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Abstract: Satyrinae is a 3000-species butterfly subfamily of Nymphalidae. The higher-level classifica-
tion of this family is still controversial. In this research, we sequenced the complete mitogenomes
of three satyrid butterfly species, Hipparchia autonoe, Paroeneis palaearctica, and Oeneis buddha, and
studied the phylogeny of Satyrinae with all known complete mitogenomes. The results showed
that the lengths of the three satyrid butterfly mitogenomes are 15,435 bp (H. Autonoe), 15,942 bp
(P. palaearctica), and 15,259 bp (O. buddha). Gene content and arrangement of newly sequenced
mitogenomes are highly conserved and are typical of Lepidoptera. These three mitogenomes were
found to have a typical set of 37 genes and an A + T-rich region. The tRNA genes in these three
mitogenomes showed a typical clover leaf structure, but the stem of tRNASer (AGN) was lacking
dihydroacridine. In these three species, the lengths of the A + T-rich regions were different, which led
to differences in mitochondrial genome sizes. The characterizations of the three mitogenomes enrich
our knowledge on the Lepidopteran mitogenome and provide us genetic information to reconstruct
the phylogenetic tree. Finally, the phylogenetic results confirmed the position of the genus Davidina
in the subfamily Satyrini, had a closer phylogenetic relationship with Oeneis, and the phylogenetic
analysis supported the formation of Oeneis buddha as an independent taxon in Oeneis.

Keywords: mitochondrial DNA; butterfly; Satyrinae

1. Introduction

Satyrinae is the most diversified butterfly group in Nymphalidae (Lepidoptera). It
includes approximately 400 genera and 3000 species. They are distributed in all continents
except Antarctica [1,2]. Satyrinae is traditionally divided into nine tribes [3,4]. However,
the higher-level classification of this family is still controversial [2,5,6]. Oeneis is a type
of butterfly that adapts to cold climates and is distributed at high altitudes. Due to their
similarity in morphology, the boundaries at the species level have been very blurred. The
early classification of this type of butterfly was mainly based on appearance and some
gene fragments [7]. Davidina is a mysterious genus. The genus was mistaken as a Pieridae
member early on because of the black veins and the absence of any eye spots on the
wings [8]. Kusnezov [9] moved the genus into Satyrinae and later placed it in Satyrini
(equivalent to the current Satyrinae) [10]. Similarly, Paroeneis had not yet been sampled
in previous molecular phylogeny studies. This genus also lacks eye spots and has limited
distribution. Due to the intricacy, it is essential to use mtDNA genome sequences of these
species for classification and phylogenetic analysis.

The mtDNA of insects is approximately 16 kb in length. This circular DNA encodes
13 mitochondrial proteins, 22 mitochondrial tRNAs, and two mitochondrial-specific ri-
bosomal RNAs, specifically 12S rRNA and 16S rRNA [11]. Additionally, it contains one
non-coding DNA region, the A + T-rich region (or control region), which controls replica-
tion and transcription [12]. Due to rapid evolution, cellular abundance, and the absence
of introns, mitochondrial sequences can be easily amplified. In addition, they have a
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compact size, maternal inheritance, conservative features in the genetic organization, lack
of extensive recombination, and a higher mutation rate than nuclear sequences. It is
currently widely used in molecular evolution research, population genetic comparison,
species identification, phylogenetic analysis, and evolutionary genomics [13–18]. In par-
ticular, phylogenetic analysis based on the mitochondrial whole genome demonstrated
improved resolution of the inferred phylogenetic tree compared to phylogenetic trees based
on partial gene fragments. In previous studies of mitochondrial genomes of Satyrinae,
only partial genome sequences of limited taxon sampling have been performed. There-
fore, it is necessary to study the phylogeny of Satyrinae according to denser taxon and
mitochondrial sequence. To date, complete or near-complete mitogenomes have only been
sequenced for 41 Satyrinae species, belonging to the subfamilies Satyrini, Melanitini, and
Elymniini [19–36].

