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Abstract. 1. Host speciﬁcity of phytophagous insects plays a critical role in the maintenance of plant diversity. However, a lack of approaches to identify the larvae of phytophagous insects, which usually have similar morphology, can lead to
misinterpretation of their host ranges.
2. Acorn weevils are seed-exploiting parasites of Fagaceae species, a dominant plant
group in subtropical evergreen broad-leaved forests (EBLFs). Therefore, variation in
their host speciﬁcity may profoundly inﬂuence plant diversity in this ecosystem.
3. Here, we collected larvae of acorn weevils from 36 655 seeds of Fagaceae species
in EBLFs in southeastern China and performed multiple operational taxonomic unit
(OTU) delimitation analyses using one mitochondrial (COI) and two nuclear (ArgK
and EF1-α) genes to reveal species composition of acorn weevils and assess the variation
in host speciﬁcity among OTUs.
4. We analysed the DNA barcoding sequences from 478 larvae and 4 adults of acorn
weevils sampled from 17 common Fagaceae species (ﬁve genera) and detected 11 OTUs.
Moreover, host range varied drastically among different OTUs, with Curculio bimaculatus being the most generalised.
5. Our results revealed high diversity of acorn weevils and that strong variation in
host speciﬁcity can even exist among OTUs in the same genus, addressing the need to
distinguish different Curculio species before conducting forest management in EBLFs.
Key words. Curculio, DNA barcodes, evergreen broad-leaved forests, Fagaceae, host
speciﬁcity, OTU diversity.

Introduction
Interactions between phytophagous insects and angiosperms
play a crucial role in the maintenance of ecosystem functioning
(Forister et al., 2012; Burkle et al., 2013), due to not only the
high diversity of these two groups but also their location in the
centre of ecosystem networks, where they are critical contributors to both energy and nutrition ﬂows (Farrell, 1998; Fonseca
et al., 2005). More importantly, host speciﬁcity of phytophagous
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insects can profoundly affect plant diversity. Host-speciﬁc natural enemies of plants, especially local dominant plants, speciﬁcally regulate their hosts and beneﬁt rare plant species (Bagchi
et al., 2014; Wang et al., 2019a), whereas generalist phytophagous insects are more likely to be pests that threaten the persistence of many plants (Schmidt et al., 2019). Therefore,
explicitly delineating the host range of key groups of phytophagous insects provides an important basis for predicting the sustainability of forest ecosystems as well as for restoration and
management strategies (Figueroa et al., 2018).
To precisely estimate host range, accurate taxonomy is an
essential prerequisite. However, biased estimation may occur
in the presence of cryptic species and hybrids even within some
morphologically well-identiﬁed taxa (Hajibabaei et al., 2006;
367
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Smith et al., 2006). Moreover, although larvae are more stationary than adults and often live only on their host plants, current
morphological identiﬁcation of insects is based predominantly
on adult morphological traits, as the larvae of many species are
indistinguishable, even for some highly differentiated species
(Marvaldi et al., 2002; Kajtoch et al., 2018). Therefore, in order
to explore the biodiversity of phytophagous insects at the larval
stage and improve the estimation of their host ranges, it is necessary to use DNA barcoding techniques to explicitly distinguish
different species (Sequeira et al., 2008; Bocak et al., 2014).
Acorn weevils (Curculio, Curculionidae) are a typical group
of seed-parasitic insects. Female adults of these species lay eggs
in the seeds of nut-bearing trees, and larvae feed exclusively on
the tissues inside their host seeds (Bonal & Muñoz, 2009). Their
host speciﬁcity is related to factors such as host preference,
matching of phenology and coevolutionary relationships with
potential hosts (Hughes & Vogler, 2004; Arias-Leclaire
et al., 2018). Compared with insects that attack other plant
organs (e.g., leaves), acorn weevil plays a more important role
in the seed availability of its host plant (Tong et al., 2017), with
up to 90% of seeds on a host tree being infested and destroyed by
these parasites (Qian-Ya Li, unpublished data). Therefore, acorn
weevils often have a serious impact on the regeneration of host
plant species (Muñoz et al., 2014). Despite the great importance
of these seed parasites, little is known about their species diversity and interspeciﬁc variation in host speciﬁcity (but see
Peguero et al., 2017).
Southeastern China is one of the most densely populated areas
in the world. The zonal vegetation of this region is subtropical
evergreen broad-leaved forests (EBLFs), where Fagaceae species (major hosts of acorn weevils) are a dominant group of tree
species (Song et al., 2005; Tong et al., 2017; Wang et al., 2020).
Therefore, revealing the host speciﬁcity of acorn weevils should
have important implications for the long-term maintenance of
biodiversity in this region. However, the species composition
of acorn weevils is still unclear, due to difﬁculties in collecting
ovipositing individuals in the canopy and the fact that different
species have similar morphological traits at the larval stage.
In this study, we investigated acorn weevil communities in
17 locations in southeastern China and sequenced mitochondrial
(COI) and nuclear (ArgK and EF1-α) genes, to evaluate the species [as represented by operational taxonomic units (OTUs)]
diversity within acorn weevils using multiple OTU delimitation
approaches. In addition, we recorded the host species for each
sampled acorn weevil larva and estimated the host speciﬁcity
of each acorn weevil OTU. Speciﬁcally, we addressed the following questions: (i) How many Curculio OTUs are in this
region and (ii) is there a large difference in host range among
Curculio OTUs?

