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Simple Summary: Mileewinae is a small subfamily of Cicadellidae containing about 160 described
species, extensively distributed in the Oriental, Ethiopian and Neotropical regions. Some species are
potential pests in agriculture and forestry. The classification of this group has been unstable over
the past few decades. Currently, some controversies remain on the monophyly of Mileewinae and
phylogenetic relationships of Mileewinae with other subfamilies. To provide further evidence toward
answering these questions, two newly completed mitochondrial genomes of Mileewinae species
(Mileewa rufivena and Ujna puerana) have been sequenced and analyzed. Results show these two mito-
chondrial genomes have quite similar structures and features. In phylogenetic analyses, Mileewinae
formed a monophyletic group in Cicadellidae in all trees derived from maximum likelihood (ML)
and Bayesian inference (BI) methods. In addition, Mileewinae has a closer phylogenetic relationship
with Typhlocybinae compared to the Cicadellinae.

Abstract: More studies are using mitochondrial genomes of insects to explore the sequence variability,
evolutionary traits, monophyly of groups and phylogenetic relationships. Controversies remain on
the classification of the Mileewinae and the phylogenetic relationships between Mileewinae and
other subfamilies remain ambiguous. In this study, we present two newly completed mitogenomes of
Mileewinae (Mileewa rufivena Cai and Kuoh 1997 and Ujna puerana Yang and Meng 2010) and conduct
comparative mitogenomic analyses based on several different factors. These species have quite
similar features, including their nucleotide content, codon usage of protein genes and the secondary
structure of tRNA. Gene arrangement is identical and conserved, the same as the putative ancestral
pattern of insects. All protein-coding genes of U. puerana began with the start codon ATN, while
5 Mileewa species had the abnormal initiation codon TTG in ND5 and ATP8. Moreover, M. rufivena
had an intergenic spacer of 17 bp that could not be found in other mileewine species. Phylogenetic
analysis based on three datasets (PCG123, PCG12 and AA) with two methods (maximum likelihood
and Bayesian inference) recovered the Mileewinae as a monophyletic group with strong support
values. All results in our study indicate that Mileewinae has a closer phylogenetic relationship to
Typhlocybinae compared to Cicadellinae. Additionally, six species within Mileewini revealed the
relationship (U. puerana + (M. ponta + (M. rufivena + M. alara) + (M. albovittata + M. margheritae))) in
most of our phylogenetic trees. These results contribute to the study of the taxonomic status and
phylogenetic relationships of Mileewinae.

Keywords: Auchenorrhyncha; leafhopper; mitogenome; phylogeny

1. Introduction

The mitochondrion has its own genes to control the cell cycle and cell growth in
eukaryotic cells [1]. This self-governed DNA encodes several proteins and RNAs for
formation of a functional mitochondrion. In recent years, with the progress of next-
generation sequencing technologies, a mounting number of insect mitochondrial genomes
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have been sequenced and reported. Generally, insect mitochondrial genomes are a small
(14–20 kb), circular, closed DNA molecule that covers four broad categories: protein-coding
genes (PCGs), RNAs (tRNAs), ribosomal RNA genes (rRNAs) and a putative control
region (CR) [2]. The whole mitogenome can provide a full set of genome-level characters,
including the base composition, codon diversity and usage, secondary structures of tRNA
and the function of a non-coding region. Due to the advantages of small size, strict maternal
inheritance, simple genetic structure, fast evolutionary rate and very high copy numbers,
the mitogenomes can be easily obtained and widely used in studies of species delimitation,
phylogenetics, evolution and biogeography [3–5].

Mileewinae is a small subfamily of Cicadellidae containing about 160 described
species, extensively distributed in the Oriental, Ethiopian and Neotropical regions [6].
Most species of this subfamily inhabit wet tropical rainforests and appear in greatest
diversity and abundance in cloud forests of mountainous areas [7]. Morphologically,
species of mileewine are small-to-medium-sized (3.5–7.0 mm), slender, black or dark brown
and generally have a reduced clavus and transparent patches on their forewings [8]. Some
species in this group (M. branchiuma, M. margheritae) can damage wormwood, bamboo
and other crops and are potential pests of agriculture and forestry. Mileewini is the largest
and most widespread tribe of Mileewinae, which has over 90 species belonging to four
genera: Mileewa Distant 1908, Ujna Distant 1908, Amahuaka Melichar 1926 and Processina
Yang, Deitz and Li 2005 [6].

Classification of this group has been unstable over the past few decades, and previous
scholars have held disparate views. Mileewini was established by Evans (1947) and placed
it in the Cicadellinae (as “Tettigellinae”) [9]. Young (1965) transferred this tribe from
Cicadellinae to the subfamily Typhlocybinae [10]. However, this placement by Young was
doubted by Mahmood (1967), and he moved this tribe back into Cicadellinae in his later
related work [11]. Young (1968) first elevated Mileewinae to status as a separate subfamily,
and this status has been accepted by several subsequent authors. Dietrich (2005) also
accepted this perspective in his taxonomic study of the Cicadellidae family [12,13]. Then,
Dietrich (2011) redescribed this group based on phylogenetic analyses of both molecular
and morphological data, suggesting Mileewini and another three tribes (Makilingiini,
Tinteromini and Tungurahualini) represented a monophyletic group, meanwhile treating
Mileewinae as tribes of a single subfamily [7]. However, there are still many different
opinions about the classification of Mileewinae, and the relationships among Cicadellinae,
Typhlocybinae and Mileewinae have not yet been stated explicitly. In previous studies,
three complete (M. albovittata, M. margheritae and M. ponta) mitogenomes and a partial
mitogenome (M. alara) of Mileewa have been reported [14–17]. Analysis based on these
mitochondria supported that Mileewinae was monophyletic, but it did not analyze the
relationships between Mileewinae and other subfamilies.

Here, we present two new, complete mitogenomes of Mileewinae (Mileewa rufivena Cai
and Kuoh, 1997 and Ujna puerana Yang and Meng, 2010) and provide comparative mitoge-
nomic analyses of six Mileewinae species from genome size, nucleotide composition, codon
usage, tRNA secondary structure, gene overlaps and intergenic spacers, evolutionary rate,
and A + T-control region. We conducted phylogenetic analysis using maximum likelihood
(ML) and Bayesian inference (BI) methods. The aims of our study were to: (1) explore the
sequence variability and evolutionary traits of the Mileewinae mitogenomes; (2) test the
monophyly of the Mileewinae; (3) investigate the relationships between Mileewinae and
other subfamilies; and (4) explore the relationships among the species within Mileewini.

2. Materials and Methods
2.1. Sample Collection and DNA Extraction

Specimens in our study were collected in 2018 from China (Table S1). Specimens
were initially preserved in anhydrous ethanol and then stored at −80 ◦C in the laboratory.
We identified our specimens accurately based on morphological characters [18] and the
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gene fragment of cytochrome oxidase subunit 1 (standard mitochondrial COX1 barcode)
in GenBank.

The entire DNA genome was extracted from abdominal tissues by using the Biospin
Insect Genomic DNA Extraction Kit (BioFlux, Hangzhou, China) following the manu-
facturer’s instructions. The genomic DNA was then stored at −20 ◦C, and vouchers
were deposited in the Entomological Museum of Northwest A&F University (NWAFU),
Yangling, China.

2.2. Mitogenomes Sequencing, Assembly and Annotation

Complete mitogenomes of Mileewinae were generated using the next-generation
sequencing (methodology of the PE150 by Illumina HiSeq™ Xten platform; Novogene
Technologies, Beijing, China) and PCR amplification. Amplified nucleotide sequences
of NADH dehydrogenase 2 (ND2) were used to identify the vacant sites (compared
with reference mitogenomes) that appear in the results of next-generation sequencing
and make up for the gap. We used the universal primers (Table S2), PCR Master Mix
(Aoko Biotechnology Co. Ltd., Beijing, China) and corresponding cycling protocol.