In the present study, three new sequences of Satyrinae were obtained, seven sequences
of Satyrinae were extracted from the published butterfly genome data set, and we rean-
notated the published mitochondrial genomes of eight satyrid. To better understand the
functions of related genes, we analyzed the relative synonymous codon usage (RSCU) and
AT skew values of protein coding genes (PCGs) and compared them with those of other
Lepidopteran sequences. Furthermore, the phylogeny of Satyrinae and related species was
constructed, and the relationships between these taxa were discussed. The divergence time
of three species in Satyrinae was evaluated.

2. Materials and Methods
2.1. Specimens and DNA Extraction

Specimens of Hipparchia autonoe, Paroeneis palaearctica, and Oeneis buddha were collected
from the Qinghai Province of China in 2017. Genomic DNA was extracted from the 95–100%
ethanol-preserved muscle tissue of three satyrid species using an EasyPure Genomic DNA
Kit according to the manufacturer’s instructions ((TransGen Biotech, Beijing, China).

2.2. Mitogenome Sequencing, Assembly, and Annotation

The entire mitochondrial genome was sequenced using an Illumina HiSeq2500platform
(Biomarker Technologies, Beijing, China). We used Geneious 11.0.2 software to retrieve
other Satyrinae species as reference sequences and used the default parameters to qualita-
tively prune the original sequence [37]. The 13 PCGs were predicted by comparison with
the homologous sequence of reference mitogenomes and finding the open reading frames
(ORFs) based on the invertebrate mitochondrial genetic code. The locations of 22 tRNAs
were identified by using the MITOS WebServer (http://mitos.bioinf.uni-leipzig.de/index.
py, accessed on 1 July 2021) [38]. The two ribosomal RNA genes (rrnS and rrnL) and the
A + T-rich region were determined by the locations of adjacent genes (trnL1 and trnV) and
alignment with the homologous sequences of reference mitogenomes. A Mitochondrial
Genome ring map was constructed online utilizing Organellar genome-draw [39].

In this study, we found the genome data of seven Satyrinae species (Coenonympha
arcania, Lasiommata maera, Lasiommata megera, Maniola bathseba, Maniola Cecilia, Melanargia
galathea, Melanargia ines) from the published butterfly genome data set and selected the
mitochondrial genome data we needed from them [40]. Mitochondrial genomes were
spliced and annotated using Geneious11.0.2 and MITOS Web server (http://mitos.bioinf.
uni-leipzig.de/index.py, accessed on 1 July 2021) [37]. The mitochondrial genome of
Lasiommata deidamia was selected as the reference sequence, and mitochondrial reads were
captured from the genome-wide data of seven satyrid. Mapping the whole genome data of
seven satyrid to the mitochondrial genome of L. deidamia, high-coverage, and continuous
mitochondrial reads formed sequence blocks (bins), the individual bins, or connected
them to Contigs according to the overlap of bins to replace the original reference. The
sequence was used as the target sequence for the next mapping (baiting sequencing), the
whole genome data were sequentially and repeatedly mapped to the newly generated
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target sequence to extend the sequence, and, finally, extended to the length of the complete
mitochondrial genome [41].

2.3. Sequence Analyses

The nucleotide composition and skew, codon usage of PCGs, and relative synonymous
codon usage (RSCU) values of each PCG were calculated using PhyloSuite v1.2.1 [42],
and tandem repeat units of the A + T-control region were analyzed with Tandem Repeats
Finder online server (http://tandem.bu.edu/trf/trf.html, access on 1 July 2021) [43]. Strand
asymmetry was calculated according to the following formulas: AT skew = [A − T]/[A + T]
and GC skew = [G − C]/[G + C] [44].

2.4. Divergence Time Estimation

Divergence times were estimated by the LF method with a truncated Newton al-
gorithm in R8S version 1.70, using as an input tree the consensus topology and branch
lengths from MrBayes [45]. Four known divergence times were used as calibration points
(Lasiommata maera with Lasiommata megera 14.18 MYA [46], Melanargia ines with Melanargia
galathea 13.52 MYA [46], Minois dryas with Oeneis urda 15.86MYA [46], and Melanitis leda
with Elymnias hypermnestra 47 MYA [5]).

