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Abstract: Toll-like receptors (TLRs) are pathogen recognition receptors (PRRs), which play key roles
in helping the host immune system fight pathogen invasions. Systematic information on TLRs at the
genome-wide level and expression profiling in response to endophytic colonization is very important
to understand their functions but is currently lacking in this field. Here, a total of two TLR genes
were identified and characterized in Diaphorina citri. The TLR genes of D. citri were clustered into five
families according to the phylogenetic analysis of different species’ TLRs. The domain organization
analyses suggested that the TLRs were constituted of three important parts: a leucine-rich repeat
(LRR) domain, a transmembrane region (TR) and a Toll/interleukin-1 receptor (TIR) domain. The
mRNA expression levels of the two TLR genes (DcTOLL and DcTLR7) were highly regulated in
both nymphs and adults of D. citri. These results elucidated the potentiated TLR gene expression in
response to endophytically colonized plants. Furthermore, the 3D structures of the TIR domain were
highly conserved during evolution. Collectively, these findings elucidate the crucial roles of TLRs in
the immune response of D. citri to entomopathogens systematically established as endophytes, and
provide fundamental knowledge for further understanding of the innate immunity of D. citri.

Keywords: entomopathogenic fungi; Toll-like receptor; pathogens; immunity; endophytes

1. Introduction

Multicellular organisms have an inherent immune system that helps in preventing
the invasion of pathogens; as soon as the host body detects pathogens, it triggers innate
immune responses to block the invaders and then primes the body’s adaptive immunity
against them [1,2]. Arthropods mainly depend on the innate immune system to face infec-
tion by pathogens. According to Ligoxygakis [3] there are basically two signaling pathways
involved in insect immunity (Toll (or Toll-like receptor, TLR) pathway and immune de-
ficiency (Imd) pathway). The Toll/TLR pathway is involved in both development and
immunity, while the Imd pathway is only involved in immunity [4].

The TLR family consists of highly conserved pattern recognition receptors (PRRs),
that recognize pathogen-associated molecular patterns (PAMPs). PAMPs are highly con-
served small molecules associated with pathogens, and these molecules include lipoprotein,
lipopolysaccharide, mannose, lipoteichoic acid, peptidoglycan and nucleic acid molecular
structures [5,6]. As a result of the host PRR’s interaction with pathogens, an immune
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response is initiated to eliminate them or overcome their infection [7]. TLRs are a class of
PRRs that has two main components, an extracellular leucine-rich repeat (LRR) region and
an intracellular Toll/interleukin (IL)-1 receptor (TIR) domain. The function of the extracellu-
lar LRR region is to identify pathogens; meanwhile, the intracellular TIR domain responds
to downstream signaling. Based on this structural composition, LRRs link extracellular
signals to intracellular specific gene expressions [8,9]. To date, these family members have
been studied at the genome-wide level in several animals. For example, 10 TLRs have been
identified in humans, named TLR1-10, while 12 TLRs have been identified in mice, named
TLR1-12 [10,11]; among them, TLR1,2 and TLR4,6 are positioned in the plasma membrane
and the function they perform is the recognition of extracellular pathogens [12,13]. The
TLR2 receptor recognizes Propionibacterium acnes to induce inflammatory cytokines [14].
The TLR5 receptor recognizes and binds to the flagellin protein of some Gram-positive
and Gram-negative bacteria, and triggers the downstream innate immune response [15].
TLR3,7,8 locate within endosomes, recognize viral DNA or RNA that has invaded the
cytoplasm, and activate the antiviral immune response [16]. TLR roles in antimicrobial
immune responses have also been reported [17]. Six TLRs have been identified in Musca
domestica (Diptera: Muscidae) named TLR1-6, and they play crucial roles in the immunity of
the housefly [18]. Several studies have also been carried out in crustaceous species [19–22].
However, TLR studies at the genome-wide level are currently lacking in the insect lineage.

Diaphorina citri is a major emerging pest of citrus production worldwide, because it
is a vector for Candidatus Liberibacter asiaticus, the causal agent of Huanglongbing, also
known as citrus greening, the most damaging disease in citriculture [23,24]. TLRs are very
important elements of innate immunity. However, the TLRs and their underlying functional
mechanisms in D. citri have not been exhaustively addressed to date. Using genome-wide
analysis, we can gain a systematic understanding of a particular gene family, including
member classification, phylogenetics, gene expression, and molecular evolution [25]. In
the present study, we aimed to (i) characterize TLR genes in D. citri through genome-wide
identification; and (ii) test the hypothesis that C. sinensis seedlings endophytically colonized
by B. bassiana lead to changes in TLR gene expression in D. citri when feeding on them.
Two TLRs were identified in the D. citri genome, and their phylogenetic relationship with
other TLRs from different species were analyzed. Furthermore, the expression profiles of
TLR family members in D. citri fed on endophytically colonized C. sinensis seedlings were
studied and the expression analyzed in nymphs and adults. Besides, structural alignments
showed that the 3-dimensional structures of TIR domains were highly conserved among
the two TLRs identified. Moreover, the protein-protein interaction (PPI) network analysis of
D. citri TLRs suggested some potential interactors in innate immune signaling. This study
analyzed the outcomes of interaction between D. citri-endophyte-C. sinensis in relation to
the immune responses and provides a genomic foundation for a better understanding of
the effects of entomopathogens in D. citri innate immunity.

2. Materials and Methods
2.1. Plant Material, Source of Fungal, Conidia Suspension Preparation and Inoculation

Seedlings of C. sinensis used in this experiment were raised from surface-sterilized
seeds (soaked for 3 min in 75% ethanol, followed by 3 min in 2% sodium hypochorite;
then they were rinsed three times in sterile distilled water). The seeds were planted
in germination trays (40 × 30 × 8 cm) containing sterile potting compost (the potting
compost was sterilized at 120 ◦C for two hours in an autoclave), and once the seedlings had
three true leaves, they were transplanted into plastic pots (8 cm high × 7.5 cm diameter)
containing sterile planting compost. Transplants were then kept in a glass room at 25± 2 ◦C,
70 ± 5% RH, and 12:12 (L:D) photoperiod.

Beauveria bassiana strain 16 (BB-16) was obtained from the Insect Ecology and Biologi-
cal Control Laboratory at Fujian Agriculture and Forestry University, Fuzhou, China. We
identified the strain using morphological descriptions based on the Humber [26,27] keys.
The ITS region of nuclear rRNA of the isolate (GenBank accession number MG844431)
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was sequenced and used along with the morphological features to confirm the identity of
the isolate. The isolate BB-16 was cultured on Potato Dextrose Agar (PDA) culture media
(Qingdao Hope Bio-technology Co., Ltd. Qingdao, China) in Petri dishes (90 × 15 mm)
at constant temperature of 25 ± 2 ◦C, 65–75% relative humidity for 18 days in complete
darkness. Conidia were harvested under sterile conditions by gently scraping conidia
from the culture surface using a spatula and suspending them in sterile distilled water
(SDW) containing Tween 80 (0.01%) to emulsify. The suspension was homogenized by
vortexing the suspension for 4 min, and then the hyphal debris was removed by filtering
with a sterile syringe and cotton wool. Finally, the conidial concentration was adjusted to
1 × 108 conidia mL−1 under the microscope using a Neubauer hemocytometer. Prior to
inoculation, 100 µL of the first serial dilution was planted on 2.5% water agar and then incu-
bated at 25 ◦C for 24 h to determine the percentage of conidia viability. Germinated conidia
were counted to determine conidia viability. A conidium was considered viable when its
germ tubes were longer than half its diameter. Inoculation with conidial suspensions was
limited to those with germination rates of 90% or higher.