The mitogenome of M. albovittata from GenBank was used as a reference. The paired-
end clean reads of M. rufivena and U. puerana were assembled in Geneious 11.0.2 (Biomatters,
Auckland, New Zealand) with default parameters [19]. Geneious 11.0.2 was also used
to annotate these two mitogenomic sequences. The homologous sequences of reference
mitogenomes (M. albovittata) and open reading frames (ORFs; based on the invertebrate
mitochondrial genetic code table 5) were used to predict all 13 PCGs. Then, MITOS
WebServer was used to ascertain the 22 tRNA genes of each sequence based on codon
table 5 [20]. The secondary structures of every tRNA were plotted with Adobe Illustrator
CC2019 according to the predictions of MITOS. The 16S rRNA (rrnL) was located between
2 tRNA genes (trnL1 and trnV), and 12S rRNA (rrnS) was between trnV and A + T control
region. The A + T control region was identified using the homologous sequences of
reference mitogenomes. The mitogenomic circular maps were portrayed using CGView
Server [21] and perfected by Adobe Photoshop CS 6. The A + T content, AT-skews,
GC-skews, nucleotide diversity (Pi value), Ka/KS ratios and evolutionary rate analysis of
each PCG were all illustrated by GraphPad Prism 6.01 (San Diego, CA, USA).

2.3. Sequence Analysis

PhyloSuite v1.2.1 was used to calculate and analyze the nucleotide composition, codon
usage of PCGs, relative synonymous codon usage (RSCU) and strand asymmetry of 13 PCGs
in mitogenomes [22]. The strand asymmetry was measured by AT-skew and GC-skew with
the following formulas: AT-skew = (A − T)/(A + T) and GC-skew = (G − C)/(G + C) [23].
The tandem repeat units of the A + T-control region were analysed using Tandem Repeats
Finder online server (http://tandem.bu.edu/trf/trf.html) (accessed on 10 April 2021) [24].
The sliding window analysis (a sliding window of 200 bp in 20 bp overlapping steps)
within DnaSP v6 was employed to estimate the Pi value of six sequences [25]. The ratios of
Ka (nonsynonymous substitutions)/Ks (synonymous substitutions) based on 13 aligned
protein-coding genes were estimated with DnaSP v6 [25]. MEGA X was used to estimate
the mean genetic distances within six Mileewinae species under the Kimura 2-parameter
mode [26]. The two complete mitogenome sequences of Mileewinae were submitted to
GenBank (GenBank accession numbers: MZ326688 and MZ326689).

2.4. Phylogenetic Analyses

A total of 58 species of Cicadomorpha were used in phylogenetic analyses: (1) 54 species
of Membracoidea; (2) 2 species of Cicadoidea (Diceroprocta semicincta, Magicicada tredecula);
and (3) 2 species of Cercopoidea (Callitettix braconoides, Cosmoscarta dorsimacula) (Table 1).
The 54 species of Membracoidea (50 leafhoppers and 4 treehoppers) were chosen as the
ingroup, and the other 4 species (2 cicadae and 2 froghoppers) were selected as out-
groups. All the mitochondrial genome sequences used in this study were downloaded

http://tandem.bu.edu/trf/trf.html


Insects 2021, 12, 668 4 of 20

from NCBI datasets. Sequences of 13 PCGs and amino acids were used to deduce the
phylogenetic relationships.

Table 1. List of mitogenomes used for phylogenetic analysis.

Superfamily Family Subfamily Species Accession
Number Reference

Cicadoidea Cicadidae Cicadinae Diceroprocta semicincta KM000131 Unpublished
Cicadettinae Magicicada tredecula MH937705 [27]

Cercopoidea Cercopidae Callitettixinae Callitettix braconoides NC_025497 [28]

Cercopinae Cosmoscarta
dorsimacula NC_040115 Unpublished

Membracoidea Aetalionidae Aetalioninae Darthula hardwickii NC_026699 [29]
Membracidae Centrotinae Leptobelus gazella JF801955 [30]

Leptocentrus
albolineatus NC_044707 [30]

Smiliinae Stictocephala bisonia MW342606 [31]
Cicadellidae Cicadellinae Bothrogonia qiongana NC_049894 Unpublished

Bothrogonia tongmaiana NC_049895 Unpublished
Bothrogonia yunana NC_049896 Unpublished
Cicadella viridis KY752061 Unpublished
Cofana yasumatsui NC_049087 [32]
Cuerna sp. KX437741 [33]
Graphocephala sp. KX437740 [33]
Homalodisca vitripennis NC_006899 Unpublished

Coelidiinae Olidiana obliquea MN780583 [34]
Taharana fasciana NC_036015 [35]

Deltocephalinae Alobaldia tobae KY039116 [36]
Drabescus ineffectus NC_050258 [37]
Exitianus indicus KY039128 [35]
Macrosteles
quadrilineatus NC_034781 [38]

Maiestas dorsalis NC_036296 [39]
Norvellina sp. KY039131 [36]
Phlogotettix sp. KY039135 [36]
Roxasellana stellata NC_050257 [37]
Scaphoideus
nigrivalveus KY817244 [40]

Yanocephalus yanonis NC_036131 [36]
Eurymelinae Idiocerus herrichii MN935487 [41]

Populicerus confusus NC_050982 Unpublished
Evacanthinae Evacanthus acuminatus MK948205 [42]

Evacanthus heimianus MG813486 [43]
Hylicinae Kalasha nativa MW218662 [44]

Nacolus tuberculatus MW218663 [44]
Iassinae Gessius rufidorsus MN577633 [45]

Trocnadella arisana NC_036480 [45]
Ledrinae Ledra auditura MK387845 [46]

Petalocephala
chlorophana NC_051527 [47]

Tituria pyramidata NC_046701 Unpublished
Tituria sagittata NC_051528 [47]

Megophthalminae Durgades nigropicta NC_035684 [48]
Japanagallia spinosa NC_035685 [48]

Mileewinae Mileewa alara MW533151 [17]
Mileewa albovittata MK138358 [14]
Mileewa margheritae MT483998 [16]
Mileewa ponta MT497465 [15]
Mileewa rufivena MZ326689 This study
Ujna puerana MZ326688 This study
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Table 1. Cont.

Superfamily Family Subfamily Species Accession
Number Reference

Typhlocybinae Bolanusoides
shaanxiensis MN661136 Unpublished

Empoasca vitis NC_024838 [49]
Empoascanara sipra NC_048516 [50]
Ghauriana sinensis MN699874 [51]
Illinigina sp. KY039129 [36]
Limassolla
lingchuanensis NC_046037 [52]

Limassolla sp. MT683892 [53]
Mitjaevia shibingensis MT981879 Unpublished
Parathailocyba orla MN894531 [54]
Zyginella minuta NC_052876 [55]

The nucleotide sequences of all PCGs were extracted from PhyloSuite [22]. These
sequences were then individually aligned with codon-based multiple alignments, using
the MAFFT 7 and G-INS-i strategy integrated into PhyloSuite [22]. Ambiguous sites
and gaps were removed from PCG alignment using GBlocks v.0.91b under the default
settings [56]. Alignments of individual genes were also concatenated using PhyloSuite [22].
We removed the third codon position of the PCGs and concentrated these alignments
into a large dataset. For obtaining the proper phylogenetic analysis results, alignment of
individual genes was concatenated as three datasets: (1) the PCG123 matrix, including all
three codon positions of the 13 PCGs (total of 10785 bp); (2) the PCG12 matrix, including
the first and second codon positions of 13 PCGs (total of 7190 bp); and (3) the AA matrix,
including amino acid sequences of the 13 PCGs (total of 3336 amino acids). The best-fit
partitioning strategies and nucleotide substitution model for these three datasets were
selected using PartitionFinder 2.2.1 using the linked branch lengths, greedy algorithm and
Bayesian information criterion (BIC) model [22,57]. The results are shown in Table S3 and
used for analyses of maximum likelihood (ML) and Bayesian inference (BI).