Materials and methods
Sampling sites and focal species
Sampling of acorn weevils was conducted at 17 sites (27.80
−30.33 N, 117.93 −121.80 E) in southeastern China between
2009 and 2016 (Fig. 1; Supporting Information Table S1). This

region has a subtropical monsoon climate with hot and rainy
summers and mild winters. The annual average temperature
and precipitation at different sites range from 15 to 18  C and
from 980 to 2000 mm, respectively, and the altitude of the sampling sites varied from 16 to 869 m. The predominant natural
vegetation of this area is EBLFs, with Fagaceae species being a
dominant group of tree species (Song et al., 2005). These Fagaceae species are the host plants of acorn weevils (Tong
et al., 2017).
Adult acorn weevils usually emerge from the surface soil in
summer (June to August) after pupation (Higaki, 2016; QianYa Li, unpublished data). They then ﬂy up to the canopy and
feed on leaves and young shoots. Copulation and oviposition
take place in autumn (August to mid-October). During oviposition, adult females excavate a hole in the coat of the host seed
using their specialised rostrum and generally only lay a single
egg into the developing seed (Desouhant et al., 2000). However,
an adult female sometimes can lay several eggs in an oviposition,
and a seed can be parasitised by multiple females, leading to
more than one larva within an infested seed (Bonal &
Muñoz, 2008). The larvae of acorn weevils live exclusively on
cotyledons (Bonal & Muñoz, 2009), and leave their host seeds
in winter (from November to January next year), burrowing
underground for diapause (lasting for 1–3 years) and becoming
adults after pupation (Espelta et al., 2009). Therefore, host plants
of acorn weevils can be accurately identiﬁed only at the larval
stage. However, given that the larvae of most acorn weevil species share similar morphological traits (Tong et al., 2017), morphological identiﬁcation is difﬁcult, and it is necessary to use
DNA barcoding techniques.

