31. Bolger, A.M.; Lohse, M.; Usadel, B. Trimmomatic: A flexible trimmer for Illumina sequence data. Bioinformatics
2014, 30, 2114–2120. [CrossRef]

32. Grabherr, M.G.; Haas, B.J.; Yassour, M.; Levin, J.Z.; Thompson, D.A.; Amit, I.; Adiconis, X.; Fan, L.;
Raychowdhury, R.; Zeng, Q.; et al. Full-length transcriptome assembly from RNA-Seq data without a
reference genome. Nat. Biotechnol. 2011, 29, 644–652. [CrossRef] [PubMed]

33. Li, W.; Godzik, A. Cd-hit: A fast program for clustering and comparing large sets of protein or nucleotide
sequences. Bioinformatics 2006, 22, 1658–1659. [CrossRef]

34. Bairoch, A.; Apweiler, R. The SWISS-PROT protein sequence database and its supplement TrEMBL in 2000.
Nucleic Acids Res. 2000, 28, 45–48. [CrossRef] [PubMed]

35. Jones, P.; Binns, D.; Chang, H.Y.; Fraser, M.; Li, W.; McAnulla, C.; McWilliam, H.; Maslen, J.; Mitchell, A.; Nuka, G.;
et al. InterProScan 5: Genome-scale protein function classification. Bioinformatics 2014, 30, 1236–1240. [CrossRef]
[PubMed]

36. El-Gebali, S.; Mistry, J.; Bateman, A.; Eddy, S.R.; Luciani, A.; Potter, S.C.; Qureshi, M.; Richardson, L.J.;
Salazar, G.A.; Smart, A.; et al. The Pfam protein families database in 2019. Nucleic Acids Res. 2019, 47, D427–D432.
[CrossRef] [PubMed]

37. Thomas, P.D.; Campbell, M.J.; Kejariwal, A.; Mi, H.; Karlak, B.; Daverman, R.; Diemer, K.; Muruganujan, A.;
Narechania, A. PANTHER: A library of protein families and subfamilies indexed by function. Genome Res.
2003, 13, 2129–2141. [CrossRef] [PubMed]

38. Krogh, A.; Larsson, B.; von Heijne, G.; Sonnhammer, E.L. Predicting transmembrane protein topology with a
hidden Markov model: Application to complete genomes. J. Mol. Biol. 2001, 305, 567–580. [CrossRef]

39. Armenteros, J.J.A.; Tsirigos, K.D.; Sonderby, C.K.; Petersen, T.N.; Winther, O.; Brunak, S.; von Heijne, G.;
Nielsen, H. SignalP 5.0 improves signal peptide predictions using deep neural networks. Nat. Biotechnol.
2019, 37, 420–423. [CrossRef]

40. Langmead, B.; Salzberg, S.L. Fast gapped-read alignment with Bowtie 2. Nat. Methods 2012, 9, 357–359.
[CrossRef]

41. Li, B.; Dewey, C.N. RSEM: Accurate transcript quantification from RNA-Seq data with or without a reference
genome. BMC Bioinform. 2011, 12, 323. [CrossRef]

http://dx.doi.org/10.1007/BF00990478
http://dx.doi.org/10.1093/jee/63.3.930
http://dx.doi.org/10.1093/jmedent/37.3.461
http://www.ncbi.nlm.nih.gov/pubmed/15535593
http://dx.doi.org/10.1111/j.0269-283X.2004.00528.x
http://www.ncbi.nlm.nih.gov/pubmed/15641996
http://dx.doi.org/10.1590/1678-5150-pvb-5499
http://dx.doi.org/10.1093/jme/tjaa085
http://www.ncbi.nlm.nih.gov/pubmed/32424423
http://dx.doi.org/10.1111/imb.12009
http://dx.doi.org/10.1016/j.dib.2018.06.095
http://dx.doi.org/10.1093/bioinformatics/btu170
http://dx.doi.org/10.1038/nbt.1883
http://www.ncbi.nlm.nih.gov/pubmed/21572440
http://dx.doi.org/10.1093/bioinformatics/btl158
http://dx.doi.org/10.1093/nar/28.1.45
http://www.ncbi.nlm.nih.gov/pubmed/10592178
http://dx.doi.org/10.1093/bioinformatics/btu031
http://www.ncbi.nlm.nih.gov/pubmed/24451626
http://dx.doi.org/10.1093/nar/gky995
http://www.ncbi.nlm.nih.gov/pubmed/30357350
http://dx.doi.org/10.1101/gr.772403
http://www.ncbi.nlm.nih.gov/pubmed/12952881
http://dx.doi.org/10.1006/jmbi.2000.4315
http://dx.doi.org/10.1038/s41587-019-0036-z
http://dx.doi.org/10.1038/nmeth.1923
http://dx.doi.org/10.1186/1471-2105-12-323