ML trees were performed using IQ-TREE under ultrafast bootstrap (UFB), and the
values of Bootstrap support (BS) were evaluated with 1000 replicates [22,58]. Bayesian
analysis was performed using MrBayes 3.2.6 [59]. Two simultaneous Markov chain Monte
Carlo (MCMC) were run. Each MrBayes analysis of both the PCG123 matrix and PCG12
matrix involved 35,000,000 generations with sampling every 1000 generations. The analysis
of the AA matrix was performed by running 5,000,000 generations with sampling every
1000 generations. The first 25% samples were abandoned as burn-in, while the remaining
were used to produce a consensus tree and calculate posterior probabilities (PP). The
convergence of the individual runs is indicated by the average standard deviation of split
frequencies <0.01 in MrBayes 3.2.6 and effective sample size (ESS) >200 in Tracer [59,60].
All phylogenetic analyses were processed on the CIPRES Science Gateway (www.phylo.org,
(accessed on 10 April 2021)) [61].

3. Results and Discussion
3.1. Mitogenome Organization and Base Composition

The circular map (Figure 1) was presented to visualise the mitogenomes of Mileewinae
clearly. The complete mitogenomes of M. rufivena and U. puerana are circular, closed and
double-stranded molecules, just as most leafhopper mitogenomes. Each mitogenome
contained 13 protein-coding genes (PCGs), 22 transfer RNAs (tRNAs), two ribosomal
RNA genes (rRNAs), and a putative control region (CR) (Figure 1). There are two strands
on the mitochondrial genome: the majority strand (J-strand) and the minority strand
(N-strand). The J-strand generally contains 23 genes (nine PCGs, 14 tRNAs) and CR, and the
N-strand includes 14 genes (four PCGs, eight tRNAs and two rRNA). Gene arrangement
was identical and conserved among six sequences, which is the same as the putative
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ancestral pattern of insects [4,62]. The length of M. rufivena and U. puerana were 15,837 bp
and 14,838 bp, respectively, while these genomes of Mileewinae range in length from
14,838 bp (U. puerana) to 16,020 bp (M. alara (partial genome)) mainly due to the variable
length of the A + T-control region (Table S4). The A + T-control region, general to the
mitochondria of animals, might relate to the med origin of replication and promoters for
transcription initiation [2].

The nucleotide compositions of M. rufivena and U. puerana are shown in Table S4. Obvi-
ously, the content of adenine deoxyribonucleotide (A) and thymine deoxyribonucleotide (T)
occupy a very large proportion of the entire sequence: 79.0% for M. rufivena and 77.1%
for U. puerana. This intense base composition bias has also been shown in the other four
Mileewinae species, which is common in insect mitogenomes [2]. The high A + T content
of the whole-mitogenomes is due to the base composition of PCGs, tRNA, rRNA and the
CR (Figure 2A). In the four genes, the highest A + T contents were found mainly in the CR,
and M. margheritae had the strongest A + T bias (89.1%) compared with the other species of
Mileewinae. The A + T content is similar in rRNAs and tRNA in all six species, which is
usually slightly higher in rRNAs than in tRNAs. Biased A + T content was also found in
the pattern of codon usage. Three codon positions of PCGs in six Mileewinae species had a
comparatively close A + T content. The nucleotide skew statistics show slightly negative
AT-skews and positive GC-skews in all six whole mitogenomes. Except for the slightly
positive tRNAs, other regions have a moderately positive or negative AT-skew. The PCGs
had slightly positive or negative GC-skews, while the value for CR is irregular; tRNAs and
rRNAs have moderately positive GC-skews (Figure 2B,C).

3.2. Protein-Coding Genes and Codon Usage

The total length of the 13 PCGs was 10936 bp for M. rufivena and 10,953 bp for
U. puerana. Of all 13 PCGs, 4 (ND1, ND4, ND4L and ND5) were encoded by N-strand
and the remaining 9 (COX1, COX2, COX3, ATP6, ATP8, ND2, ND3, ND6 and Cytb) were
transcribed from the J-strand. The lengths of each PCG ranged from 153 bp (ATP8) to
1674 bp (ND5) in Mileewa rufivena and 153 bp (ATP8) to 1675 bp (ND5) in Ujna puerana. The
lengths of PCGs were also highly similar in size across all six mileewine mitogenomes.
These two species show a negative AT-skew (−0.123, −0.144) and a positive GC-skew
(0.018, 0.016) in PCGs (Table S4 and Figure 2B,C). In the mitogenomes of M. rufivena, the
A + T content of the first codon (84.3%) was much higher than in the second (73.3%) and in
the third (75.6%). While in U. puerana, the third codon (82.0%) was much higher in A + T
content than the first (74.1%) and the second (73.2%). However, the other four mileewines
had a higher A + T content in the second codon than the other two (Table S4 and Figure 2A).

In the two newly sequenced mitogenomes, most of PCGs start with the typical codon
ATN (ATA, ATT, ATG and ATC), whereas ND5 and ATP8 in M. rufivena began with a TTG
codon. These abnormal initiation codons of ND5 and ATP8 are also reported in all other
species of Mileewa, and this is a distinction between Mileewa and Ujna [14–17]. Three kinds
of putative termination codon exist on two new mitogenomic sequences: TAG, TAA and
a single T-. In M. rufivena, the incomplete stop codon T- was used in COX2, while the
completed codon TAG was used for ND2, and TAA for the remaining 10 PCGs. In the
U. puerana mitogenomes, codon T- was used in COX2, COX3 and ND5; TAG was used for
ND3; and TAA functioned for the others. TAG was not found in M. alara and M. albovittata.
Meanwhile, every mitogenome sequence had the incomplete stop codon T-, and this
condition is common among leafhoppers. During the process of mRNA maturation, this
incomplete T- might be completed by post-transcriptional polyadenylation [63].
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Figure 1. Circular maps of the mitogenome of Mileewa rufivena and Ujna puerana.
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Figure 2. Comparison of the A + T contents, nucleotide skewness of six species of Mileewinae.
(A) A + T content, (B) AT-skew and (C) GC-skew.

Except for the termination codon, the total number of codons is 3645 (M. rufivena)
and 3652 (U. puerana). The three most abundant amino acids are Leu (M. rufivena: 13.46%,
U. puerana: 14.14%), Ile (11.59%, 11.59%) and Ser (9.77%, 10.14%). Arg (1.38%, 1.35%),
Glu (1.54%, 1.57%) and Cys (1.68%, 1.76%) are the least used in the two Mileewinae
mitogenomes. The relative synonymous codon usage (RSCU) of mitogenomes of the six
Mileewinae species is shown in Figure 3. The six amino acid codons in the largest numbers
are AUU (Ile), UUA (Leu2), UUU (Phe), AUA (Met), AAU (Asn) and UAU (Tyr), which are
all composed of A and U. Additionally, the three positions of each amino acid codon are
more likely to use A/T than G/C (Figure 2A), reflecting the nucleotide A + T bias in the
PCGs of Cicadellidae. Among 62 available codons, M. rufivena loses the codon Thr (ACG)
and Ala (GCG) is missing in U. puerana.
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Figure 3. Relative synonymous codon usage (RSCU) in the mitogenomes of six Mileewinae species.

3.3. Gene Overlaps and Intergenic Spacers

M. rufivena had 10 gene overlaps with sizes from 1 to 8 bp (Table S5), while U. puerana
had 13 with sizes from 1 to 10 bp (Table S6). The the lengths of overlapping regions were
51 bp and 41 bp, respectively. The longest overlap regions was 8 bp between the trnW-trnC
and ND6-Cytb (UCN) junction in M. rufivena and 10 bp between trnS2 (UCN)-ND1 in
U. puerana. Likewise, the longest overlap within the other four Mileewa mitogenomes (M.
alara, M. albovittata, M. margheritae and M. ponta) was between trnS2 (UCN)-ND1 (10 bp),
trnS2 (UCN)-ND1 (10 bp), ND6-Cytb and trnW-trnC (8 bp), and ND6-Cytb and trnW-trnC
(8 bp), respectively. All six Mileewinae species had the two same overlaps: trnI-trnQ (3 bp;
TTG) and ND6-Cytb (8 bp; ATGAATAA).