Field sampling and laboratory rearing
To sample acorn weevil larvae for identiﬁcation using a DNA
barcoding technique and to record host plants, we collected
seeds from all Fagaceae species found at the 17 sites in late
autumn (from Mid-October to early November). Except for the
Zhoushan Archipelago and Thousand-Island Lake, where sampling was only conducted twice (2015 and 2016), we carried
out sampling at other sites for four times between 2009 and
2012 (Supporting Information Table S1). At each site, at least
20 Fagaceae trees were surveyed, and a total of 36 655 seeds
were collected during our sampling period (Supporting Information Table S1). Each collected seed was stored separately, and its
maternal tree was recorded.
All collected seeds were checked daily until acorn weevil larvae emerged. Approximately 10–20 larvae per Fagaceae species
were collected from each site and were preserved in pure ethanol
at 4  C for DNA extraction. Other larvae were reared for morphological identiﬁcation.
We placed the reared larvae into heat-sterilised soil and maintained humidity at c. 70% and indoor temperature at 20–25  C to
facilitate pupation and emergence of adults. All emerged adults
were identiﬁed to morphospecies based on the description by
Pelsue and Zhang (2000). In each morphospecies, we chose
one adult as a specimen. After photographing, its hind legs were
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Fig 1. Distribution of sampling sites in southeastern China. The full name of each sampling site is listed in the Supporting Information Table S1. [Color
ﬁgure can be viewed at wileyonlinelibrary.com]

used for DNA extraction (retaining the rest of body as the morphological reference).

DNA extraction, ampliﬁcation and sequencing
We extracted genomic DNA from the entire body of each collected acorn weevil larva and the hind legs of each emerged
adult. DNA extraction was carried out using a micro-tissue
extraction kit (TIANGEN, Shanghai) following the manufacturer’s instructions.
After DNA extraction, polymerase chain reactions (PCRs)
were performed using universal DNA barcoding primers for
one mitochondrial DNA (mtDNA) (COI) (Simon et al., 1994)
and two nuclear DNA (nDNA) (ArgK and EF1-α) (Sequeira
et al., 2008) (Supporitng Information Table S2). A 20-μl PCR
system was used, and PCRs were performed following the procedure: initial denaturation at 94  C for 5 min; 35 cycles of denaturation at 94  C for 45 s; annealing at 50–54  C (COI and ArgK)

and 46.5–52  C (EF1-α) for 45 s; extension at 72  C for 1 min
and a ﬁnal extension at 72  C for 10 min. Bidirectional Sanger
sequencing of the ampliﬁed products was implemented using
an ABI 3730 Genetic Analyser (Applied Biosystems™, Foster
City, California).

Sequence alignment, concatenation and haplotype statistics
Each DNA sequence was assembled using SeqMan version
7.1 in software DNASTAR (Lasergene, Madison, USA) and
then aligned using program MUSCLE in MEGA version 5.0
(Tamura et al., 2011). In addition, to avoid overestimating the
OTU diversity of acorn weevils due to the presence of pseudogenes (NUMTs), we screened sequences based on divergence
from orthologous sequences, indels and in-frame stop codons
(Song et al., 2008). We used Sequence Matrix version 1.7.8
(Vaidya et al., 2011) to compile a combined matrix of 2135 bp
from three gene regions (642 bp for COI, 684 bp for ArgK and
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809 bp for EF1-α) to improve the reliability of OTU delimitation
analysis (Sequeira et al., 2008). The incongruence length difference (ILD) test using PAUP version 4.0b10 (Swofford, 2002)
showed homogenous base substitution rates in the combined
sequences of three genes (ILD test, P = 0.25). Prior to OTU
delimitation, we identiﬁed the haplotypes from the dataset of
the combined three genes and from the dataset of each of the
three genes using DnaSP version 5.10.01 (Librado &
Rozas, 2009).