2.5. Phylogenetic Analysis

A total of 54 mitogenomes of Nymphalidae insects were collected to analyze the phy-
logenetic relationships. Three newly sequenced specimens and 48 available mitogenomes
were selected as ingroups (Tables S2 and S3). Three species, Polyura arja, Polyura Schreiber,
and Polyura nepenthe (Nymphalidae) were employed as outgroup taxa. The nucleotide
sequences of all 13 PCGs and two rRNA genes were used to elucidate the phylogenetic
relationships of this tribe. All the available mitochondrial genomes were downloaded from
GenBank for phylogenetic analyses.

Complete and partial mitogenome genes were extracted using PhyloSuitev1.2.1. The
nucleotide sequences of all PCGs of the 54 species were aligned in batches with the MAFFT
v7.313 (https://mafft.cbrc.jp/alignment/server/, access on 1 July 2021) algorithm inte-
grated into PhyloSuitev1.2.1, using the codon alignment mode and G-INS-i (accurate) strat-
egy. The alignment of all rRNAs was conducted in the MAFFT version 7 online service with
the G-INS-i strategy (https://mafft.cbrc.jp/alignment/server/, access on 1 July 2021) [47].

The optimal partitioning scheme and nucleotide substitution model for Bayesian infer-
ence (BI) and maximum likelihood (ML) phylogenetic analyses with PartitionFinder2.1.1 in-
corporated into PhyloSuitev1.2.1 [48]. BI analyses was performed using MrBayesv3.2.2 [49].
The ML phylogenetic analysis was conducted by IQ-TREE v1.6.8 [50] using the ultrafast
bootstrap (UFB) algorithm with 1000 replicates. Bootstrap support (BS) values were eval-
uated with 1000 replicates. BI analysis was conducted using four independent Markov
chains set to run for 10 million generations with sampling every 1000 generations. The
initial 25% of samples were discarded as burn-in and the remaining samples were used to
generate a consensus tree and estimate the posterior probabilities (PP).

3. Results and Discussion
3.1. General Mitogenomic Features

H. autonoe, P. palaearctica, and O. buddha complete mitogenomes were found to be
15,435, 15,942, and 15,259 bp, respectively (Table S1). P. palaearctica Satyrinae mitogenomes
were the largest of the 51 currently published Satyrinae genomes, and the other two mi-
togenome sizes were in the range of the 51 Satyrinae mitogenomes (from 14,675 bp of
Maniola bathseba to 15,942 bp of P. palaearctica, Table S2). The genetic composition of the
three species was found to be similar to that of other insect mitochondrial DNA, includ-
ing 13 PCGs, two rRNA genes (16S rrnL and 12S rrnS), 22 tRNA genes, and an AT-rich
region (A + T-rich region) (Figure 1). Among the 37 genes encoded by the mitochondrial
genome, 14 were determined to be encoded by the N-strand (minority-strand), including

http://tandem.bu.edu/trf/trf.html
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four PCGs, eight tRNA genes, and two rRNA genes; the other 23 genes are encoded by the
J-strand. The A + T-rich region was found between the rrnS gene and tRNAMet gene. The
arrangement of trn M-trn I-trn Q was different from that of trn I-trn Q-rn M [51], but this
arrangement is typical in Lepidopterans.
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Figure 1. Mitochondrial gene map of three satyrid. (a) Hipparchia autonoe, (b) Paroeneis palaearctica, and (c) Oeneis buddha. 

  

Figure 1. Mitochondrial gene map of three satyrid. (a) Hipparchia autonoe, (b) Paroeneis palaearctica, and (c) Oeneis buddha.