For intergenic spacers, M. rufivena had 13 while U. puerana had 8 (Tables S5 and S6).
These non-coding regions ranged from 1 to 17 bp and had a total length of 49 and 14 bp.
M. rufivena had an unconventional intergenic spacer of 17 bp, which could not be found
in other mileewine species. Meanwhile, other spacers were also quite different in that
only two short gaps were shared in all six mitogenomes of Mileewinae (trnP-ND6, 2 bp;
COX2-trnK, 1 bp). Overlaps were more variable, longer than intergenic spacers in this
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group and occurred more frequently between tRNA and tRNA, which may related to the
fewer evolutionary constraints of tRNA genes [64].

3.4. Transfer and Ribosomal RNA Genes

There are 22 typical tRNA genes interspersed in the mitogenomes of M. rufivena and
U. puerana, conservatively and discontinuously. Except for four species of Cicadellidae,
which had tRNA rearrangements, all positions of these 22 tRNA genes were identified
in previously sequenced mitogenomes (Table 1) [22,38,39,45]. These tRNAs ranged in
length from 59 to 72 bp, with a total size of 1458 bp and 1430 bp, respectively. 14 tRNAs
were located on the J-strand, and the remaining eight on the N-strand (Figure 1). Pu-
tative secondary structure for the 22 tRNAs of M. rufivena and U. puerana are shown in
Figures 4 and 5. Except trnS1 (AGN) with a reduced dihydrouridine (DHU) arm and with
a form of loop instead, all the other 21 tRNAs could folded into the typical clover sec-
ondary structure. Compared with the previously published leafhopper and other insect
mitogenomes, this kind of situation is very common [4]. Previous studies have found
this dihydrouridine arm replacement loop may occur at a very early time with regard to
metazoan evolution [65]. Among these six mileewines, the size of the acceptor arm (7 ntp),
anticodon arm (5 ntp) and anticodon loop (7 bp) were strictly conserved, while other com-
ponents were slightly variable. The anticodons were also identical and highly conserved
in current mitogenomes of leafhoppers aside from five species of leafhopper (two species
of Evacanthinae, one species of Deltocephalinae and two species of Megophthalminae),
which employed TCT as the anticodon for trnS1 [66,67]. Five types of missing pairings
appeared in the tRNAs: UU, UG, CA, AA and a single A. There were 14 UG, 10 UU, one
CA, one AA and two extra single As in M. rufivena and 13 UG, nine UU, one CA and one
extra single A in U. puerana. Such non-canonical UG pairs exist in other leafhoppers as
well. Beyond that, positive AT-skew and GC-skew are exhibited within the tRNAs of two
new sequences (Table S4 and Figure 2B,C).

Two rRNA genes (rrnL and rrnS) of M. rufivena and U. puerana were all encoded on
the N-strand. The large one (rrnL), between trnL1 and trnV, had a length of 1218 bp and
1216 bp, respectively. While the small rRNA (rrnS), located between trnV and A + T rich
regions, had lengths of 754 bp and 763 bp. These two rRNAs had a heavy AT nucleotide
bias, which reached 80.4% and 79.4%, respectively. Similarly, the negative AT-skew and
positive GC-skew is shown in the rRNAs of these two newly sequenced mitochondrial
genomes (Table S4 and Figure 2B,C). The percentages of pairwise identity in rrnS and rrnL
of the six Mileewinae species are 79.6% and 79.4%, respectively, (MAFFT alignment).

3.5. Control Region

The putative control region, also called the A + T rich region, was the longest non-
coding region in these mitogenomes. This region is located between rrnS and trnI, and the
size of this region is variable, ranging from 518 bp (U. puerana) to 1610 bp (M. ponta). The
AT content is 84.7% in M. rufivena and 78.6% in U. puerana. They all have a mild positive or
negative AT-skew and GC-skew (Table S4 and Figure 2B,C).

These regions have several regulatory elements that may have a significant function
in the origination of replication and transcription [2,4]. The repeat sequences vary in
different mitogenomes (Figure 6). M. alara had the longest tandem repeat units with a size
of 310 bp, while the shortest is in U. puerana at only 30 bp. M. ponta has 22 repeating units
of 58 bp and another two repeat tandem units of 34 bp. The other three Mileewinae species
have a relatively long size, ranging from 55 bp to 166 bp. In addition, Poly A/T stretches
were only found in M. rufivena. The length and number of repeat units in Mileewinae are
different, and we could not find any connection among them. More mitogenomes could be
sequenced or more advanced methods may become available to figure out how to resolve
this issue in the future.
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Figure 4. Putative secondary structure for the 22 tRNAs of Mileewa rufivena.
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Figure 5. Putative secondary structure for the 22 tRNAs of Ujna puerana.
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Figure 6. Structures of the A + T-control region in Mileewinae mitochondrial genomes. The blue and
orange blocks indicate the tandem repeats, while the pink and red blocks represent the A/T repeat
regions. The remaining regions are shown with green boxes.

3.6. Nucleotide Diversity and Evolutionary Rate Analysis

The nucleotide diversity of the 13 PCGs genes among our six mileewines is displayed
in Figure 7A. The four with the distinctly highest variability were ATP8 (Pi = 0.274), ND2
(Pi = 0.263), ND6 (Pi = 0.237) and ND4 (Pi = 0.220), while COX1 (Pi = 0.153), ND1 (Pi = 0.172),
ND4L (Pi = 0.177) and COX3 (Pi = 0.185) exhibited relatively low Pi values.

Genetic distance and Ka/Ks analyses also present the same trend (Figure 7B). The mean
value of genetic distances within six mitogenomes shows that ATP8 (mean value = 0.345),
ND2 (0.328) and ND6 (0.285) have undergone a relatively fast evolution. Inversely, COX1
(0.171), ND1 (0.195) and ND4L (0.204) with lower distances are evolving comparative
slowly. The pairwise Ka/Ks analyses indicate that the values of the Ka/Ks ratio (ω) of
13 PCGs range from 0.102 to 0.695 (0 < ω < 1). This indicates that these 13 genes are under a
purifying selection; therefore, they are suitable for investigating phylogenetic relationships
within the Cicadomorpha. COX1, with the lowest value of ω, experienced the strongest
purifying selection, and ATP8, with the maximum value of 0.726, underwent weaker
purifying selection. These two genes also exhibited the lowest and highest evolutionary
rates, respectively. In our study, we chose COX1 as the criteria for identifying species due to
it showing the lowest variation and evolution. Therefore, this fragment gene could also be
used for the taxa with close, ambiguous and highly variable morphological characters [68].
Moreover, it has long been regarded as the universal barcode for species identification.
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Figure 7. Nucleotide diversity and selection pressures on 13 PCGs in Mileewinae. (A) Sliding
window analysis of 13 protein-coding genes among six Mileewinae species. The red curve shows
the value of Pi (nucleotide diversity). Pi value of each PCG is shown above the arrows. (B) Genetic
distances (on average) and ratio of non-synonymous (Ka) to synonymous (Ks) substitution rates of
each protein-coding gene among six Mileewinae species.

3.7. Phylogenetic Relationships

Six phylogenetic trees formed from three datasets (PCG123, PCG12 and AA) were
derived using two methods (ML and BI). The topological structures are exactly the same,
receiving strong support in most nodes (Figures 8–10). The results of the phylogenetic rela-
tionships are largely consistent with Chen et al. [69], but the species we used in our analyses
were more abundant. Our putative ingroup was recovered as monophyletic with respect to
Cercopoidea and Cicadoidea in all trees, with high nodal support values (bootstrap support
values (BS) = 100 in ML trees and Bayesian posterior probability (PP) = 1 in BI trees). In
most trees, Deltocephalinae constituted one clade as sister group to the other groups and
at the base position of the tree with a strong support (BS = 100; PP = 1). Treehoppers
(Aetalionidae and Membracidae) were monophyletic as a lineage flowing from leafhoppers
and as sister group to Megophthalminae; this also obtained strong support (BS = 100;
PP = 1). Except for Deltocephalinae being recovered as monophyletic within Cicadellidae,
the relationships of the other subfamilies (Cicadellinae, Coelidiinae, Eurymelinae, Evacan-
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thinae, Hylicinae, Iassinae, Ledrinae, Megophthalminae, Mileewinae and Typhlocybinae)
varied slightly and gained lower values of BS and PP than maximum support.