The inoculation was done approximately 40 days post-transplanting date. Seedlings
within an average height of 12 cm and at least 6–7 true leaves were selected for inoculation.
This was done to ensure an accurate count of eggs, nymphs and adults. Fifty seedlings
each were foliar-sprayed with an average of 5 mL of 1 × 108 conidial mL−1 suspension of
B. bassiana, while the control seedlings were sprayed with sterile distilled water containing
0.01% Tween 80 solution.

2.2. Colonization Assessment

Plant colonization assessment was determined/conducted throughout re-isolation of
endophytic B. bassiana BB-16 from inoculated plants at 7 and 28 days post foliar inoculation
(dpfi) using the methodology described by Greenfield, et al. [28]. Ten inoculated plants
were sampled on each sampling day. Selected leaves were cut into 2 cm2 and then surface-
sterilized by immersing in 70% ethanol for 1 min and in 1.5% sodium hypochlorite for
1 min and finally rinsed three times in sterile water.

The last rinsing water was plated to assess the effectiveness of surface sterilization of
plant materials, and plate imprinting was also conducted [29]. Afterward, leaf segments
were allowed to surface-dry on sterile paper towels in a laminar flow hood. Since the
sterilization process might have eradicated the endophytes in the outer edges of the leaf
segments, the outer parts were removeds using a blade disinfected with 75% ethanol
between cuts. Five small tissue pieces (8 mm wide) were placed on freshly prepared PDA
plates amended with Streptomycin sulfate and chloramphenicol at 1.25 g L−1 to suppress
bacterial contamination/growth, sealed with parafilm and stored in the dark at 25 ◦C; plates
were examined at two day intervals to observe and record fungal growth. Leaf tissues that
disclosed fungal emerging colonies were isolated and transferred into new PDA plates.
Furthermore, to confirm that the emerging endophytes were similar to the inoculated
fungal isolate, fungal outgrowth from plated leaf tissueswere morphologically identified by
comparing the mycelia, colony morphology, and growth pattern with the mother culture
and by microscopic observation and taxonomy keys in line with Humber [26,27], viewing
the conidia and conidiophores using a light microscope (Model CX23LEDRFS1C, Olympus
Corporation, Tokyo, Japan).

Colonization percentage was calculated with reference to Petrini and Fisher [30]
formula as:

Colonization % =
Number of leaf segments showing fungal outgrowth

Total number of incubated leaf segments
× 100

Additionally, leaf colonization by B. bassiana BB-16 at 7 and 28 dpfi was determined
using PCR-based molecular techniques. Leaves from 5 non-treated plants and treated
plants were randomly selected and sterilized using the same procedure as described
above. For the DNA extraction 0.5 g of leaves from each group were ground with liq-
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uid nitrogen and the genomic DNA of B. bassiana BB-16 was extracted using TIANGEN®

Plant Genomic DNA Kit [Tiangen Biotech (Beijing) Co., Ltd., Beijing, China] following
the protocol provided by the manufacturer. ITS region of the rDNA was amplified
using universal fungal primers ITS4-F (5′-TCC TCC GCT TAT TGA TAT GC-3′) and
ITS5-R (5′-GGA AGT AAA AGT CGT AAC AAG G-3′) [31]. PCR amplification was
performed with a thermal cycler (Applied Biosystems 2720 Thermal Cycler, Foster city, CA,
USA), as follows: an initial denaturation step consisting of 5 min at 95 ◦C; 35 cycles of 30 s
at 95 ◦C, 1 min at 57 ◦C, 1 min at 72 ◦C, and a final extension of 6 min at 72 ◦C followed
by a 4 ◦C soak. The amplified PCR products were visualized on 1% agarose gel. Purified
PCR products were sent to a commercial facility (BioSune Pvt, Ltd. Fuzhou, China) for
sequencing. Sequence data were cleaned and subjected to BLAST analysis on the NCBI
(National Center for Biotechnology Information) web tool to validate the characteristics of
the amplified sequences. The fungus was identified as B. bassiana, since the amplified se-
quences information shown complete congruence between BB-16 and the fungus recovered
as an endophyte (97.87%).

2.3. Diaphorina citri Assays

Citrus sinensis seedlings endophytically colonized by B. bassiana and free-endophytes
were placed each in 20 rearing cylinder bottles (20 cm tall, 8 cm diameter); at the bottom
center, a circular opening (6 cm diameter) was made and covered with a fine mesh for
aeration. Then, one newly emerged adult female and male of D. citri (2 days old) were
collected from the stock population, enclosed in the rearing bottle and removed after a 24 h.
After this, the newly emerged adult females and males (2 days old) from endophytically
colonized plants and uncolonized plants were paired and subsequently enclosed in indi-
vidual rearing bottles with a freshly treated C. sinensis seedling respectively, and allowed
oviposition for 24 h; then adults were removed. Later nymphs and adults of D. citri were
sampled to carry out the expression profiles of TLRs family in D. citri fed on endophytically
colonized C. sinensis and control, and the analysis was done with the first generation.

2.4. TLRs Identification and Domain Organization Analysis

The protein sequence data of D. citri were downloaded from the D. citri Genome and
Transcriptome database (https://citrusgreening.org/organism/Diaphorina_citri/genome
accessed on 26 September 2021). The Hidden Markow Model (HMM) profiles of the
LRR (PF00560) and TIR (PF01582) were obtained from the Pfam database (http://pfam.
xfam.org/ accessed on 28 September 2021) and employed to search the TLRs genes in the
D. citri genome. The HMM profiles of LRR (PF01582) repeats and TIR (PF00560) domain.
Proteins containing LRR repeats and TIR domains were identified by the HMMscan (http:
//www.ebi.ac.uk/Tools/hmmer/search/hmmscan accessed on 29 September 2021). As
a supporting test for the LRR and TIR domain, the candidates were checked manually
in the SMART (http://smart.embl-heidelberg.de/ accessed on 29 September 2021) and
PROSITE (http://prosit.expasy.org/index.html accessed on 29 September 2021) online
software, and then the redundant sequences were removed. The subcellular locations of
DcTLRs were predicted in the Wolf PSORT online server (https://wolfpsort.hgc.jp accessed
on 8 November 2021). The molecular weights (Mw) and isoelectric point (pl) values
were calculated by ExPASy online server (https://web.expasy.org/compute_pi/ accessed
on 10 November 2021).