The A + T contents in the three satyrid mitogenomes were 79.1%, 78.2%, and 79.6%,
which were significantly higher than those of G+C and had obvious AT-bias (Table S2).
On the whole, the A + T content in each gene component showed a decreasing trend as
follows: A + T-rich region > rRNA > tRNA > PCGs. The AT skews of the mitogenomes
were −0.017, −0.022, and −0.029, respectively, whereas the AT skew of the PCGs and the
first, second, and third codons were all negative, indicating that the T content is higher
than that of A (Table 1). The AT skew values of all three mitogenomes were both within the
corresponding values of other Satyrinae species, ranging from −0.055 in Neope muirheadii
to −0.017 in H. autonoe (Table S2).
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Table 1. Nucleotide composition of Hipparchia autonoe (Hip), Paroeneis palaearctica (Par), and Oeneis buddha (Oen).

Feature
Size A + T% AT-Skew GC-Skew

Hip Par Oen Hip Par Oen Hip Par Oen Hip Par Oen

Whole genome 15,435 15,942 15,259 79.1 78.2 79.6 −0.017 −0.022 −0.029 −0.238 −0.179 −0.225
Protein coding genes 11,208 11,212 11,205 76.8 78.8 781 −0.156 −0.157 −0.157 −0.007 0.026 −0.002

1st codon position 3735 3736 3734 72.4 73.2 73.1 −0.007 0 −0.001 0.186 0.195 0.194
2nd codon position 3735 3736 3734 70.1 70.3 70.3 −0.381 −0.371 −0.379 −0.089 −0.081 −0.089
3rd codon position 3735 3736 3734 87.8 92.8 90.7 −0.098 −0.121 −0.111 −0.245 −0.167 −0.293

tRNA genes 1442 1452 1450 80.6 80.6 80.3 0.015 0.017 0.013 0.164 0.163 0.172
rRNA genes 1358 1362 1362 83.5 81.3 84.0 0.095 0.064 0.078 0.339 0.265 0.355

A + T-rich region 896 1039 452 94.6 61.8 91.4 −0.016 −0.003 −0.026 −0.208 −0.003 0.076

3.2. Protein Coding Genes and Codon Usage

The lengths of the 13 PCGs of H. autonoe, P. palaearctica, and O. buddha were 11,205,
11,208, and 11,202 bp, respectively, accounting for 70.3%, 73.5%, and 73.4% of the total
sequence. Except for COX1, all PCGs in the H. autonoe mitogenome were found to be
initiated by typical ATN codons (COX2, ATP6, COX3, ND4, ND4L, and Cyt b with ATG;
ND2, ATP8, and ND6 with ATT; ND3 and ND5 with ATC; ND1 with ATA). The start codons
of 10 PCGs (ND1, ND2, ND4, ND4L, COX1, COX2, COX3, ATP8, ATP6, and Cyt b) in the
three species were consistent with each other. Unlike that in H. autonoe, in P. palaearctica and
O. buddha, ND3 and ND5 were determined to start with an ATT codon. Results showed that
COX1 in the three Satyrinae species starts with the alternative starting codon CGA, which
is similar to that in all other known Lepidopteran mitogenomes. The termination codons
of the three satyrids in this paper also had some similarities; except for the COX2, ND4,
and ND5 genes that terminate with a single T, the other PCGs terminate with a complete
TAA codon.

The mitogenomes of H. autonoe, P. palaearctica, and O. buddha encode 3735, 3736, and
3734 amino acids (except stop codon), respectively. The number of amino acids is within the
range of other Satyrinae species and is similar to that of other Satyrinae species (from 3621 in
Maniola bathseba to 3744 in Coenonympha arcania, Table S2). Figure 2 summarizes the relative
codon usage values for codon usage. Among them, AUU (I), UUU (F), UUA (L), and AAU
(N) were determined to be the most frequently used codons in the three mitogenomes
(Figure 2). Leucine (Leu) was highest in amino acid composition (15.4%, 15%, and 15.3%),
followed by phenylalanine (Phe; 10%, 9.8%, and 10%), and serine (Ser; 8.6%, 8.9%, and
8.7%), whereas cysteine (Cys) was the lowest (1.1%, 1.1%, and 1%) (Figure 3).