Figure 8. Phylogenetic tree inferred from ML and BI method based on PCG123 dataset. Supports at nodes are bootstrap
support values (BS) and posterior probabilities (PP).

Within the Cicadellidae, Mileewinae forms a monophyletic group with maximum sup-
port values in all monophyletic trees of ML and BI (BS = 100; PP = 1), which was congruent
with former studies based on the 28S sequences and mitogenomes of Mileewinae [14–17,70].
Under a disparate matrix and methods, the phylogenetic relationships between Mileewinae
and other subfamilies are different: (1) ((Typhlocybinae + Mileewinae) + (Cicadellinae + (Ledri-
nae + Evacanthinae))) was formed in the ML/BI tree based on PCG123; (2) (((Typhlocybinae +
Mileewinae) + (Ledrinae + Evacanthinae)) + Cicadellinae) was yielded by P12-BI and AA-
ML; and (3) ((Mileewinae + (Ledrinae + Evacanthinae) + Typhlocybinae) + Cicadellinae)
was formed in P12-ML and AA-BI. The relationships among Mileewinae, Typhlocybinae,
Ledrinae and Evacanthinae are inconsistent and the support values of the branch with
Mileewinae are low (BS < 62, PP < 0.89). Mileewinae could form a sister group to Ty-
phlocybinae in most results of phylogenetic analyses and is similar to the morphological
phylogeny research by Dietrich [71]. However, a different relationship, Mileewinae, Ledri-
nae + Evacanthinae and Typhlocybinae, forms a monophyletic group that is first found in
mitogenome analysis. Nevertheless, all results exhibited here indicate that Mileewinae is a
monophyly with a closer phylogenetic relationship with Typhlocybinae compared to the
Cicadellinae. Meanwhile, our study is different from previous studies, which considered
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Mileewini as a tribe of Cicadellinae or transferred it into Typhlocybinae [9,10,12]. However,
we only used one tribe in our phylogenetic analyses and the quantity of our sample is
too small to be representative. Therefore, more data on mitogenomes for Mileewinae are
required to confirm the monophyly of this subfamily. More sequences of leafhoppers are
also needed to further test the relationships between Mileewinae and other subfamilies.

Figure 9. Phylogenetic tree inferred from the ML method based on PCG12 dataset and the BI method based on the AA
dataset. Supports at nodes are bootstrap support values (BS) and posterior probabilities (PP). “-” indicates the clades or
species are different.

Within Mileewinae, six species (M. ponta, M. rufivena, M. alara, M. albovittata, M. margheritae
and U. puerana) represent two genera (Mileewa and Ujna) of one tribe (Mileewini). Mileewa
forms a sister group to Ujna in all phylogenetic trees with strong support (BS = 100; PP = 1).
Six Mileewini species could be recovered with the topology (U. puerana + (M. ponta +
(M. rufivena + M. alara) + (M. albovittata + M. margheritae))) in a phylogenetic tree based on
PCG123-ML, PCG123-ML, PCG12-ML, AA-ML and AA-BI, with middle to high support.
However, only one sampling of Ujna is employed in our analysis, so more mitochondrial
data concerning this tribe may be added to analyze the internal structure of this group in
future work.
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Figure 10. Phylogenetic tree inferred from the ML method based on AA dataset and the BI method based on the PCG12
dataset. Supports at nodes are bootstrap support values (BS) and posterior probabilities (PP). “-” indicates the clades or
species are different.

4. Conclusions

In this study, two new, complete mitogenomes (Mileewa rufivena and Ujna puerana)
have been sequenced and have quite similar features in the size of each genome, base con-
tent, AT nucleotide bias, AT–skew, GC–skew, codon usage of protein genes and secondary
structure of tRNA. Their gene arrangement is identical and conserved with alignment to
the putative ancestral pattern of insects. All protein-coding genes of U. puerana began with
the start codon ATN, while five Mileewa species had an abnormal initiation codon TTG in
ND5 and ATP8. Moreover, M. rufivena had an intergenic spacer of 17 bp that could not be
found in other mileewine species.

Phylogenetic analysis is based on three datasets (PCG123, PCG12 and AA) with two
methods (maximum likelihood and Bayesian inference), and recovered the Mileewinae as
a monophyletic group with strong support values. All results indicate Mileewinae has a
closer phylogenetic relationship to Typhlocybinae compared to Cicadellinae. Additionally,
six species within Mileewini showed the relationship (U. puerana + (M. ponta + (M. rufivena
+ M. alara) + (M. albovittata + M. margheritae))) in most of the phylogenetic trees generated.
These results offer a valuable framework to Cicadellidae and could ultimately contribute to
understanding the taxonomic status and phylogenetic relationships of Mileewinae. More
mitogenomic data for Mileewinae should be added to verify the monophyly of Mileewinae
and elucidate the relationships between Mileewinae and other subfamilies and define the
internal structure of this group.



Insects 2021, 12, 668 18 of 20

Supplementary Materials: The following are available online at https://www.mdpi.com/article/10
.3390/insects12080668/s1, Table S1: Collection information of the Mileewinae species in this study.
Table S2: Primers used for mitogenome analysis. Table S3. Best partitioning scheme and nucleotide
substitution models for different datasets selected by PartitionFinder. Table S4: Nucleotide composi-
tion and skewness comparison of Mileewinae mitogenomes. Table S5: Mitogenomic organization of
Mileewa rufivena. Table S6: Mitogenomic organization of Ujna puerana.

Author Contributions: Conceptualization, T.Y. and Y.Z.; Specimen collection and identification, T.Y.
and Y.Z.; Methodology and Experiments, T.Y. and Y.Z.; Data analysis, T.Y.; writing—original draft
preparation, T.Y.; writing—review and editing, T.Y. and Y.Z.; funding acquisition, Y.Z. All authors
have read and agreed to the published version of the manuscript.

Funding: This study was supported by the National Natural Science Foundation of China (31420103911,
31672339), the Biodiversity Survey and Assessment of the Ministry of Ecology and Environment,
China (2019HJ2096001006), and The Ministry of Science and Technology of China (2005DKA21402).

Institutional Review Board Statement: Not applicable.

Data Availability Statement: Date available on request.

Acknowledgments: We are grateful to John Richard Schrock (Emporia State University, USA) for
revising the manuscript. We also would like to express our appreciation to Deliang Xu for his
assistance on using software and valuable suggestions to our manuscript.

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

References
1. Wallace, D.C. Structure and evolution of organelle genomes. Microbiol. Rev. 1982, 46, 208–240. [CrossRef]
2. Boore, J.L. Animal mitochondrial genomes. Nucleic Acids Res. 1999, 27, 1767–1780. [CrossRef]
3. Abascal, F.; Posada, D.; Knight, R.D.; Zardoya, R. Parallel evolution of the genetic code in arthropod mitochondrial genomes.

PLoS Biol. 2006, 4, e127. [CrossRef]
4. Cameron, S.L. Insect mitochondrial genomics: Implications for evolution and phylogeny. Annu. Rev. Entomol. 2014, 59, 95–117.