OTU delimitation of acorn weevils
To precisely explore OTU richness of acorn weevils in our
study region, we used three OTU delimitation approaches
including the priori distance threshold approach (PDTA), a
distance-based model [Automatic Barcode Gap Discovery
(ABGD)], and a tree-based model [Generalised Mixed Yule
Coalescent model (GMYC)].
The PDTA calculates the genetic distance between sequences
using Kimura’s 2-parameter distance (K2P or K80) and sets a
cut-off standard value as the ‘barcode gap’ of 3% divergence
(Smith et al., 2005) or the 10× rule (Hebert et al., 2004). Therefore, we assessed the intra/inter-clade variation of unique haplotypes of the combined three genes through K2P model in MEGA
5.0 to determine the putative species/OTUs and validated the
reliability of this delimitation using three methods (bpNewTraining, fuzzyId and Bayesian) with package BarcodingR version
1.0-3 (Zhang et al., 2017) in R version 3.6.3 (R Development
Core Team, 2020).
ABGD has a clear deﬁnition of the barcode gap and can partition data into candidate species/OTUs even if overlapping of
inter- and intra-clade genetic distances exists (Puillandre
et al., 2012). This approach delimits OTUs by calculating a
model-based one-sided conﬁdence limit for the intra-speciﬁc
divergence using a priori knowledge from the data. The ﬁrst signiﬁcant barcode gap detected beyond this limit is used to split
molecular operational taxonomic units (MOTUs) (initial division), and then recursive repartition of groups is performed to
further delimit OTUs (recursive division). Reliable results can
be obtained when initial and recursive divisions converge in a
large range of intra-speciﬁc divergence. ABGD for the combined
three genes were conducted in the website (https://bioinfo.mnhn.
fr/abi/public/abgd/abgdweb.html) setting the following parameters: X (relative gap width) = 1.5, Steps = 20, Nb bins = 20,
Pmin = 0.0003 and Pmax = 0.1 (minimum and maximum priori
values of intra-speciﬁc divergence) with the Kimura (K80)
TS/TV model. We also tried a range of different values for each
parameter, but the results of OTUs delimitations remained
the same.
We also used GMYC to establish divergence threshold (T,
which represents the time of transition from coalescence to speciation) for dividing species/OTUs in a phylogenetic tree. This
method relies on an ultrametric phylogenetic tree to identify
the inﬂection points, i.e., branching events where intraspeciﬁc
coalescent processes turn to be interspeciﬁc Yule processes)
using maximum likelihood method (Fujisawa &
Barraclough, 2013). We used the unique haplotype sequences

from the combined three genes to construct the ultrametric tree
in BEAST version 1.10.4 software (Drummond &
Rambaut, 2007), using settings for the Yule speciation model,
uncorrelated Relaxed Clock with Lognormal distribution and
Markov chain Monte Carlo (MCMC) with the length of 100 million generations. Three insect species, Curculio pyrrhoceras
(Hughes & Vogler, 2004), Naupactus xanthographus
(Lanteri & del Río, 2017) and Cylas formicarius (Bentidae),
were used as the outgroups (see Supporting Information
Table S3 for details). Best partitioning scheme and evolutionary
models for three pre-deﬁned partitions (the optimal base substitution model for COI, ArgK and EF1-α was GTR (general time
reversible) + I (invariant sites) + G (Gamma distributed), SYM
(symmetrical model) + G and GTR + I + G, respectively) were
selected by greedy algorithm and Akaike’s Information Criterion
corrected for small sample size (AICc) in PartitionFinder2
(Lanfear et al., 2017) in PhyloSuite version 1.2.1 (Zhang
et al., 2020). For the mtDNA and the two nDNA sequences,
we also set different codon partitions (GTR + I + G for COI;
GTR + I + G for ArgK_codon 1 and EF1-α_codon 1; GTR
+ G for ArgK_codon 2; HKY (Hasegawa-Kishino-Yano) + I
+ G for EF1-α_codon 2; HKY + G for ArgK_codon 3 and
EF1-α_codon 3). The convergence of MCMC chain was examined in TRACER version 1.6 (Rambaut et al., 2014), and effective sample sizes (ESS) values >200 indicated adequate posterior
sampling. TreeAnnotator version 1.10.4 in BEAST was applied
to create a maximum clade credibility tree, setting the burn-in
percentage of 10% and the posterior probability (PP) threshold
of 0.5. Single threshold model was set in GMYC (Pons
et al., 2006), and likelihood ratio test (LRT) was used to examine
the difference between the null and the GMYC model for evaluating the signiﬁcance of inﬂection points for OTU delimitation
using R package splits version 1.0-11 (Ezard et al., 2009).
The above three OTU delimitation approaches were also performed for each single gene, with the same parameter settings
and outgroup species as those used in the combined three genes.