Insects 2020, 11, 0816 20 of 22

42. Robinson, M.D.; McCarthy, D.J.; Smyth, G.K. edgeR: A Bioconductor package for differential expression
analysis of digital gene expression data. Bioinformatics 2010, 26, 139–140. [CrossRef] [PubMed]

43. Young, M.D.; Wakefield, M.J.; Smyth, G.K.; Oshlack, A. Gene ontology analysis for RNA-seq: Accounting for
selection bias. Genome Biol. 2010, 11, R14. [CrossRef] [PubMed]

44. Olafson, P.U.; Aksoy, S.; Attardo, G.M.; Buckmeier, G.; Chen, X.; Coates, C.J.; Davis, M.; Dykema, J.;
Emrich, S.J.; Friedrich, M.; et al. Functional genomics of the stable fly, Stomoxys calcitrans, reveals
mechanisms underlying reproduction, host interactions, and novel targets for pest control. bioRxiv 2019.
[CrossRef]

45. Edgar, R.C. MUSCLE: Multiple sequence alignment with high accuracy and high throughput. Nucleic Acids
Res. 2004, 32, 1792–1797. [CrossRef]

46. Capella-Gutierrez, S.; Silla-Martinez, J.M.; Gabaldon, T. trimAl: A tool for automated alignment trimming in
large-scale phylogenetic analyses. Bioinformatics 2009, 25, 1972–1973. [CrossRef]

47. Trifinopoulos, J.; Nguyen, L.T.; von Haeseler, A.; Minh, B.Q. W-IQ-TREE: A fast online phylogenetic tool for
maximum likelihood analysis. Nucleic Acids Res. 2016, 44, W232–W235. [CrossRef]

48. Hoang, D.T.; Chernomor, O.; von Haeseler, A.; Minh, B.Q.; Vinh, L.S. UFBoot2: Improving the Ultrafast
Bootstrap Approximation. Mol. Biol. Evol. 2018, 35, 518–522. [CrossRef]

49. Rimal, S.; Lee, Y. The multidimensional ionotropic receptors of Drosophila melanogaster. Insect Mol. Biol. 2018, 27, 1–7.
[CrossRef]

50. Scott, J.G.; Warren, W.C.; Beukeboom, L.W.; Bopp, D.; Clark, A.G.; Giers, S.D.; Hediger, M.; Jones, A.K.;
Kasai, S.; Leichter, C.A.; et al. Genome of the house fly, Musca domestica L., a global vector of diseases with
adaptations to a septic environment. Genome Biol. 2014, 15. [CrossRef]

51. Liu, G.; Ma, H.; Xie, H.; Xuan, N.; Guo, X.; Fan, Z.; Rajashekar, B.; Arnaud, P.; Offmann, B.; Picimbon, J.F.
Biotype Characterization, Developmental Profiling, Insecticide Response and Binding Property of Bemisia
tabaci Chemosensory Proteins: Role of CSP in Insect Defense. PLoS ONE 2016, 11, e0154706. [CrossRef]

52. Pelosi, P.; Zhu, J.; Knoll, W. From radioactive ligands to biosensors: Binding methods with olfactory proteins.
Appl. Microbiol. Biotechnol. 2018, 102, 8213–8227. [CrossRef] [PubMed]