2.5. Phylogenetic Analysis

The two amino acid sequences DcTOLL and DcTLR7 identified in D. citri and 68 TLR
from seven different species, i.e., the available TLR genes in vertebrates including Homo sapi-
ens (Primates: Hominidae), Mus musculus (Rodentia: Muridae) Bombyx mori (Lepidoptera:
Bombycidae), Musca domestica (Diptera: Muscidae), Acyrthosiphon pisum (Hemiptera: Aphi-
didae), Drosophila melanogaster (Diptera: Drosophilidae) and Apis mellifera (Hymenoptera:
Apidae) were composed from the NCBI database and published papers (Table S1). Then

https://citrusgreening.org/organism/Diaphorina_citri/genome
http://pfam.xfam.org/
http://pfam.xfam.org/
http://www.ebi.ac.uk/Tools/hmmer/search/hmmscan
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sequences were imported into MEGA X software and aligned by ClustalW. The phyloge-
netic tree was constructed using the Neighbor-Joining (NJ) algorithm method [32] with JTT
model, pairwise gap deletion and 1000 bootstraps.

2.6. TLRs Domain Organization, Chromosome Location and Structural Analysis TIR Domain

The predicted protein domain architecture of the two Toll-like receptor genes (Dc-
TOLL and DcTLR7) was determined by the SMART server with the default parameters;
further, the results were confirmed by LRR finder and TMHMM server. The chromo-
somal number, chromosomal locations of DcTOLL and DcTLR7 start and end positions,
and the chromosomal sequence length were determined by annotations in the genome
database at (https://citrusgreening.org/organism/Diaphorina_citri/genome accessed on
5 October 2021). To show the location of the DcTLRs in the D. citri genome, we manually
mapped the two DcTLRs positions along the two D. citri chromosomes using TBtools
Toolkit software [33].

Sequence alignment of the amino acid sequences of the TIR domains of the insect TLRs
was performed through the ClustalW method, and the functional boxes were identified
through literature review analysis. After the identification of these conserved boxes,
the online site Multiple EM for Motif Elicitation, v.11.2 (MEME) (http://memesuite.org/
accessed on 10 October 2021) was implemented to finish sequence logos analysis in the
complete amino acid sequences of different insect TLRs.

2.7. RNA Extraction, cDNA Synthesis, qRT-PCR Reactions and Expression Analysis

To analyze the nymph and adult-specific expression patterns of DcTLR genes in
D. citri fed on endophyte-free plants and endophytically colonized plants, the total RNA
from D. citri nymphs and adults were extracted using TIANGEN® DNA/RNA Isolation Kit
[Tiangen Biotech (Beijing) Co., Ltd.] following the protocol provided by the manufacture.
TIANGEN® Fastking gDNA Dispelling RT SuperMix [Tiangen Biotech (Beijing) Co., Ltd.]
was used to synthesize first-strand cDNA following the protocol of the manufacture. The
qRT-PCR reactions were performed with SuperReal PreMix Plus (SYBR Green) [Tiangen
Biotech (Beijing) Co., Ltd.] according to the manufacturer’s instructions in the BIO-RAD
CFX96TM Real-Time System; three technical repeats and three biological replicates were
conducted for each treatment. The ACT1 gene was used as the internal control [34]. The
primer sequences of ACT1 and DcTLRs are listed in Table S2; first chain cDNA synthesis
volume and real-time qPCR reaction volume are listed in Tables S3 and S4, respectively.
The relative gene expression was calculated using the 2−∆∆Ct method. All values were
performed with GraphPad Prism 9 (GraphPad Software Inc., La Jolla, CA, USA) and repre-
sented as the mean ± SEM. The statistical differences between groups were determined
using Student’s t-test.

2.8. Primary and 3-Dimensional Structural Analysis

The amino acid sequence of the TIR domains in 2 DcTLR proteins was aligned us-
ing the web tool Clustal Omega (http://www.ebi.ac.uk/Tools/msa/clustalo/ accessed
on 3 February 2022) and its visualization was carried out in Jalview software (version
2), Waterhouse, Dundee, UK [35]. As the 3-Dimensional (3D) structures of D. citri TIR
domains have not been previously represented, the online server SWISS-MODEL (https:
//swissmodel.expasy.org/interactive accessed on 3 February 2022) was adopted to obtain
the 3D models of the 2 DcTLR through homology modeling; then, the PDB files of the 3D
models were downloaded. Further, structural alignments and all 3D structural figures were
generated by PyMOL software (version 2.0) Warren Lyford DeLano, CA, USA.

2.9. Protein-Protein Interaction Network Study

The protein-protein interaction (PPI) data of D. citri TLRs were obtained from the
String server (https://string-db.org/ accessed on 5 February 2022). Briefly, the query
search protein by sequence was used to find the PPI of DcTLR. The brightness of nodes was

https://citrusgreening.org/organism/Diaphorina_citri/genome
http://memesuite.org/
http://www.ebi.ac.uk/Tools/msa/clustalo/
https://swissmodel.expasy.org/interactive
https://swissmodel.expasy.org/interactive
https://string-db.org/
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represented according to their degree values. The computer software Cytoscape (version
3.7.2) was employed to construct the interaction network maps.

3. Results
3.1. Endophytic Colonization Assessment

Beauveria bassiana BB-16 colonization of C. sinensis leaves was detected at 7 and 28 days
post foliar inoculation (dpfi) by the culture-based technique (Figure 1a,b). B. bassiana BB-16 was
successfully re-isolated from inoculated leaves as can be seen from the white dense mycelial
outgrowth from leaf segments obtained from foliar inoculated plants and planted on PDA
culture media. The fungal outgrowth was further confirmed as B. bassiana by microscopy
observation. No significant differences were observed in the colonization percentage of
inoculated plants at 7 and 28 dpfi (Figure 1c). In addition, colonization of C. sinensis leaves
by B. bassiana BB-16 was detected using PCR at 7 and 28 dpfi (Figure 1d). The PCR assays
confirmed the endophytic colonization, while no band was obtained from the control plant.
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Figure 1. (a,b) Beauveria bassiana re-isolated from leaves at 7 and 28 dpfi, respectively. (c) Mean (+SE)
percent colonization of Citrus sinensis leaves by Beauveria bassiana BB-16 at 7 and 28 dpfi; data were
analyzed using t-test at p < 0.0001. (d) Detection of Beauveria bassiana BB-16 in newly emerged leaves
from inoculated plants sampled at 7 and 28 dpfi using PCR assay.