Host range and host speciﬁcity of acorn weevils
To demonstrate the host ranges of acorn weevils, we constructed phylogenetic trees of the 17 host plant species using
maximum likelihood (ML) in IQ-Tree version 1.6.8 (Nguyen
et al., 2015) and Bayesian approaches in MrBayes version
3.2.6 (Ronquist et al., 2012) in PhyloSuite. A combined
sequence matrix of 1708 bp was compiled from one nuclear gene
(ITS/5.8S, 392 bp) and two chloroplast genes (rbcL and matK,
528 bp and 788 bp). The optimal base substitution model for
each codon partition was determined by AICc criterion and
greedy algorithm in PartitionFinder2 (GTR + G for ITS/5.8S_
codon 1, 2 and 3; HKY + G for rbcL_codon 1; HKY + I + G
for rbcL_codon 2 and GTR for rbcL_codon 3 and matK_codon
1, 2 and 3). We downloaded the sequences of the three genes
for these species and two outgroup species [Elaeocarpus hookerianus
(Elaeocarpaceae)
and
Poliothyrsis
sinensis
(Flacourtiaceae)] from GenBank (https://www.ncbi.nlm.nih.
gov/genbank/) (Supporting Information Table S3). When constructing the ML trees, 10 000 ultrafast bootstraps were set under
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Edge-linked partition model (Minh et al., 2013) in PhyloSuite,
and bootstrap value (BS) was calculated for each node. The
Bayesian trees were constructed using MCMC approach with
two parallel runs setting four chains (three cold and one heated)
and 2 000 000 generations (burn-in percentage of 25%), and PP
was calculated for each node. The convergence of MCMC
chains was monitored using Tracer version 1.6 with ESS > 200.
To quantify the host speciﬁcity of each delimitated OTU, host
speciﬁcity index (S) was then calculated as the ratio of the actual
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number of host plants sampled to the number of potential hosts in
the study area (Kavanagh & Burns, 2012), using the formulas:
K × K
S = 1e QG QS , K QG = αGβG+ 1, and K QS = αSβ+S 1, where S is the overall host speciﬁcity at both the genus and species levels, ranging from 0 (general) to 1 (speciﬁc); KQG and KQS are host
range diversity at the genus and species levels, respectively;
βG and βS are the minimum host ranges at the genus and species levels, respectively; and αG and αS are the number of
potential host plants at the genus (number of genera minus

Fig 2. OTU delimitation using the combined mtDNA and nDNA genes (COI + ArgK + EF1-α). (a) The barcoding gap of haplotypes. The intra- and
inter-speciﬁc K2P distance distributions are shown with red and blue histograms respectively. (b) OTU delimitation using ABGD. Blue diamonds are
initial division, and red squares represent recursive division. (c) Summary of OTU delimitation. Bayesian ultrametric tree used in the single threshold
GMYC model is shown on the left. Solid tree nodes have posterior probabilities (PP) greater than 0.95. The unique haplotypes belonging to the same
OTU are grouped by the same colour in the bars, and the different bars represent the results of different OTU delimitation approaches. The number of
delimitated OTUs by each approach is shown at the bottom of each bar. The single threshold (T) of transition from coalescence (colour branches) to speciation (black branches) is shown by the vertical grey bar on the tree. The changing trends of the lineage number and log likelihood of the single threshold
GMYC model with increasing value of substitutions per nucleotide site are shown on the right. [Color ﬁgure can be viewed at wileyonlinelibrary.com]
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βG) and species (number of species minus βS) levels,
respectively.
We also evaluated our sampling completeness using rarefaction curves of the number of acorn weevil OTUs versus increasing overall sample size and the sample size in each host plant
genus using aRarefactWin software (Holland, 1998), with bootstrap resampling of sequences to calculate standard deviations.