53. Liu, G.; Xuan, N.; Rajashekar, B.; Arnaud, P.; Offmann, B.; Picimbon, J.F. Comprehensive history of CSP
genes: Evolution, phylogenetic distribution and functions. Genes 2020, 11, 413. [CrossRef] [PubMed]

54. Vieira, F.G.; Rozas, J. Comparative genomics of the odorant-binding and chemosensory protein gene families
across the Arthropoda: Origin and evolutionary history of the chemosensory system. Genome Biol. Evol.
2011, 3, 476–490. [CrossRef] [PubMed]

55. Campanacci, V.; Spinelli, S.; Lartigue, A.; Lewandowski, C.; Brown, K.; Tegoni, M.; Cambillau, C.
Recombinant chemosensory protein (CSP2) from the moth Mamestra brassicae: Crystallization and
preliminary crystallographic study. Acta Crystallogr. Sect. D Biol. Crystallogr. 2001, 57, 137–139. [CrossRef]
[PubMed]

56. Mao, Y.; Xu, X.; Xu, W.; Ishida, Y.; Leal, W.S.; Ames, J.B.; Clardy, J. Crystal and solution structures of an
odorant-binding protein from the southern house mosquito complexed with an oviposition pheromone.
Proc. Natl. Acad. Sci. USA 2010, 107, 19102–19107. [CrossRef] [PubMed]

57. Olafson, P.U.; Lohmeyer, K.H.; Dowd, S.E. Analysis of expressed sequence tags from a significant livestock
pest, the stable fly (Stomoxys calcitrans), identifies transcripts with a putative role in chemosensation and sex
determination. Arch. Insect Biochem. Physiol. 2010, 74, 179–204. [CrossRef]

58. Wanner, K.W.; Willis, L.G.; Theilmann, D.A.; Isman, M.B.; Feng, Q.; Plettner, E. Analysis of the insect
OS-D-like gene family. J. Chem. Ecol. 2004, 30, 889–911. [CrossRef]

59. Pitts, R.J.; Rinker, D.C.; Jones, P.L.; Rokas, A.; Zwiebel, L.J. Transcriptome profiling of chemosensory
appendages in the malaria vector Anopheles gambiae reveals tissue- and sex-specific signatures of odor
coding. BMC Genom. 2011, 12, 271. [CrossRef]

60. Younus, F.; Chertemps, T.; Pearce, S.L.; Pandey, G.; Bozzolan, F.; Coppin, C.W.; Russell, R.J.;
Maibeche-Coisne, M.; Oakeshott, J.G. Identification of candidate odorant degrading gene/enzyme systems in
the antennal transcriptome of Drosophila melanogaster. Insect Biochem. Mol. Biol. 2014, 53, 30–43. [CrossRef]

61. Shorter, J.R.; Dembeck, L.M.; Everett, L.J.; Morozova, T.V.; Arya, G.H.; Turlapati, L.; St. Armour, G.E.;
Schal, C.; Mackay, T.F.C.; Anholt, R.R.H. Obp56h modulates mating behavior in Drosophila melanogaster.
G3 Genes Genom. Genet. 2016, 6, 3335–3342. [CrossRef]

http://dx.doi.org/10.1093/bioinformatics/btp616
http://www.ncbi.nlm.nih.gov/pubmed/19910308
http://dx.doi.org/10.1186/gb-2010-11-2-r14
http://www.ncbi.nlm.nih.gov/pubmed/20132535
http://dx.doi.org/10.1101/623009
http://dx.doi.org/10.1093/nar/gkh340
http://dx.doi.org/10.1093/bioinformatics/btp348
http://dx.doi.org/10.1093/nar/gkw256
http://dx.doi.org/10.1093/molbev/msx281
http://dx.doi.org/10.1111/imb.12347
http://dx.doi.org/10.1186/s13059-014-0466-3
http://dx.doi.org/10.1371/journal.pone.0154706
http://dx.doi.org/10.1007/s00253-018-9253-5
http://www.ncbi.nlm.nih.gov/pubmed/30054700
http://dx.doi.org/10.3390/genes11040413
http://www.ncbi.nlm.nih.gov/pubmed/32290210
http://dx.doi.org/10.1093/gbe/evr033
http://www.ncbi.nlm.nih.gov/pubmed/21527792
http://dx.doi.org/10.1107/S0907444900013822
http://www.ncbi.nlm.nih.gov/pubmed/11134936
http://dx.doi.org/10.1073/pnas.1012274107
http://www.ncbi.nlm.nih.gov/pubmed/20956299
http://dx.doi.org/10.1002/arch.20372
http://dx.doi.org/10.1023/B:JOEC.0000028457.51147.d4
http://dx.doi.org/10.1186/1471-2164-12-271
http://dx.doi.org/10.1016/j.ibmb.2014.07.003
http://dx.doi.org/10.1534/g3.116.034595