3.2. Identification and Characterization of TLR Genes in D. citri

Results from the identification revealed a total of two non-redundant TLR family
members in the D. citri genome, and these genes were named DcTOLL and DcTLR7 based
on the phylogenetic analysis. The detailed information on the identified genes and their
coding proteins were listed in Table 1. The predicted size of DcTOLL and DcTLR7 were 374
and 1323 aa, respectively, with ORFs ranging from 1125 bp (DcTOLL) to 3972 bp (DcTLR7).
The isoelectric points of the two DcTLRs were similar and close to neutral, varying from
6.01 (DcTOLL) and 6.09 (DcTLR7). The molecular weight for DcTOLL and DcTLR7 were
43,503.94 and 150,543.47 KDa, respectively. All studied DcTLR genes showed GRAVY below
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zero, which indicated that these two proteins were hydrophilic. Subcellular localization of
the proteins was predicted to be in the plasma membrane (Table 1).

Table 1. Characterization of identified TLR genes in Diaphorina citri.

Gene
Name Gene ID ORF

(bp) Chr Protein
Length

CDS
Length

MW
(Da) pI GRAVY Subcellular

Location

DcTLR7 DcitrM093025.1.1 3972 ScVcwli_1258 1323 3972 150,543.47 6.09 −0.231 Plasma membrane
DcTOLL DcitrM033265.1.1 1125 ScVcwli_3505 374 1125 43,503.94 6.01 −0.192 Plasma membrane

3.3. Phylogenetic Analysis of Insect TLR Genes

Results showed that the species used in the analysis could be divided into five groups,
including TOLL, TOLLO, TLR4, TLR6 and TLR7. TLR4 was the largest group, including
26 TLRs; TOLL was the second largest group with 20 TLRs. The two DcTLRs were divided
into the TLR7 and TOLL groups (Figure 1). As shown in Figure 1 in respective colors, the
two DcTLRs genes shared the closest evolutionary relationship with the corresponding
TLRs from M. domestica, B. mori, A. pisum, D. melanogaster and A. mellifera, indicating an
ancestral relationship among them (Figure 2).
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Figure 2. Phylogenetic tree with full-length amino acid sequences of Diaphorina citri, Apis melifera,
Drosophila melanogaster, Acyrthosiphon pisum, Musca domestica, Bombyx mori, Mus musculus and Homo
sapiens TLR proteins. The maximum likelihood method using MEGA X software with 1000 bootstrap
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3.4. Domain Organization and Chromosome Location Analysis

In D. citri TLRs, the transmembrane region and LRR repeats were detected in the two
TLRs. DcTOLL had one LRR repeat; meanwhile, there were 18 LRR repeats in DcTLR7,
which has the longer ectodomain of the two TLRs. The longer the ectodomain, the more
LRR repeats. LRR carboxyl-terminal domain (LRR_CT) was present in the two TLRs;
however, DcTOLL had one LRR_CT and DcTLT7 had two LRR_CT. LRR amino-terminal
domain (LRR_NT) was present only in DcTLR7, while no LRR_NT was detected in DcTOLL,
which may be related to its short LRR region (Figure 3a). Leucine-rich repeats, typical
subfamily (LRR_TYP), were present in the two TLRs; however, DcTOLL had one LRR_TYP
and DcTLT7 had four LRR_TYP.
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Results show that DcTLR7 and DcTOLL genes were unevenly distributed across the
genome, and DcTOLL was located on chromosome ScVcwli_1258; meanwhile, DcTLR7
was located on chromosome ScVcwli_3505 (Figure 3b). In addition, the results also
showed that there is no tandem duplication since DcTLR7 and DcTOLL were located in
different chromosomes.

3.5. Structural Analysis of D. citri TIR Domain

Results from the amino acid sequences alignment of the insect TLRs revealed the TIR
domains were characterized by three highly conserved regions (Boxes) (Figure 4a). Box1
was positioned at the N terminal of the TIR domain and contained a highly conserved
aspartate (D). Box2 was positioned next to Box1 and contained highly conserved cysteine
(C), arginine (R) and aspartate (D) residues. Box3 was positioned at the C terminal of the
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TIR domain and contained highly conserved phenylalanine (F), tryptophan (W) and leucine
(L) residues (Figure 4b).
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3.6. The 3D Structure of TIR Domain in Diaphorina citri

The predicted 3D models were generated based on the amino acid sequence of the
TIR domains of DcTLR7 and DcTOLL, and structural alignments exhibited that these TIR
domains were structurally conserved (Figure 5a). Additionally, in the 3D model of DcTLR7
and DcTOLL, the three boxes were distinguished in different colors: red color (Box1), blue
color (Box2) and orange color (Box3), respectively (Figure 5b).
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3.7. The PPI Networks of DcTLRs

Based on the PPI network, DcTLR7 and DcTOLL and their interacted proteins were
shown in Figure 6a,b; DcTLR7 possessed 11 interacting nodes, which showed the highest
interaction; meanwhile, DcTOLL possessed 9 interacting nodes. There were 12 nodes in
the interaction network of the two DcTLRs (Figure 6c). Most biological activities were
regulated by protein-protein interaction; PPI analysis revealed that the signaling pathways
were enriched significantly in factors including myd88 (Myeloid differentiation primary
response protein), A0A1S3D2D1 (Immunoglobulin superfamily member 10), A0A1S3D687
(Toll-like receptor Tollo; belongs to the Toll-like receptor family), A0A1S4ESS1 (Embry-
onic polarity protein dorsal-like isoform X1), A0A3Q0IW78 (Serine/threonine-protein
kinase pelle-like isoform X1), A0A1S3CY77 (TNF receptor-associated factor 4 isoform X1),
A0A3Q0J5V0 (Spaetzle-processing enzyme-like), A0A1S3DTT3 (NF-kappa-B inhibitor cac-
tus), A0A1S3DUL0 (Nuclear factor NF-kappa-B p100 subunit). Importantly, myd88 and
A0A1S4ESS1 were detected in the whole PPI network of the TLR families in D. citri.
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3.8. Nymphs and Adults’ Specific Expression Profiles of DcTLRs When Fed on Endophytically
Colonized C. sinensis Plants

To understand the effects of endophytes in the expression patterns of DcTLR genes, we
compared the relative expression of DcTLRs nymphs and adults when fed on endophyte-
free plants (Control) vs endophytically colonized plans (Treated). The qRT-PCR results
revealed that DcTLR7 was weakly expressed compared with the control in nymphs; mean-
while, in adults it was highly expressed. On the other hand, DcTOLL was highly expressed
in both nymphs and adults (Figure 7).
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4. Discussion

TLRs conform a relatively complex family of innate immune genes that play a key
role as the first line of defense against foreign pathogens in all multicellular organisms [36].
TLRs are the earliest described and most widely studied pattern recognition receptor in
both vertebrates and invertebrates [37]. Toll-like receptors are well characterized in birds
and mammals; however, they are currently lacking in the insect lineage and no effort has
been made to systematically identify TLRs at the genome-wide level. Genome-wide analy-
sis of TLR families has been carried out in a few arthropod species. For instance, a complete
analysis has been performed for M. domestica (Diptera: Muscidae) [18]; as well, TLR families
have been identified in a few aquatic species such as Paralichthys olivaceus (Pleuronecti-
formes: Paralichthyidae) [22], Pelodiscus sinensis (Testudines: Trionychidae) [38], Litopenaeus
vannamei (Decapoda: Penaeidae), Lateolabrax maculatus (Perciformes: Lateolabracidae) [39],
Argyrosomus japonicus (Acanthuriformes: Sciaenidae) [20]. However, the D. citri TLR gene
family and their relevant immune responsiveness when fed on endophytically colonized
plants have not yet been investigated. In this experiment, the systematic identification of
TLRs’ family members has been completed in D. citri and their expression when fed on
endophytically colonized and free-endophytes C. sinensis seedlings as rearing host.