Results
OTU diversity of acorn weevils
Of the 2088 reared acorn weevil larvae, 545 (an emergence
rate of 26.1%) belonging to four morphospecies of Curculio
became adults. Among them, Curculio bimaculatus was the predominant morphospecies with a relative abundance of 89.9%
(490 of 545 adults), whereas 42 adults were Curculio davidii.
In addition, there were two unidentiﬁed morphospecies (12 of
Curculio sp. 1 and 1 of Curculio sp. 2). For OTU delimitation
and host speciﬁcity analysis, we screened four adult individuals
(one for each morphospecies) and 478 acorn weevil larvae, all of
which had a complete set of mtDNA (COI) and nDNA (ArgK
and EF1-α) sequences. After comparing the sequences of our
selected larvae with those of other known acorn weevils, we
found that all of them belonged to genus Curculio.
Using the combined sequences of these three genes, PDTA
delimited a total of 11 OTUs with no instances of overlap found
between the intra- and inter-clade distance distributions, and
haplotypes of the adults of the four morphospecies were assigned
into distinct OTUs (Fig. 2a; Supporting Information Table S4).
This result was further supported by the three validation methods
(vote = 3 for all OTUs). ABGD approach also divided all acorn
weevil individuals into 11 OTUs that had exactly the same
grouping pattern as revealed by PDTA (Fig. 2b, c). However,
GMYC found 12 OTUs from 72 unique haplotypes from our
samples with a 95% conﬁdence interval ranging from 11 to
18 (Fig. 2c) and the single threshold T being −0.0081, and this
GMYC model had a signiﬁcantly better ﬁt for branching process
than the null model with no coalescence-speciation transitions

(LRT: LR = 16.67, P < 0.001). The allocation of haplotypes into
10 of the 12 OTUs in GMYC model was completely consistent
with that detected by the other two approaches, and the only difference was that the GMYC model splits the clade containing the
C. bimaculatus adult into two OTUs (which was considered as a
single OTU in the other two approaches) (Fig. 2c). Given that we
failed to ﬁnd any differences in morphological characters among
the reared C. bimaculatus adults, we therefore adopted the conservative delimitation of 11 OTUs in our sampled acorn weevils.
In addition, the results from OTU delimitation analysis using
COI gene also showed 11 delimited OTUs, with an identical
grouping pattern to that revealed by the combined three genes
(Fig. S1). However, using ArgK gene alone, there were 15 OTUs
detected by both ABGD and GMYC (Supporting Information
Fig. S2), while a total of 13 OTUs were found in these two
approaches only using EF1-α gene (Supporting Information
Fig. S3). Such a discrepancy is mainly caused by the oversplitting in some clades, e.g., the clade containing the adult Curculio
bimaculatus (Supporting Information Fig. S2) and that with the
adult Curculio sp. 1 (Supporting Information Fig. S3), probably
due to fewer polymorphic sites in the two nuclear genes (95 for
ArgK and 107 for EF1-α) compared to COI gene (208).
Curculio bimaculatus had the highest haplotype diversity,
comprising 29.2% of the total unique haplotypes and was the
most dominant OTU with the relative abundance of 54.0%
(258 of 478 individuals) (Fig. 2c; Table 1). In addition, six Curculio OTUs were rare, with very low haplotype diversity (<5
unique haplotypes) and abundance (<8 individuals) in each of
these OTUs (Fig. 2c; Table 1).