Insects 2020, 11, 0816 21 of 22

62. Hekmat-Scafe, D.S.; Scafe, C.R.; McKinney, A.J.; Tanouye, M.A. Genome-wide analysis of the odorant-binding
protein gene family in Drosophila melanogaster. Genome Res. 2002, 12, 1357–1369. [CrossRef] [PubMed]

63. Spinelli, S.; Lagarde, A.; Iovinella, I.; Legrand, P.; Tegoni, M.; Pelosi, P.; Cambillau, C. Crystal structure
of Apis mellifera OBP14, a C-minus odorant-binding protein, and its complexes with odorant molecules.
Insect Biochem. Mol. Biol. 2012, 42, 41–50. [CrossRef] [PubMed]

64. Benton, R.; Vannice, K.S.; Gomez-Diaz, C.; Vosshall, L.B. Variant ionotropic glutamate receptors as
chemosensory receptors in Drosophila. Cell 2009, 136, 149–162. [CrossRef]

65. Chen, Y.D.; Dahanukar, A. Recent advances in the genetic basis of taste detection in Drosophila.
Cell. Mol. Life Sci. 2020, 77, 1087–1101. [CrossRef] [PubMed]

66. Fleischer, J.; Pregitzer, P.; Breer, H.; Krieger, J. Access to the odor world: Olfactory receptors and their role for
signal transduction in insects. Cell. Mol. Life Sci. 2018, 75, 485–508. [CrossRef]

67. Robertson, H.M. The insect chemoreceptor superfamily in Drosophila pseudoobscura: Molecular evolution of
ecologically-relevant genes over 25 million years. J. Insect Sci. 2009, 9, 18. [CrossRef]

68. van Naters, W.G.; Carlson, J.R. Receptors and neurons for fly odors in Drosophila. Curr. Biol. 2007, 17, 606–612.
[CrossRef]

69. Kurtovic, A.; Widmer, A.; Dickson, B.J. A single class of olfactory neurons mediates behavioural responses to
a Drosophila sex pheromone. Nature 2007, 446, 542–546. [CrossRef]

70. Masuda-Nakagawa, L.M.; Gendre, N.; O’Kane, C.J.; Stocker, R.F. Localized olfactory representation in
mushroom bodies of Drosophila larvae. Proc. Natl. Acad. Sci. USA 2009, 106, 10314–10319. [CrossRef]

71. Fishilevich, E.; Domingos, A.I.; Asahina, K.; Naef, F.; Vosshall, L.B.; Louis, M. Chemotaxis behavior mediated
by single larval olfactory neurons in Drosophila. Curr. Biol. 2005, 15, 2086–2096. [CrossRef]

72. Couto, A.; Alenius, M.; Dickson, B.J. Molecular, anatomical, and functional organization of the Drosophila
olfactory system. Curr. Biol. 2005, 15, 1535–1547. [CrossRef] [PubMed]

73. Goldman, A.L.; van Naters, W.G.; Lessing, D.; Warr, C.G.; Carlson, J.R. Coexpression of two functional odor
receptors in one neuron. Neuron 2005, 45, 661–666. [CrossRef] [PubMed]

74. Jones, W.D.; Cayirlioglu, P.; Kadow, I.G.; Vosshall, L.B. Two chemosensory receptors together mediate carbon
dioxide detection in Drosophila. Nature 2007, 445, 86–90. [CrossRef] [PubMed]