[CrossRef] [PubMed]
5. Wilson, A.C.; Cann, R.L.; Carr, S.M.; George, M.; Gyllensten, U.B.; Helm-Bychowski, K.M.; Higuchi, R.G.; Palumbi, S.R.;

Prager, E.M.; Sage, R.D.; et al. Mitochondrial DNA and two perspectives on evolutionary genetics. Biol. J. Linn. Soc. 1985, 26,
375–400. [CrossRef]

6. Yang, M.F.; Meng, Z.H.; He, Q.; Dietrich, C.H. Illustrated checklist of mileewine leafhoppers (Hemiptera: Cicadellidae:
Mileewinae) of China, with descriptions of four new species. Zootaxa 2014, 3881, 175–189. [CrossRef]

7. Dietrich, C.H. Tungurahualini, a new tribe of Neotropical leafhoppers, with notes on the subfamily Mileewinae (Hemiptera,
Cicadellidae). Zookeys 2011, 124, 19–39. [CrossRef] [PubMed]

8. Krishnankutty, S.M.; Dietrich, C.H. Review of Mileewine leafhoppers (Hemiptera: Cicadellidae: Mileewinae) in Madagascar,
with description of seven new species. Ann. Entomol. Soc. Am. 2011, 104, 636–648. [CrossRef]

9. Evans, J.W. A natural classification of leaf-hoppers (Jassoidea, Homoptera) Part 3. Jassidae. Trans. R. Entomol. Soc. Lond. 1947, 98,
105–271. [CrossRef]

10. Young, D.A. Western Hemisphere Mileewanini (Homoptera, Cicadellidae). Zool. Beiträge 1965, 11, 369–380.
11. Mahmood, S.H. A study of the Typhlocybine genera of the Oriental Region (Thailand, the Philippines and adjoining areas). Pac.

Insects Monogr. 1967, 12, 1–52.
12. Young, D.A. Taxonomic study of the Cicadellinae (Homoptera: Cicadellidae). Part 1. Proconiini. Bull. United States Natl. Mus.

1968, 261, 1–287. [CrossRef]
13. Dietrich, C.H.; Dmitriev, D.A.; Rakitov, R.A.; Takiya, D.M.; Zahniser, J.N. Phylogeny of Cicadellidae (Cicadomorpha: Membra-

coidea) based on combined morphological and 28S rDNA sequence data. In Abstracts of Talks and Posters, Proceedings of the 12th
International Auchenorrhyncha Congress, Berkeley, CA, USA, 8–12 August 2005; Purcell, A., Ed.; University of California: Berkeley,
CA, USA, 2005; pp. S13–S14.

14. He, H.L.; Li, H.X.; Yang, M.F. Complete mitochondrial genome sequence of Mileewa albovittata (Hemiptera: Cicadellidae:
Mileewinae). Mitochondrial DNA Part B Resour. 2019, 4, 740–741. [CrossRef]

15. He, H.L.; Yang, M.F. Characterization and phylogenetic analysis of the mitochondrial genome of Mileewa ponta (Hemiptera:
Cicadellidae: Mileewinae). Mitochondrial DNA B Resour. 2020, 5, 2976–2977. [CrossRef]

16. He, H.L.; Yang, M.F. The mitogenome of Mileewa margheritae (Hemiptera: Cicadellidae: Mileewinae). Mitochondrial DNA B Resour.
2020, 5, 3163–3164. [CrossRef]

17. He, H.L.; Yang, M.F. Characterization of the leafhopper mitogenome of Mileewa alara (Hemiptera: Cicadellidae: Mileewinae) and
its phylogenetic analysis. Mitochondrial DNA B Resour. 2021, 6, 1265–1266. [CrossRef]

https://www.mdpi.com/article/10.3390/insects12080668/s1
https://www.mdpi.com/article/10.3390/insects12080668/s1
http://doi.org/10.1128/mr.46.2.208-240.1982
http://doi.org/10.1093/nar/27.8.1767
http://doi.org/10.1371/journal.pbio.0040127
http://doi.org/10.1146/annurev-ento-011613-162007
http://www.ncbi.nlm.nih.gov/pubmed/24160435
http://doi.org/10.1111/j.1095-8312.1985.tb02048.x
http://doi.org/10.11646/zootaxa.3881.2.6
http://doi.org/10.3897/zookeys.124.1561
http://www.ncbi.nlm.nih.gov/pubmed/21998531
http://doi.org/10.1603/AN11022
http://doi.org/10.1111/j.1365-2311.1947.tb01054.x
http://doi.org/10.5962/bhl.part.20869
http://doi.org/10.1080/23802359.2019.1565930
http://doi.org/10.1080/23802359.2020.1795739
http://doi.org/10.1080/23802359.2020.1806127
http://doi.org/10.1080/23802359.2021.1906180


Insects 2021, 12, 668 19 of 20

18. Yang, M.F.; Meng, Z.H.; Li, Z.Z. Hemiptera: Cicadellidae (II): Cicadellinae; Fauna Sinica: Insecta; Science Press: Beijing, China, 2017;
Volume 67, pp. 1–637.

19. Hahn, C.; Bachmann, L.; Chevreux, B. Reconstructing mitochondrial genomes directly from genomic next-generation sequencing
reads–a baiting and iterative mapping approach. Nucleic Acids Res. 2013, 41, e129. [CrossRef] [PubMed]

20. Bernt, M.; Donath, A.; Juhling, F.; Externbrink, F.; Florentz, C.; Fritzsch, G.; Putz, J.; Middendorf, M.; Stadler, P.F. MITOS:
Improved de novo metazoan mitochondrial genome annotation. Mol. Phylogenetics Evol. 2013, 69, 313–319. [CrossRef]

21. Grant, J.R.; Stothard, P. The CGView Server: A comparative genomics tool for circular genomes. Nucleic Acids Res. 2008, 36,
W181–W184. [CrossRef] [PubMed]

22. Zhang, D.; Gao, F.; Jakovlic, I.; Zhou, H.; Zhang, J.; Li, W.X.; Wang, G.T. PhyloSuite: An integrated and scalable desktop platform
for streamlined molecular sequence data management and evolutionary phylogenetics studies. Mol. Ecol. Resour. 2019, 20,
348–355. [CrossRef]

23. Perna, N.T.; Kocher, T.D. Patterns of nucleotide composition at fourfold degenerate sites of animal mitochondrial genomes. J. Mol.
Evol. 1995, 41, 353–358. [CrossRef]

24. Benson, G. Tandem repeats finder: A program to analyze DNA sequences. Nucleic Acids Res. 1999, 27, 573–580. [CrossRef]
25. Rozas, J.; Ferrer-Mata, A.; Sanchez-DelBarrio, J.C.; Guirao-Rico, S.; Librado, P.; Ramos-Onsins, S.E.; Sanchez-Gracia, A. DnaSP 6:

DNA sequence polymorphism analysis of large data sets. Mol. Biol. Evol. 2017, 34, 3299–3302. [CrossRef] [PubMed]
26. Kumar, S.; Stecher, G.; Tamura, K. MEGA7: Molecular Evolutionary Genetics Analysis Version 7.0 for bigger datasets. Mol. Biol.

Evol. 2016, 33, 1870–1874. [CrossRef]
27. Du, Z.; Hasegawa, H.; Cooley, J.R.; Simon, C.; Yoshimura, J.; Cai, W.; Sota, T.; Li, H. Mitochondrial genomics reveals shared

phylogeographic patterns and demographic history among three periodical cicada species groups. Mol. Biol. Evol. 2019, 36,
1187–1200. [CrossRef] [PubMed]

28. Liu, J.; Bu, C.; Wipfler, B.; Liang, A. Comparative analysis of the mitochondrial genomes of Callitettixini spittlebugs (Hemiptera:
Cercopidae) confirms the overall high evolutionary speed of the AT-rich region but reveals the presence of short conservative
elements at the tribal level. PLoS ONE 2014, 9, e109140. [CrossRef]

29. Liang, A.P.; Gao, J.; Zhao, X. Characterization of the complete mitochondrial genome of the treehopper Darthula hardwickii
(Hemiptera: Aetalionidae). Mitochondrial DNA Part A 2016, 27, 3291–3292. [CrossRef]

30. Hu, K.; Yuan, F.; Dietrich, C.H.; Yuan, X.Q. Structural features and phylogenetic implications of four new mitogenomes of
Centrotinae (Hemiptera: Membracidae). Int. J. Biol. Macromol. 2019, 139, 1018–1027. [CrossRef] [PubMed]

31. Yu, R.; Feng, L.; Yuan, X. Complete mitochondrial genome sequence of the global invasive species Stictocephala bisonia (Hemiptera:
Membracidae: Smiliinae). Mitochondrial DNA Part B Resour. 2021, 6, 1601–1602. [CrossRef]