The Asian citrus psyllid (ACP) D. citri, a common citrus plantation pest that is widely
spread all over the world, possesses a potent and effective innate immune system that has
helped develop insecticide resistance [40,41]. The bioinformatic analysis at the genome
level revealed two DcTLRs, which were specified to be DcTLR7 and DcTOLL based on the
information of genome annotation and phylogenetic classification. Based on the determined
D. citri TLR genes, we completed the analysis on the sequences, phylogeny, conserved
domains, gene structure and gene expression profile under endophytically colonized
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and endophytes-free C. sinensis challenge seedlings to provide primarily comprehensive
information about DcTLRs family members.

Our predicted results showed that DcTLR7 and DcTOLL were located at the plasma
membrane; similarly to our results, TLRs in mammals have been positioned at the same
place [12,13]; likewise, the majority of TLRs of spotted sea bass are targeted in the plasma
membrane [39]. DcTLR7 contains 1323 residues, being the longest sequence, while DcTOLL
contains only 374 residues; similarly to our results, Zhao, Wang, Li and Gai [18] reported
that most MdTLRs contain >1000 residues, except for MdTLR1, which contains 860 residues.
Secondary structural analysis showed that all DcTLRs are composed of two major domains,
a leucine-rich repeat (LRR) domain in the extracellular region, a transmembrane region (TR),
and a toll-interleukin receptor (TIR) in the intracellular region. A similar structure has been
reported in mammals, teleost fish and other crustaceans [19]. According to this organization,
Nie et al. [42] described that the LRR domain is important for pathogen recognition, while
the intracellular TIR domain acts as the adaptor and initiates signaling. Additionally, the
TLR gene analysis revealed a multiple extracellular LRR domain ranging from 3 (DcTOLL)
to 23 (DcTLT7) which was almost similar to that described in previous studies, which had
reported 5 to 25 LRR domains [18,19]. The fluctuation in the number of LRR domains
detected in this study could be related to their response to diverse pathogens as the LRR is
important for recognizing and binding ligands [43,44]. Therefore, we suggested that the
recurrent number of LRR domains allows TLRs to identify a variety of pathogens.

The phylogenetic tree built in this study revealed that DcTLR7 and DcTOLL clustered
with those from H. sapiens, M. musculus, B. mori, M. domestica, A. pisum, D. melanogaster and
A. mellifera. The relationship within these clusters shows the taxonomic location of these
species during evolution, with a likely function in the immune response. The molecular
weight of DcTLRs was higher. These results are consistent with those reported by Zhao,
Wang, Li and Gai [18], who reported that the molecular weights of TLR in insects were
significantly higher than the mammalians.

This work shows that when D. citri feeds on endophytically colonized C. sinensis
seedlings, this leads to an enhancement of TLRs expression in both nymphs and adults of
D. citri. The expression of DcTOLL was significantly enhanced compared with the control,
and, similarly, the expression of DcTLR7 significantly increased in both nymphs and adults
when fed on endophytically colonized plants. These results are in line with those of a
previous study that showed the infection of a pathogen induced the expression of TLRs [45];
however, in this study the expression was induced as result of insects feeding on endophyt-
ically colonized plants. It has been discovered that the downregulations or mutations of
some extracellular receptors in insects, for example, GABA (gamma-aminobutyric acid),
nACh (nicotinic acetylcholine receptor) receptor, APN (aminopeptidase N) and Cadherin,
confer the resistance to synthetic insecticides [46,47]. Similarly, the activation of the TLRs
leads not only to the responses and signaling but also binds extracellular chemicals or tox-
ins [48]. Recently, it has been established that the arthropod Toll pathway plays a significant
antibacterial function by monitoring the expression of immune-related genes [49,50].

According to Gao, et al. [51] the TIR domain interacts with the myd88 adapter and
mediates downstream immune signaling. Similarly, the PPI results elucidated that TLR
genes interacted with immune-related mediating factors including interleukin-related
genes, e.g., myd88 dependent pathway, which could bind the TIR domain. According to
Sugiyama et al. [52], myd88 activates NF-kB via Toll-like receptor signaling. The myd88
plays important role in immunity using its TIR domain networking with TLR and its N-
terminal death domain networking with interleukin-1 receptor-associate kinase to trigger
downstream signaling cascades and eliminate the invader [53]. Similarly, according to
Takeda, Kaisho and Akira [48] the TLRs-induced inflammatory response is dependent on
a common signaling pathway and is mediated by the adaptor molecule myd88; however,
there is evidence for additional pathways that mediate TLR ligand-specific biological
responses. Additionally, the structural alignments of different TIR domains from the
different species selected demonstrated that they were highly conserved and had similar
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structural components and spatial arrangements. Similar structural components from
different species have been reported by Zhao, Wang, Li and Gai [18]. This structural
preservation of the TIR domain further ensures the functional and structural preservation
of TLRs.

In summary, comprehensive analyses were performed and identified 2 DcTLR genes in
the D. citri genome. The two identified DcTLR genes were subjected to analysis of physico-
chemical features, phylogenetic classification, domain organization, structural alignments,
chromosomal localization, protein-protein interaction and expression. Results from the
expression analysis revealed that B. bassiana endophytically established as an endophyte
in C. sinensis seedlings significantly upregulates DcTLR gene expression, activating the
immune system of D. citri. Our present work provides systematic information and a
comprehensive overview of the functional mechanisms and expression of D. citri TLRs in
response to endophytes; additionally, the results provide a theorical foundation for further
studies on the molecular mechanisms of TLRs in D. citri.

Supplementary Materials: The following supporting information can be downloaded at: https:
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qPCR reaction volume.

Author Contributions: L.C.R.A.: conceptualization, data curation, formal analysis, investigation,
methodology, visualization, writing—original draft; H.J.A. and J.P.S.M.: conceptualization, data
curation, formal analysis, methodology, writing—original draft; K.S.A. and B.S.B.: conceptualization,
methodology, writing—review & editing; L.L., X.L., J.L. and Q.W.: resources, software; L.W.: con-
ceptualization, supervision, writing—review and editing. All authors have read and agreed to the
published version of the manuscript.