75. Fujii, S.; Yavuz, A.; Slone, J.; Jagge, C.; Song, X.; Amrein, H. Drosophila sugar receptors in sweet taste
perception, olfaction, and internal nutrient sensing. Curr. Biol. 2015, 25, 621–627. [CrossRef]

76. Jiao, Y.; Moon, S.J.; Wang, X.; Ren, Q.; Montell, C. Gr64f is required in combination with other gustatory
receptors for sugar detection in Drosophila. Curr. Biol. 2008, 18, 1797–1801. [CrossRef]

77. Slone, J.; Daniels, J.; Amrein, H. Sugar receptors in Drosophila. Curr. Biol. 2007, 17, 1809–1816. [CrossRef]
78. Sato, K.; Tanaka, K.; Touhara, K. Sugar-regulated cation channel formed by an insect gustatory receptor.

Proc. Natl. Acad. Sci. USA 2011, 108, 11680–11685. [CrossRef]
79. Miyamoto, T.; Slone, J.; Song, X.; Amrein, H. A fructose receptor functions as a nutrient sensor in the

Drosophila brain. Cell 2012, 151, 1113–1125. [CrossRef]
80. Moon, S.J.; Kottgen, M.; Jiao, Y.; Xu, H.; Montell, C. A taste receptor required for the caffeine response in vivo.

Curr. Biol. 2006, 16, 1812–1817. [CrossRef]
81. Moon, S.J.; Lee, Y.; Jiao, Y.; Montell, C. A Drosophila gustatory receptor essential for aversive taste and

inhibiting male-to-male courtship. Curr. Biol. 2009, 19, 1623–1627. [CrossRef]
82. Thorne, N.; Amrein, H. Atypical expression of Drosophila gustatory receptor genes in sensory and central

neurons. J. Comp. Neurol. 2008, 506, 548–568. [CrossRef] [PubMed]
83. Ni, L.; Bronk, P.; Chang, E.C.; Lowell, A.M.; Flam, J.O.; Panzano, V.C.; Theobald, D.L.; Griffith, L.C.; Garrity, P.A.

A gustatory receptor paralogue controls rapid warmth avoidance in Drosophila. Nature 2013, 500, 580–584.
[CrossRef] [PubMed]

84. Mishra, D.; Thorne, N.; Miyamoto, C.; Jagge, C.; Amrein, H. The taste of ribonucleosides: Novel
macronutrients essential for larval growth are sensed by Drosophila gustatory receptor proteins. PLoS Biol.
2018, 16, e2005570. [CrossRef] [PubMed]

85. Gomez-Diaz, C.; Martin, F.; Garcia-Fernandez, J.M.; Alcorta, E. The Two Main Olfactory Receptor Families in
Drosophila, ORs and IRs: A Comparative Approach. Front. Cell. Neurosci. 2018, 12, 253. [CrossRef] [PubMed]

86. Abuin, L.; Bargeton, B.; Ulbrich, M.H.; Isacoff, E.Y.; Kellenberger, S.; Benton, R. Functional architecture of
olfactory ionotropic glutamate receptors. Neuron 2011, 69, 44–60. [CrossRef] [PubMed]