3.3. The rRNAs and tRNAs

Like other Lepidopteran mitogenomes, the mitogenomes of these two species were
found to have two ribosomal RNA genes (rrnL and rrnS) between tRNALeu (CUN) and
tRNAVal and between tRNAVal and the A + T rich region, respectively. The sizes of rrnL
gene of H. autonoe, P. palaearctica, and O. buddha mitogenomes were 1358, 1362, and 1362 bp,
respectively. The A + T contents of the rrnL genes in H. autonoe, P. palaearctica, and O.
buddha were 83.4%, 83%, and 83.6%. The rrnS gene was found to be 498 bp long in H.
autonoe, 852 bp in P. palaearctica, and 768 bp in O. buddha, and their A + T contents were
83.7%, 78%, and 86.2%, respectively (Table 1). These results were similar to those of other
Satyrinae mitogenomes (Table S2).

H. autonoe, p. palaearctica, and O. buddha mitogenomes were all found to contain
22 tRNA genes. The length of the 22 tRNA genes ranged from 60 bp to 71 bp. All
tRNA genes except tRNASer(AGN) were determined to have a typical clover structure,
whereas tRNASer(AGN) lacked the dihydrouridine (DHU) stem arm and formed a simple
ring instead.
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Figure 3. Composition of protein coding gene amino acids in the mitochondrial genomes.

3.4. Intergenic and Overlapping Spacer Regions

Although the mitogenomes of animals comprise a tightly arranged structure without
introns, there are still multiple intergenic spacer sequences except for in the rich region.
H. autonoe has 11 intergenic regions with a total length of 89 bp, and the interval length
varies from 1 to 49 bp. The mitogenome of P. palaearctica has 12 intergenic regions with a
total length of 86 bp, and the interval length varies from 1 to 49 bp. O. buddha has 12 gene
spacer regions totaling 84 bp, and the spacer length varies from 1 to 51 bp. The largest gene
interval of the three species was between tRNAGln and ND2 (49 bp in H. autonoe, 48 bp
in P. palaearctica, and 51 bp in O. buddha), similar to the known spacing lengths of other
Satyrinae species (Figure 4D), ranging in size from 40 bp in Elymnias hypermnestra to 53 bp
in Lethe albolineata.

The gene overlapping sequences of the three mitogenomes had a total length of
33 bp at 10 locations in H. autonoe, 36 bp at 11 locations in P. palaearctica, and 36 bp
at 11 locations in O. buddha. One was found to be composed of “AAGCCTTA” at the
tRNATrp and tRNACys junction (Figure 4A); the second was a shorter sequence of “TCTAA”
located at the COX1 and tRNALeu (CUN) junction (Figure 4C). Like previously described
Lepidopteran mitogenomes, the overlapping sequences (a 7-bp overlap) in the three species
were found to be present between ATP8 and ATP6 genes (Figure 4B).

3.5. A + t-Rich Region

The lengths of the A + t-rich region of the three Satyrinae mitochondrial genomes were
as follows: H. autonoe = 896 bp, P. palaearctica = 1039 bp, and O. buddha = 452 bp, located
between srRNA and tRNAIle (Figure 1 and Table 1). The A + t content was 94.6% in H.
autonoe, 61.8% in P. palaearctica, and 91.4% in O. buddha. The A + t content of P. palaearctica
was the smallest of the 49 Satyrinae A + T contents published to date.



Diversity 2021, 13, 468 10 of 18

Diversity 2021, 13, x FOR PEER REVIEW 11 of 19 
 

 

The gene overlapping sequences of the three mitogenomes had a total length of 33 

bp at 10 locations in H. autonoe, 36 bp at 11 locations in P. palaearctica, and 36 bp at 11 

locations in O. buddha. One was found to be composed of “AAGCCTTA” at the tRNATrp 

and tRNACys junction (Figure 4A); the second was a shorter sequence of “TCTAA” located 

at the COX1 and tRNALeu (CUN) junction (Figure 4C). Like previously described 

Lepidopteran mitogenomes, the overlapping sequences (a 7-bp overlap) in the three 

species were found to be present between ATP8 and ATP6 genes (Figure 4B). 