Funding: We are grateful for having been supported by grants from the Key Research and Develop-
ment Program of Guangdong Province (2020B1111530004) and the grants of the National Key Projects
of R & D of China (2021YFD1400803) and Key Projects of Science and Technology, Fujian Province
(2021N0003), and Research Fund for the International Collaborative Program (CXZX2019008S) from
Fujian Agriculture and Forestry University (FAFU).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: The data used to support the findings of this study are included within
the main text and supplementary files of this article.

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

References
1. Kawai, T.; Akira, S. The role of pattern-recognition receptors in innate immunity: Update on Toll-like receptors. Nat. Immunol.

2010, 11, 373–384. [CrossRef]
2. Rebl, A.; Goldammer, T.; Seyfert, H.-M. Toll-like receptor signaling in bony fish. Vet. Immunol. Immunopathol. 2010, 134, 139–150.

[CrossRef] [PubMed]
3. Ligoxygakis, P. Immunity: Insect Immune Memory Goes Viral. Curr. Biol 2017, 27, R1218–R1220. [CrossRef] [PubMed]
4. Hua, Z.; Hou, B. TLR signaling in B-cell development and activation. Cell Mol. Immunol. 2013, 10, 103–106. [CrossRef] [PubMed]
5. Amarante-Mendes, G.P.; Adjemian, S.; Branco, L.M.; Zanetti, L.C.; Weinlich, R.; Bortoluci, K.R. Pattern Recognition Receptors and

the Host Cell Death Molecular Machinery. Front. Immunol. 2018, 9, 2379. [CrossRef] [PubMed]
6. Gong, Y.; Feng, S.; Li, S.; Zhang, Y.; Zhao, Z.; Hu, M.; Xu, P.; Jiang, Y. Genome-wide characterization of Toll-like receptor gene

family in common carp (Cyprinus carpio) and their involvement in host immune response to Aeromonas hydrophila infection. Comp.
Biochem. Physiol. Part D Genom. Proteom. 2017, 24, 89–98. [CrossRef]

7. Leulier, F.; Lemaitre, B. Toll-like receptors—Taking an evolutionary approach. Nat. Rev. Genet. 2008, 9, 165–178. [CrossRef]
[PubMed]

8. Kawai, T.; Akira, S. Toll-like receptors and their crosstalk with other innate receptors in infection and immunity. Immunity 2011,
34, 637–650. [CrossRef]

9. Netea, M.G.; Wijmenga, C.; O’Neill, L.A. Genetic variation in Toll-like receptors and disease susceptibility. Nat. Immunol. 2012,
13, 535–542. [CrossRef]

https://www.mdpi.com/article/10.3390/jof8080888/s1
https://www.mdpi.com/article/10.3390/jof8080888/s1
http://doi.org/10.1038/ni.1863
http://doi.org/10.1016/j.vetimm.2009.09.021
http://www.ncbi.nlm.nih.gov/pubmed/19850357
http://doi.org/10.1016/j.cub.2017.10.020
http://www.ncbi.nlm.nih.gov/pubmed/29161560
http://doi.org/10.1038/cmi.2012.61
http://www.ncbi.nlm.nih.gov/pubmed/23241902
http://doi.org/10.3389/fimmu.2018.02379
http://www.ncbi.nlm.nih.gov/pubmed/30459758
http://doi.org/10.1016/j.cbd.2017.08.003
http://doi.org/10.1038/nrg2303
http://www.ncbi.nlm.nih.gov/pubmed/18227810
http://doi.org/10.1016/j.immuni.2011.05.006
http://doi.org/10.1038/ni.2284


J. Fungi 2022, 8, 888 15 of 16

10. Liu, P.T.; Stenger, S.; Li, H.; Wenzel, L.; Tan, B.H.; Krutzik, S.R.; Ochoa, M.T.; Schauber, J.R.; Wu, K.; Meinken, C. Toll-like receptor
triggering of a vitamin D-mediated human antimicrobial response. J. Sci. 2006, 311, 1770–1773. [CrossRef]

11. Armant, M.A.; Fenton, M.J. Toll-like receptors: A family of pattern-recognition receptors in mammals. Genome Biol. 2002,
3, reviews3011.1. [CrossRef] [PubMed]

12. Choteau, L.; Vancraeyneste, H.; Le Roy, D.; Dubuquoy, L.; Romani, L.; Jouault, T.; Poulain, D.; Sendid, B.; Calandra, T.; Roger, T.
Role of TLR1, TLR2 and TLR6 in the modulation of intestinal inflammation and Candida albicans elimination. Gut Pathog. 2017,
9, 9. [CrossRef] [PubMed]

13. Tahoun, A.; Jensen, K.; Corripio-Miyar, Y.; McAteer, S.; Smith, D.G.E.; McNeilly, T.N.; Gally, D.L.; Glass, E.J. Host species
adaptation of TLR5 signalling and flagellin recognition. Sci. Rep. 2017, 7, 17677. [CrossRef] [PubMed]

14. Zhang, B.; Choi, Y.M.; Lee, J.; An, I.S.; Li, L.; He, C.; Dong, Y.; Bae, S.; Meng, H. Toll-like receptor 2 plays a critical role in
pathogenesis of acne vulgaris. Biomed. Dermatol. 2019, 3, 4. [CrossRef]

15. Song, W.S.; Jeon, Y.J.; Namgung, B.; Hong, M.; Yoon, S.I. A conserved TLR5 binding and activation hot spot on flagellin. Sci. Rep.
2017, 7, 40878. [CrossRef]

16. Hung, Y.-F.; Chen, C.-Y.; Shih, Y.-C.; Liu, H.-Y.; Huang, C.-M.; Hsueh, Y.-P. Endosomal TLR3, TLR7, and TLR8 control neuronal
morphology through different transcriptional programs. J. Cell Biol. 2018, 217, 2727–2742. [CrossRef]

17. Xia, P.; Wu, Y.; Lian, S.; Yan, L.; Meng, X.; Duan, Q.; Zhu, G. Research progress on Toll-like receptor signal transduction and its
roles in antimicrobial immune responses. Appl. Microbiol. Biotechnol. 2021, 105, 5341–5355. [CrossRef]

18. Zhao, J.; Wang, Y.; Li, X.; Gai, Z. Genome-wide identification and characterization of Toll-like receptors (TLRs) in housefly (Musca
domestica) and their roles in the insecticide resistance. Int. J. Biol. Macromol. 2020, 150, 141–151. [CrossRef]

19. Habib, Y.J.; Wan, H.; Sun, Y.; Shi, J.; Yao, C.; Lin, J.; Ge, H.; Wang, Y.; Zhang, Z. Genome-wide identification of toll-like receptors in
Pacific white shrimp (Litopenaeus vannamei) and expression analysis in response to Vibrio parahaemolyticus invasion. Aquaculture
2021, 532, 735996. [CrossRef]

20. Han, F.; Zhang, Y.; Qin, G.; Wang, X.; Song, N.; Gao, T. Genome-wide characterization of Toll-like receptors in Japanese meagre
Argyrosomus japonicus and their response to poly (I: C) injection. Aquaculture 2021, 542, 736907. [CrossRef]