32. Zhong, L.K.; Yang, M.F.; Yu, X.F. The mitochondrial genome of Cofana yasumatsui (Hemiptera: Cicadellidae: Cicadellinae).
Mitochondrial DNA B Resour. 2020, 5, 1075–1076. [CrossRef]

33. Song, N.; Cai, W.; Li, H. Insufficient power of mitogenomic data in resolving the auchenorrhynchan monophyly. Zool. J. Linn. Soc.
2008, 183, 776–790. [CrossRef]

34. Wang, X.; Wang, J.; Dai, R.H. Mitogenomics of five Olidiana leafhoppers (Hemiptera: Cicadellidae: Coelidiinae) and their
phylogenetic implications. PeerJ 2021, 9, e11086. [CrossRef] [PubMed]

35. Wang, J.; Li, H.; Dai, R. Complete mitochondrial genome of Taharana fasciana (Insecta, Hemiptera: Cicadellidae) and comparison
with other Cicadellidae insects. Genetica 2017, 145, 593–602. [CrossRef] [PubMed]

36. Song, N.; Cai, W.; Li, H. Deep-level phylogeny of Cicadomorpha inferred from mitochondrial genomes sequenced by NGS. Sci.
Rep. 2017, 7, 11. [CrossRef]

37. Xu, D.; Yu, T.; Zhang, Y. Characterization of the complete mitochondrial genome of Drabescus ineffectus and Roxasellana stellata
(Hemiptera: Cicadellidae: Deltocephalinae: Drabescini) and their phylogenetic implications. Insects 2020, 11, 534. [CrossRef]

38. Mao, M.; Yang, X.; Bennett, G. The complete mitochondrial genome of Macrosteles quadrilineatus (Hemiptera: Cicadellidae).
Mitochondrial DNA B Resour. 2017, 2, 173–175. [CrossRef]

39. Du, Y.; Zhang, C.; Dietrich, C.H.; Zhang, Y.; Dai, W. Characterization of the complete mitochondrial genomes of Maiestas dorsalis
and Japananus hyalinus (Hemiptera: Cicadellidae) and comparison with other Membracoidea. Sci. Rep. 2017, 7, 1–10. [CrossRef]

40. Du, Y.; Dai, W.; Dietrich, C.H. Mitochondrial genomic variation and phylogenetic relationships of three groups in the genus
Scaphoideus (Hemiptera: Cicadellidae: Deltocephalinae). Sci. Rep. 2017, 7, 1–10. [CrossRef]

41. Shan, L.C.Y.; Di, X.C.; Luo, H.; Zhang, B. The complete mitochondrial genome of the leafhopper Idiocerus herrichii (Hemiptera:
Cicadellidae: Idiocerinae). Mitochondrial DNA Part B Resour. 2020, 5, 1465–1466. [CrossRef]

42. Yuan, Z.; Yang, X.; Li, C.; Song, Y. The complete mitochondrial genome of the leafhopper Evacanthus acuminatus (Hemiptera:
Cicadellidae: Evacanthinae). Mitochondrial DNA B Resour. 2019, 4, 3866–3867. [CrossRef]

43. Wang, J.J.; Yang, M.F.; Dai, R.H.; Li, H. Complete mitochondrial genome of Evacanthus heimianus (Hemiptera: Cicadellidae:
Evacanthinae) from China. Mitochondrial DNA Part B Resour. 2018, 4, 284–285. [CrossRef]

44. Tang, J.; Huang, W.; Zhang, Y. The complete mitochondrial genome of four Hylicinae (Hemiptera: Cicadellidae): Structural
features and phylogenetic implications. Insects 2020, 11, 869. [CrossRef] [PubMed]

45. Wang, J.; Wu, Y.; Dai, R.; Yang, M. Comparative mitogenomes of six species in the subfamily Iassinae (Hemiptera: Cicadellidae)
and phylogenetic analysis. Int. J. Biol. Macromol. 2020, 149, 1294–1303. [CrossRef] [PubMed]

http://doi.org/10.1093/nar/gkt371
http://www.ncbi.nlm.nih.gov/pubmed/23661685
http://doi.org/10.1016/j.ympev.2012.08.023
http://doi.org/10.1093/nar/gkn179
http://www.ncbi.nlm.nih.gov/pubmed/18411202
http://doi.org/10.1111/1755-0998.13096
http://doi.org/10.1007/BF01215182
http://doi.org/10.1093/nar/27.2.573
http://doi.org/10.1093/molbev/msx248
http://www.ncbi.nlm.nih.gov/pubmed/29029172
http://doi.org/10.1093/molbev/msw054
http://doi.org/10.1093/molbev/msz051
http://www.ncbi.nlm.nih.gov/pubmed/30850829
http://doi.org/10.1371/journal.pone.0109140
http://doi.org/10.3109/19401736.2015.1015008
http://doi.org/10.1016/j.ijbiomac.2019.08.064
http://www.ncbi.nlm.nih.gov/pubmed/31401283
http://doi.org/10.1080/23802359.2021.1911705
http://doi.org/10.1080/23802359.2020.1721371
http://doi.org/10.1093/zoolinnean/zlx096
http://doi.org/10.7717/peerj.11086
http://www.ncbi.nlm.nih.gov/pubmed/33986976
http://doi.org/10.1007/s10709-017-9984-8
http://www.ncbi.nlm.nih.gov/pubmed/28913775
http://doi.org/10.1038/s41598-017-11132-0
http://doi.org/10.3390/insects11080534
http://doi.org/10.1080/23802359.2017.1303347
http://doi.org/10.1038/s41598-017-14703-3
http://doi.org/10.1038/s41598-017-17145-z
http://doi.org/10.1080/23802359.2020.1742212
http://doi.org/10.1080/23802359.2019.1687039
http://doi.org/10.1080/23802359.2018.1542982
http://doi.org/10.3390/insects11120869
http://www.ncbi.nlm.nih.gov/pubmed/33297415
http://doi.org/10.1016/j.ijbiomac.2020.01.270
http://www.ncbi.nlm.nih.gov/pubmed/32004599


Insects 2021, 12, 668 20 of 20

46. Wang, J.J.; Li, D.F.; Li, H.; Yang, M.F.; Dai, R.H. Structural and phylogenetic implications of the complete mitochondrial genome
of Ledra auditura. Sci. Rep. 2019, 9, 11. [CrossRef]

47. Huang, W.; Zhang, Y. Characterization of two complete mitochondrial genomes of Ledrinae (Hemiptera: Cicadellidae) and
phylogenetic analysis. Insects 2020, 11, 609. [CrossRef]

48. Wang, J.; Dai, R.; Li, H.; Zhan, H. Characterization of the complete mitochondrial genome of Japanagallia spinosa and Durgades
nigropicta (Hemiptera: Cicadellidae: Megophthalminae). Biochem. Syst. Ecol. 2017, 74, 33–41. [CrossRef]

49. Zhou, N.; Wang, M.; Cui, L.; Chen, X.; Han, B. Complete mitochondrial genome of Empoasca vitis (Hemiptera: Cicadellidae).
Mitochondrial DNA Part A 2016, 27, 1052–1053. [CrossRef]

50. Tan, C.; Chen, X.X.; Li, C.; Song, Y.H. The complete mitochondrial genome of Empoascanara sipra (Hemiptera:Cicadellidae:
Typhlocybinae) with phylogenetic consideration. Mitochondrial DNA Part B Resour. 2020, 5, 260–261. [CrossRef]

51. Shi, R.; Yu, X.F.; Yang, M.F. Complete mitochondrial genome of Ghauriana sinensis (Hemiptera: Cicadellidae: Typhlocybinae).
Mitochondrial DNA Part B Resour. 2020, 5, 1367–1368. [CrossRef]

52. Yuan, X.; Xiong, K.; Li, C.; Song, Y. The complete mitochondrial genome of Limassolla lingchuanensis (Hemiptera: Cicadellidae:
Typhlocybinae). Mitochondrial DNA Part B Resour. 2020, 5, 229–230. [CrossRef]