http://dx.doi.org/10.1101/gr.239402
http://www.ncbi.nlm.nih.gov/pubmed/12213773
http://dx.doi.org/10.1016/j.ibmb.2011.10.005
http://www.ncbi.nlm.nih.gov/pubmed/22075131
http://dx.doi.org/10.1016/j.cell.2008.12.001
http://dx.doi.org/10.1007/s00018-019-03320-0
http://www.ncbi.nlm.nih.gov/pubmed/31598735
http://dx.doi.org/10.1007/s00018-017-2627-5
http://dx.doi.org/10.1673/031.009.1801
http://dx.doi.org/10.1016/j.cub.2007.02.043
http://dx.doi.org/10.1038/nature05672
http://dx.doi.org/10.1073/pnas.0900178106
http://dx.doi.org/10.1016/j.cub.2005.11.016
http://dx.doi.org/10.1016/j.cub.2005.07.034
http://www.ncbi.nlm.nih.gov/pubmed/16139208
http://dx.doi.org/10.1016/j.neuron.2005.01.025
http://www.ncbi.nlm.nih.gov/pubmed/15748842
http://dx.doi.org/10.1038/nature05466
http://www.ncbi.nlm.nih.gov/pubmed/17167414
http://dx.doi.org/10.1016/j.cub.2014.12.058
http://dx.doi.org/10.1016/j.cub.2008.10.009
http://dx.doi.org/10.1016/j.cub.2007.09.027
http://dx.doi.org/10.1073/pnas.1019622108
http://dx.doi.org/10.1016/j.cell.2012.10.024
http://dx.doi.org/10.1016/j.cub.2006.07.024
http://dx.doi.org/10.1016/j.cub.2009.07.061
http://dx.doi.org/10.1002/cne.21547
http://www.ncbi.nlm.nih.gov/pubmed/18067151
http://dx.doi.org/10.1038/nature12390
http://www.ncbi.nlm.nih.gov/pubmed/23925112
http://dx.doi.org/10.1371/journal.pbio.2005570
http://www.ncbi.nlm.nih.gov/pubmed/30086130
http://dx.doi.org/10.3389/fncel.2018.00253
http://www.ncbi.nlm.nih.gov/pubmed/30214396
http://dx.doi.org/10.1016/j.neuron.2010.11.042
http://www.ncbi.nlm.nih.gov/pubmed/21220098


Insects 2020, 11, 0816 22 of 22

87. Knecht, Z.A.; Silbering, A.F.; Ni, L.; Klein, M.; Budelli, G.; Bell, R.; Abuin, L.; Ferrer, A.J.; Samuel, A.D.;
Benton, R.; et al. Distinct combinations of variant ionotropic glutamate receptors mediate thermosensation
and hygrosensation in Drosophila. Elife 2016, 5. [CrossRef] [PubMed]

88. Ni, L.; Klein, M.; Svec, K.V.; Budelli, G.; Chang, E.C.; Ferrer, A.J.; Benton, R.; Samuel, A.D.; Garrity, P.A.
The Ionotropic Receptors IR21a and IR25a mediate cool sensing in Drosophila. Elife 2016, 5. [CrossRef]

89. Koh, T.W.; He, Z.; Gorur-Shandilya, S.; Menuz, K.; Larter, N.K.; Stewart, S.; Carlson, J.R. The Drosophila
IR20a clade of ionotropic receptors are candidate taste and pheromone receptors. Neuron 2014, 83, 850–865.
[CrossRef]

90. Cook, S.M.; Khan, Z.R.; Pickett, J.A. The use of push-pull strategies in integrated pest management.
Annu. Rev. Entomol. 2007, 52, 375–400. [CrossRef]

Publisher’s Note: MDPI stays neutral with regard to jurisdictional claims in published maps and institutional
affiliations.

© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.7554/eLife.17879
http://www.ncbi.nlm.nih.gov/pubmed/27656904
http://dx.doi.org/10.7554/eLife.13254
http://dx.doi.org/10.1016/j.neuron.2014.07.012
http://dx.doi.org/10.1146/annurev.ento.52.110405.091407
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Horn Fly Tissue Collection and Total RNA Isolation 
	Library Preparation, Sequencing, and Pre-Processing 
	De Novo Transcriptome Assembly, Annotation, and Functional Categorization 
	Differential Gene Expression and Gene Ontology Enrichment Analyses 
	Phylogenetic Analysis 

	Results 
	Transcriptome Sequencing, Assembly, and Differential Expression Analysis 
	Enriched Gene Ontology Categories of Differentially Expressed and Tissue-Specific Trancripts 
	Candidate Horn Fly Chemosensory Gene Family Members Identified from Transcriptome Analysis of Pooled Head Appendages and Headless Bodies 
	Horn Fly Odorant Binding Proteins (OBP) and Chemosensory Proteins (CSP) 
	Horn Fly Odorant Receptors (OR) 
	Horn Fly Gustatory Receptors (GR) 
	Horn Fly Ionotropic Receptors (IR) 


	Discussion 
	Conclusions 
	References