21. Cao, M.; Yan, X.; Yang, N.; Fu, Q.; Xue, T.; Zhao, S.; Hu, J.; Li, Q.; Song, L.; Zhang, X. Genome-wide characterization of Toll-like
receptors in black rockfish Sebastes schlegelii: Evolution and response mechanisms following Edwardsiella tarda infection. Int. J.
Biol. Macromol. 2020, 164, 949–962. [CrossRef] [PubMed]

22. Zhu, Y.; Li, S.; Su, B.; Xue, T.; Cao, M.; Li, C. Genome-wide identification, characterization, and expression of the Toll-like receptors
in Japanese flounder (Paralichthys olivaceus). Aquaculture 2021, 545, 737127. [CrossRef]

23. Bové, J.M. Huanglongbing: A destructive, newly-emerging, century-old disease of citrus. J. Plant Pathol. 2006, 88, 7–37.
24. Keppanan, R.; Krutmuang, P.; Sivaperumal, S.; Hussain, M.; Bamisile, B.S.; Aguila, L.C.R.; Dash, C.K.; Wang, L. Synthesis of

mycotoxin protein IF8 by the entomopathogenic fungus Isaria fumosorosea and its toxic effect against adult Diaphorina citri. Int. J.
Biol. Macromol. 2018, 125, 1203–1211. [CrossRef] [PubMed]

25. Gai, Z.; Zhao, J. Genome-wide analysis reveals the functional and expressional correlation between RhoGAP and RhoGEF in
mouse. Genomics 2020, 112, 1694–1706. [CrossRef]

26. Humber, R.A. Fungi: Identification. In Manual of Techniques in Insect Pathology; Academic Press: Cambridge, MA, USA, 1997;
pp. 153–185.

27. Humber, R.A. Identification of entomopathogenic fungi. In Manual of Techniques in Invertebrate Pathology; Springer: Berlin,
Germany, 2012; Volume 2, pp. 151–187.

28. Greenfield, M.; Gomez-Jimenez, M.I.; Ortiz, V.; Vega, F.E.; Kramer, M.; Parsa, S. Beauveria bassiana and Metarhizium anisopliae
endophytically colonize cassava roots following soil drench inoculation. Biol. Control. 2016, 95, 40–48. [CrossRef]

29. Inglis, G.D.; Enkerli, J.; Goettel, M.S. Laboratory Techniques Used for Entomopathogenic Fungi: Hypocreales; Academic Press: London,
UK, 2012; Volume 2, pp. 18–53.

30. Petrini, O.; Fisher, P.J. Fungal endophytes in Salicornia perennis. Trans. Br. Mycol. Soc. 1986, 87, 647–651. [CrossRef]
31. White, T.J.; Bruns, T.; Lee, S.; Taylor, J. Amplification and direct sequencing of fungal ribosomal RNA genes for phylogenetics.

PCR Protoc. Guide Methods Appl. 1990, 18, 315–322.
32. Tamura, K.; Stecher, G.; Peterson, D.; Filipski, A.; Kumar, S. MEGA6: Molecular evolutionary genetics analysis version 6.0. Mol.

Biol. Evol. 2013, 30, 2725–2729. [CrossRef]
33. Chen, C.; Chen, H.; He, Y.; Xia, R. TBtools, a toolkit for biologists integrating various biological data handling tools with a

user-friendly interface. BioRxiv 2018. [CrossRef]
34. Bin, S.; Pu, X.; Shu, B.; Kang, C.; Luo, S.; Tang, Y.; Wu, Z.; Lin, J. Selection of Reference Genes for Optimal Normalization of

Quantitative Real-Time Polymerase Chain Reaction Results for Diaphorina citri Adults. J. Econ. Entomol. 2019, 112, 355–363.
[CrossRef]

35. Waterhouse, A.M.; Procter, J.B.; Martin, D.M.; Clamp, M.; Barton, G. Jalview Version 2—A multiple sequence alignment editor
and analysis workbench. Bioinformatics 2009, 25, 1189–1191. [CrossRef] [PubMed]

36. Takeda, K.; Akira, S. Toll-like receptors in innate immunity. Int. Immunol. 2005, 17, 1–14. [CrossRef] [PubMed]
37. Wei, Y.C.; Pan, T.S.; Chang, M.X.; Huang, B.; Xu, Z.; Luo, T.R.; Nie, P. Cloning and expression of Toll-like receptors 1 and 2 from a

teleost fish, the orange-spotted grouper Epinephelus coioides. Vet. Immunol. Immunopathol. 2011, 141, 173–182. [CrossRef] [PubMed]

http://doi.org/10.1126/science.1123933
http://doi.org/10.1186/gb-2002-3-8-reviews3011
http://www.ncbi.nlm.nih.gov/pubmed/12186654
http://doi.org/10.1186/s13099-017-0158-0
http://www.ncbi.nlm.nih.gov/pubmed/28289440
http://doi.org/10.1038/s41598-017-17935-5
http://www.ncbi.nlm.nih.gov/pubmed/29247203
http://doi.org/10.1186/s41702-019-0042-2
http://doi.org/10.1038/srep40878
http://doi.org/10.1083/jcb.201712113
http://doi.org/10.1007/s00253-021-11406-8
http://doi.org/10.1016/j.ijbiomac.2020.02.061
http://doi.org/10.1016/j.aquaculture.2020.735996
http://doi.org/10.1016/j.aquaculture.2021.736907
http://doi.org/10.1016/j.ijbiomac.2020.07.111
http://www.ncbi.nlm.nih.gov/pubmed/32679322
http://doi.org/10.1016/j.aquaculture.2021.737127
http://doi.org/10.1016/j.ijbiomac.2018.09.093
http://www.ncbi.nlm.nih.gov/pubmed/30227211
http://doi.org/10.1016/j.ygeno.2019.09.013
http://doi.org/10.1016/j.biocontrol.2016.01.002
http://doi.org/10.1016/S0007-1536(86)80109-7
http://doi.org/10.1093/molbev/mst197
http://doi.org/10.1101/289660
http://doi.org/10.1093/jee/toy297
http://doi.org/10.1093/bioinformatics/btp033
http://www.ncbi.nlm.nih.gov/pubmed/19151095
http://doi.org/10.1093/intimm/dxh186
http://www.ncbi.nlm.nih.gov/pubmed/15585605
http://doi.org/10.1016/j.vetimm.2011.02.016
http://www.ncbi.nlm.nih.gov/pubmed/21440311


J. Fungi 2022, 8, 888 16 of 16

38. Liu, T.; Han, Y.; Chen, S.; Zhao, H. Genome-wide identification of Toll-like receptors in the Chinese soft-shelled turtle Pelodiscus
sinensis and expression analysis responding to Aeromonas hydrophila infection. Fish Shellfish Immunol. 2019, 87, 478–489. [CrossRef]
[PubMed]