53. Zhou, X.; Dietrich, C.H.; Huang, M. Characterization of the complete mitochondrial genomes of two species with preliminary
investigation on phylogenetic status of Zyginellini (Hemiptera: Cicadellidae: Typhlocybinae). Insects 2020, 11, 684. [CrossRef]
[PubMed]

54. Jiang, J.; Yuan, X.; Yuan, Z.; Song, Y. The complete mitochondrial genome of Parathailocyba orla (Hemiptera: Cicadellidae:
Typhlocybinae). Mitochondrial DNA Part B Resour. 2020, 5, 1981–1982. [CrossRef]

55. Han, C.; Yan, B.; Yu, X.; Yang, M. Complete mitochondrial genome of Zyginella minuta (Cicadellidae: Typhlocybinae: Zyginellini)
from China, with its phylogenetic analysis. Mitochondrial DNA Part B Resour. 2020, 5, 2792–2793. [CrossRef]

56. Talavera, G.; Castresana, J. Improvement of phylogenies after removing divergent and ambiguously aligned blocks from protein
sequence alignments. Syst. Biol. 2007, 56, 564–577. [CrossRef]

57. Lanfear, R.; Frandsen, P.B.; Wright, A.M.; Senfeld, T.; Calcott, B. PartitionFinder 2: New methods for selecting partitioned models
of evolution for molecular and morphological phylogenetic analyses. Mol. Biol. Evol. 2017, 34, 772–773. [CrossRef]

58. Nguyen, L.T.; Schmidt, H.A.; von Haeseler, A.; Minh, B.Q. IQ-TREE: A fast and effective stochastic algorithm for estimating
maximum-likelihood phylogenies. Mol. Biol. Evol. 2015, 32, 268–274. [CrossRef]

59. Ronquist, F.; Teslenko, M.; van der Mark, P.; Ayres, D.L.; Darling, A.; Hohna, S.; Larget, B.; Liu, L.; Suchard, M.A.; Huelsenbeck,
J.P. MrBayes 3.2: Efficient Bayesian phylogenetic inference and model choice across a large model space. Syst. Biol. 2012, 61,
539–542. [CrossRef]

60. Rambaut, A.; Drummond, A.J.; Xie, D.; Baele, G.; Suchard, M.A. Posterior summarization in Bayesian phylogenetics using tracer
1.7. Syst. Biol. 2018, 67, 901–904. [CrossRef]

61. Miller, M.A.; Pfeiffer, W.; Schwartz, T. Creating the CIPRES Science Gateway for inference of large phylogenetic trees. In
Proceedings of the Gateway Computing Environments Workshop (GCE), New Orleans, LA, USA, 14 November 2010; Institute of Electrical
and Electronics Engineers (IEEE): New Orleans, LA, USA, 2010; pp. 1–8.

62. Boore, J.L.; Lavrov, D.V.; Brown, W.M. Gene translocation links insects and crustaceans. Nature 1998, 392, 667–668. [CrossRef]
63. Ojala, D.; Montoya, J.; Attardi, G. tRNA punctuation model of RNA processing in human mitochondria. Nature 1981, 290, 470–474.

[CrossRef] [PubMed]
64. Doublet, V.; Ubrig, E.; Alioua, A.; Bouchon, D.; Marcade, I.; Marechal-Drouard, L. Large gene overlaps and tRNA processing in

the compact mitochondrial genome of the crustacean Armadillidium vulgare. RNA Biol. 2015, 12, 1159–1168. [CrossRef] [PubMed]
65. Garey, J.R.W.; Wolstenholme, D.R. Platyhelminth mitochondrial DNA: Evidence for early evolutionary origin of a tRNAserAGN

that contains a dihydrouridine arm replacement loop, and of serine-specifying AGA and AGG codons. J. Mol. Evol. 1989, 28,
374–387. [CrossRef]

66. Du, Y.; Dietrich, C.H.; Dai, W. Complete mitochondrial genome of Macrosteles quadrimaculatus (Matsumura) (Hemiptera: Cicadell-
idae: Deltocephalinae) with a shared tRNA rearrangement and its phylogenetic implications. Int. J. Biol. Macromol. 2019, 122,
1027–1034. [CrossRef] [PubMed]

67. Du, Y.; Liang, Z.; Dietrich, C.H.; Dai, W. Comparative analysis of mitochondrial genomes of Nirvanini and Evacanthini (Hemiptera:
Cicadellidae) reveals an explicit evolutionary relationship. Genomics 2021, 113, 1378–1385. [CrossRef] [PubMed]

68. Hebert, P.D.; Cywinska, A.; Ball, S.L.; de Waard, J.R. Biological identifications through DNA barcodes. Proc. Biol. Sci. 2003, 270,
313–321. [CrossRef] [PubMed]

69. Chen, X.; Yuan, Z.; Li, C.; Dietrich, C.H.; Song, Y. Structural features and phylogenetic implications of Cicadellidae subfamily and
two new mitogenomes leafhoppers. PLoS ONE 2021, 16, e0251207. [CrossRef]

70. Dietrich, C.H.; Rakitov, R.A.; Holmes, J.L.; Black, W.C.T. Phylogeny of the major lineages of Membracoidea (Insecta: Hemiptera:
Cicadomorpha) based on 28S rDNA sequences. Mol. Phylogenetics Evol. 2001, 18, 293–305. [CrossRef] [PubMed]

71. Dietrich, C.H. The role of grasslands in the diversification of leafhoppers (Homoptera: Cicadellidae): A phylogenetic perspective.
In Proceedings of the Fifteenth North American Prairie Conference; Natural Areas Association: Bend, OR, USA, 1999; pp. 44–49.

http://doi.org/10.1038/s41598-019-52337-9
http://doi.org/10.3390/insects11090609
http://doi.org/10.1016/j.bse.2017.08.002
http://doi.org/10.3109/19401736.2014.928863
http://doi.org/10.1080/23802359.2019.1698990
http://doi.org/10.1080/23802359.2020.1735952
http://doi.org/10.1080/23802359.2019.1698354
http://doi.org/10.3390/insects11100684
http://www.ncbi.nlm.nih.gov/pubmed/33050478
http://doi.org/10.1080/23802359.2020.1756952
http://doi.org/10.1080/23802359.2020.1787274
http://doi.org/10.1080/10635150701472164
http://doi.org/10.1093/molbev/msw260
http://doi.org/10.1093/molbev/msu300
http://doi.org/10.1093/sysbio/sys029
http://doi.org/10.1093/sysbio/syy032
http://doi.org/10.1038/33577
http://doi.org/10.1038/290470a0
http://www.ncbi.nlm.nih.gov/pubmed/7219536
http://doi.org/10.1080/15476286.2015.1090078
http://www.ncbi.nlm.nih.gov/pubmed/26361137
http://doi.org/10.1007/BF02603072
http://doi.org/10.1016/j.ijbiomac.2018.09.049
http://www.ncbi.nlm.nih.gov/pubmed/30218730
http://doi.org/10.1016/j.ygeno.2021.03.017
http://www.ncbi.nlm.nih.gov/pubmed/33716186
http://doi.org/10.1098/rspb.2002.2218
http://www.ncbi.nlm.nih.gov/pubmed/12614582
http://doi.org/10.1371/journal.pone.0251207
http://doi.org/10.1006/mpev.2000.0873
http://www.ncbi.nlm.nih.gov/pubmed/11161763

	Introduction 
	Materials and Methods 
	Sample Collection and DNA Extraction 
	Mitogenomes Sequencing, Assembly and Annotation 
	Sequence Analysis 
	Phylogenetic Analyses 

	Results and Discussion 
	Mitogenome Organization and Base Composition 
	Protein-Coding Genes and Codon Usage 
	Gene Overlaps and Intergenic Spacers 
	Transfer and Ribosomal RNA Genes 
	Control Region 
	Nucleotide Diversity and Evolutionary Rate Analysis 
	Phylogenetic Relationships 

	Conclusions 
	References