Host range and host speciﬁcity of acorn weevils
The dominant acorn weevil OTU (C. bimaculatus) had the
widest distribution (found in 12 of 17 sampling sites), but other
OTUs were found at only a few sites, with ﬁve OTUs being
detected only at one site (Table 1). The observed host ranges varied drastically among acorn weevil OTUs, with the dominant
OTU having the widest range (10 Fagaceae species belonging
to 5 genera) but two OTUs (OTU 3 and 10) being found in only

Table 1. Host range and host speciﬁcity of delimitated Curculio OTUs.
Curculio OTUs
1
2
3
4
5
6 (Curculio sp. 1)
7 (Curculio davidii)
8
9 (Curculio bimaculatus)
10

N larvae

N sites

N haplotypes

N host genera

N host species

αG

αS

KQG

KQS

S

71
4
5
59
7
50
12
8
257
5

8
1
1
8
2
5
2
1
12
1

18
3
1
5
5
8
6
3
21
1

3
2
1
3
2
3
3
1
5
1

7
3
1
4
2
6
5
2
10
1

2
3
4
2
3
2
2
4
0
4

10
14
16
13
15
11
12
15
7
16

1.0
0.5
0.2
1.0
0.5
1.0
1.0
0.2
5.0
0.2

0.64
0.20
0.06
0.29
0.13
0.50
0.38
0.13
1.25
0.06

0.527
0.905
0.988
0.748
0.937
0.607
0.684
0.974
0.002
0.988

We do not include OTU 11 (Curculio sp. 2) because it only contains a single individual. αG and αS represent the total number of genera and species of
potential host plants for each Curculio OTU. KQG and KQS are host range diversity at the genus and species levels. The host speciﬁcity index (S) ranges
from 0 (generality) to 1 (speciﬁcity).
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Fig 3. Host ranges of delimitated Curculio OTUs. Host plant species of the sampled acorn weevil larvae belonging to each haplotype of the combined
mtDNA and nDNA genes are shown, and each Curculio OTU and Fagaceae genus is represented by a different colour. The Bayesian ultrametric tree of
acorn weevils used in OTU delimitation (GMYC) is located on the left, and the phylogenetic tree based on the combined nuclear and chloroplast dataset
(ITS/5.8S, rbcL and matK) from the 17 host plant species is located on the top right. The full names of host plants are listed in the Supporting Information
Table S3. [Color ﬁgure can be viewed at wileyonlinelibrary.com]

one Fagaceae species (Fig. 3; Table 1). Most of the other acorn
weevil OTUs parasitised seeds of Fagaceae species in the same
genus or closely related genera (Curculio davidii, Curculio
sp. 1 and OTU 1, 4, 5, 8), and only one Curculio OTU
(OTU 2) exploited seeds from distantly related plant genera
(Fig. 3; Table 1). These results suggested that most acorn weevil
OTUs had a certain extent of host speciﬁcity.
Host speciﬁcity index (S) varied from 0.002 (C. bimaculatus)
to 0.988 (OTU 3 and 10). With the exception of C. bimaculatus,
all other acorn weevil OTUs displayed relatively high host speciﬁcity, with S values greater than 0.527 (Table 1). In addition,
rarefaction curves showed sufﬁcient sample sizes in all host plant
genera except genera Lithocarpus and Castanea (Supporting
Information Fig. S4).

Discussion
A clear description of the biodiversity and host ranges of phytophagous insects provides an essential basis for understanding
the mechanisms that stabilise ecosystem functioning
(Scriber, 2010; Burkle et al., 2013). Based on both mtDNA
and nDNA, we detected high OTU diversity of acorn weevils
in our study area. In addition, given the same OTU delimitation
results from the combined three genes and COI gene alone, acorn