39. Fan, H.; Wang, L.; Wen, H.; Wang, K.; Qi, X.; Li, J.; He, F.; Li, Y. Genome-wide identification and characterization of toll-like
receptor genes in spotted sea bass (Lateolabrax maculatus) and their involvement in the host immune response to Vibrio harveyi
infection. Fish Shellfish Immunol. 2019, 92, 782–791. [CrossRef] [PubMed]

40. Tiwari, S.; Mann, R.S.; Rogers, M.E.; Stelinski, L.L. Insecticide resistance in field populations of Asian citrus psyllid in Florida.
Pest Manag. Sci. 2011, 67, 1258–1268. [CrossRef] [PubMed]

41. Tiwari, S.; Stelinski, L.L.; Rogers, M.E. Biochemical basis of organophosphate and carbamate resistance in Asian citrus psyllid. J.
Econ. Entomol. 2012, 105, 540–548. [CrossRef]

42. Nie, L.; Cai, S.Y.; Shao, J.Z.; Chen, J. Toll-Like Receptors, Associated Biological Roles, and Signaling Networks in Non-Mammals.
Front. Immunol. 2018, 9, 1523. [CrossRef]

43. Gao, Q.; Yue, Y.; Min, M.; Peng, S.; Shi, Z.; Sheng, W.; Zhang, T. Characterization of TLR5 and TLR9 from silver pomfret (Pampus
argenteus) and expression profiling in response to bacterial components. Fish Shellfish Immunol. 2018, 80, 241–249. [CrossRef]

44. Habib, Y.J.; Zhang, Z. The involvement of crustaceans toll-like receptors in pathogen recognition. Fish Shellfish Immunol. 2020,
102, 169–176. [CrossRef]

45. Ren, Y.; Pan, H.; Pan, B.; Bu, W. Identification and functional characterization of three TLR signaling pathway genes in Cyclina
sinensis. Fish Shellfish Immunol. 2016, 50, 150–159. [CrossRef] [PubMed]

46. Pickett, J.A.; Weston, L.A. Possibilities for rationally exploiting co-evolution in addressing resistance to insecticides, and beyond.
Pestic. Biochem. Physiol. 2018, 151, 18–24. [CrossRef] [PubMed]

47. Xiao, Y.; Dai, Q.; Hu, R.; Pacheco, S.; Yang, Y.; Liang, G.; Soberon, M.; Bravo, A.; Liu, K.; Wu, K. A single point mutation resulting
in cadherin mislocalization underpins resistance against Bacillus thuringiensis toxin in cotton bollworm. J. Biol. Chem. 2017,
292, 2933–2943. [CrossRef] [PubMed]

48. Takeda, K.; Kaisho, T.; Akira, S. Toll-like receptors. Annu. Rev. Immunol. 2003, 21, 335–376. [CrossRef]
49. Lemaitre, B.; Hoffmann, J. The host defense of Drosophila melanogaster. Annu. Rev. Immunol. 2007, 25, 697–743. [CrossRef]

[PubMed]
50. Zhou, S.-M.; Yuan, X.-M.; Liu, S.; Li, M.; Tao, Z.; Wang, G.-L. Three novel Toll genes (PtToll1–3) identified from a marine

crab, Portunus trituberculatus: Different tissue expression and response to pathogens. Fish Shellfish Immunol. 2015, 46, 737–744.
[CrossRef]

51. Gao, Q.; Yin, F.; Zhang, C.; Yue, Y.; Sun, P.; Min, M.; Peng, S.; Shi, Z.; Lv, J. Cloning, characterization, and function of MyD88 in
silvery pomfret (Pampus argenteus) in response to bacterial challenge. Int. J. Biol. Macromol. 2017, 103, 327–337. [CrossRef]

52. Sugiyama, K.-i.; Muroi, M.; Kinoshita, M.; Hamada, O.; Minai, Y.; Sugita-Konishi, Y.; Kamata, Y.; Tanamoto, K.I. NF-κB activation
via MyD88-dependent Toll-like receptor signaling is inhibited by trichothecene mycotoxin deoxynivalenol. J. Toxicol. Sci. 2016,
41, 273–279. [CrossRef]

53. Burns, K.; Janssens, S.; Brissoni, B.; Olivos, N.; Beyaert, R.; Tschopp, J. Inhibition of interleukin 1 receptor/Toll-like receptor
signaling through the alternatively spliced, short form of MyD88 is due to its failure to recruit IRAK-4. J. Exp. Med. 2003,
197, 263–268. [CrossRef]

http://doi.org/10.1016/j.fsi.2019.01.052
http://www.ncbi.nlm.nih.gov/pubmed/30716519
http://doi.org/10.1016/j.fsi.2019.07.010
http://www.ncbi.nlm.nih.gov/pubmed/31288100
http://doi.org/10.1002/ps.2181
http://www.ncbi.nlm.nih.gov/pubmed/21538798
http://doi.org/10.1603/EC11228
http://doi.org/10.3389/fimmu.2018.01523
http://doi.org/10.1016/j.fsi.2018.06.014
http://doi.org/10.1016/j.fsi.2020.04.035
http://doi.org/10.1016/j.fsi.2016.01.025
http://www.ncbi.nlm.nih.gov/pubmed/26804650
http://doi.org/10.1016/j.pestbp.2018.03.007
http://www.ncbi.nlm.nih.gov/pubmed/30704708
http://doi.org/10.1074/jbc.M116.768671
http://www.ncbi.nlm.nih.gov/pubmed/28082675
http://doi.org/10.1146/annurev.immunol.21.120601.141126
http://doi.org/10.1146/annurev.immunol.25.022106.141615
http://www.ncbi.nlm.nih.gov/pubmed/17201680
http://doi.org/10.1016/j.fsi.2015.07.027
http://doi.org/10.1016/j.ijbiomac.2017.05.039
http://doi.org/10.2131/jts.41.273
http://doi.org/10.1084/jem.20021790

	Introduction 
	Materials and Methods 
	Plant Material, Source of Fungal, Conidia Suspension Preparation and Inoculation 
	Colonization Assessment 
	Diaphorina citri Assays 
	TLRs Identification and Domain Organization Analysis 
	Phylogenetic Analysis 
	TLRs Domain Organization, Chromosome Location and Structural Analysis TIR Domain 
	RNA Extraction, cDNA Synthesis, qRT-PCR Reactions and Expression Analysis 
	Primary and 3-Dimensional Structural Analysis 
	Protein-Protein Interaction Network Study 

	Results 
	Endophytic Colonization Assessment 
	Identification and Characterization of TLR Genes in D. citri 
	Phylogenetic Analysis of Insect TLR Genes 
	Domain Organization and Chromosome Location Analysis 
	Structural Analysis of D. citri TIR Domain 
	The 3D Structure of TIR Domain in Diaphorina citri 
	The PPI Networks of DcTLRs 
	Nymphs and Adults’ Specific Expression Profiles of DcTLRs When Fed on Endophytically Colonized C. sinensis Plants 

	Discussion 
	References