weevil larvae can be identiﬁed only using this mtDNA locus.
More importantly, host speciﬁcity varied across these Curculio
OTUs, indicating the necessity to distinguish closely related
OTUs before conducting pest control programs.
The high OTU diversity of acorn weevils may originate from
their worldwide distribution and high diversity of host tree species. Curculio species are prevalent in tropical, subtropical and
temperate forests (Pelsue & Zhang, 2000; Peguero
et al., 2017), and thus allopatric speciation caused by biogeographic factors like the emergence of geographic barriers
(e.g., Chen et al., 2012) must play an important role in the diversiﬁcation of this genus. Alternatively, the species-rich pool of
host trees also allows deep niche divergence within a Curculio
species/OTU, likely facilitating adaptive radiations and sympatric speciation (e.g., Savolainen et al., 2006). However, to explore
the relative contribution of the above two mechanisms of speciation, a continent-level sampling is necessary to track the evolutionary trajectories of Curculio OTUs.
Though we conservatively considered the clade containing the
adult C. bimaculatus as a single OTU based on morphological
characters (this approach had been reported in other studies;
e.g., Blair & Bryson, 2017), it is still likely that there are two
OTUs (i.e., cryptic species) within this clade (see results of
GMYC in Fig. 2c). However, delimitation of cryptic species
needs further validation, e.g., mating experiments between two
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putative cryptic species (Hernández-Vera et al., 2010). In addition, insufﬁcient sample size in two host genera (Supporting
Information Fig. S4) suggested the probability of existence of
some extra Curculio OTUs. Low density of Castanea species
and low parasitism of their seeds in our study sites (only
231 seeds from 7 trees were collected with just 4.3% of parasitism) led to limited sample size of acorn weevil larvae from this
host, while the lack of saturation in the rarefaction curve in Lithocarpus was largely due to the presence of many rare Curculio
OTUs (four OTUs had only one individual). In future sampling,
we will pay more attention to these two host genera in case that
we missed some rare Curculio OTUs.
One hypothesis is that host speciﬁcity is created by long-term
coevolution between phytophagous insects and their host plants
(Musser et al., 2002; Habermannova et al., 2013). In our case,
the high level of host speciﬁcity in most acorn weevil OTUs
likely reﬂects the role of phylogenetic relatedness of their host
Fagaceae species, because most specialist Curculio OTU prefer
to attack plant species in the same genus or closely related genera
(Fig. 3; Table 1). Given the strong impact of coevolution, differentiation among acorn weevils may be at least partly driven by
variation in chemical (e.g., concentration of tannins) and physical (e.g., thickness and hardness of seed coasts) defences of host
species. The adaptive radiation of acorn weevils therefore may
be related to detoxiﬁcation genes (Dai et al., 2019) and body
size, which is considered to be associated with some important
adaptive traits like rostrum length and is substantially controlled
by size of host seeds (Hughes & Vogler, 2004).
The ongoing ecological changes may also strongly affect
plant–insect interactions and host speciﬁcity (Wang
et al., 2019b). EBLFs in our study area are facing severe deforestation and fragmentation, and such serious land use changes
can rapidly reduce biodiversity (Figueroa et al., 2018; Guo
et al., 2018), possibly leading to local extinction of certain host
plants and narrowing the observed host range of some rare
acorn weevil OTUs. This was indicated in our study by some
Curculio OTUs utilising seeds from distantly related host genera (e.g., OTU 3 and 10; Fig. 3), and the true host ranges of
these OTUs might be underestimated. Nevertheless, given that
most host plant species were detected in each study site (QianYa Li, personal observations), isolation by evolutionary constraints and mismatching phenology are still the most likely
factors resulting in high host speciﬁcity of rare acorn weevil
OTUs. To further explore these potential factors forming host
speciﬁcity, we will strengthen sampling efforts in future
studies.
Curculio OTUs with different host speciﬁcity may play distinct roles in the maintenance of plant diversity in EBLFs. Most
Curculio OTUs identiﬁed in our study act as host-speciﬁc natural
enemies of local dominant plants and, therefore, are likely to
contribute to the density-dependent regulation of dominant
Fagaceae species and facilitate the coexistence of plant species
(Tong et al., 2017; Wang et al., 2019a). In contrast, generalists,
especially C. bimaculatus, appear to be pests that drastically
restrict the regeneration of most Fagaceae species and threaten
the long-term persistence of EBLFs. We therefore raise the
potential importance of controlling the density of generalist
acorn weevils.
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