 

Figure 4. Gene overlapping and intergenic regions among three sequenced Satyrinae mitogenomes. Nucleotides colored 

red indicate the sequences of the overlapping or intergenic regions except where further explained. (A) The overlapping 

Figure 4. Gene overlapping and intergenic regions among three sequenced Satyrinae mitogenomes. Nucleotides colored
red indicate the sequences of the overlapping or intergenic regions except where further explained. (A) The overlapping
region between tRNATrp and tRNACys. (B) The overlapping region between ATP8 and ATP6. (C) The overlapping region
between COX1 and tRNALeu (CUN). (D) The intergenic region between tRNAGlu and ND2.

3.6. Phylogenetic Analyses

This study was based on the aforementioned three newly acquired species of Satyrinae,
combined with the known complete mitochondrial genome sequences of 48 other Satyrinae
species, whereas the mitogenomes of Nymphalidae (P. arja, P. schreiber and P. nepenthe)
were used as outgroups (Figures 5 and 6). The connected data set was analyzed by Bayesian
inference (BI) and maximum likelihood (ML). Satyrinae is one of the most abundant taxa
of butterfly insects and is an important model material for many research fields such as
ecology, functional genomics, and bionics. However, there are many problems that need to
be resolved in research on the system classification of Satyrinae low-level and high-level
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elements [2–4,52]. To further understand their evolutionary relationship, we conducted a
preliminary investigation based on mitochondrial data.
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In our phylogenetic relationship, Lethina is closer to Parargina and Mycalesina, and
Satyrina is closer to Melanargia and Maniolina. This kind of relationship is similar to
Marín’s research results [6]. In this study, we selected 18 species of Lethina. In the
obtained phylogenetic relationship, Neope and Ninguta are sister groups of Lethe, and
similar relationships have been established in previous studies [3,28].

Davidina is a mysterious genus. The genus was mistaken as a Pieridae member
early on because of the black veins and the absence of any eye spots on the wings [8].
Kusnezov [9] moved the genus into Satyrinae and later placed it in Satyrini (equivalent to
the current Satyrinae) [10]. Additionally, the latest research proved Davidina is not a local
monotypic Chinese endemic genus, as has been previously supposed, but is composed of
nine species and has a broad distribution area in the Holarctic region including Europe
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and America [53]. Similarly, Paroeneis had not yet been sampled in previous molecular
phylogeny studies. This genus also lacks eye spots and has limited distribution. In this
study, we found that it is very close to Davidina.

Due to the wide-ranging variations, the classification of the genus Oeneis is difficult.
There are still many unresolved problems: (1) Wing patterns are quite similar among
different species, whereas (2) great variations in wing patterns are noted even within
the same species, for example, in Oeneis urda. In addition, in the morphological features,
Davidina and Oeneis share common morphological characteristics. Their first thoracic limbs
are significantly degenerated and traced, male and female genitalia are similar to those of
the genus Oeneis, and the wing venation is also similar to that of the genus Oeneis [9]. In our
phylogenetic relationships, O. urda and Davidina have a closer phylogenetic relationship.
A similar relationship was established in previous research [53,54]. In the genus Oeneis,
the morphological characteristics of male genitalia in O. buddha were classified as an
independent group due to the presence of features not found in other Oeneis groups (valve
without serrations) [55]. The present phylogeny supports the morphological classification
of O. buddha forming an independent group.

Satyrini represents the most diverse tribe in Satyrinae (approximately 2200 species)
and is divided into 13 subtribes [6]. In this study, three new mitochondrial genomes of
Satyrini were determined, increasing the number of published Satyrini mitogenomes to 51.
In previous studies, the close relationships among Parargina, Lethina, Mycalesina, Mela-
nargiina, Satyrina, Coenymphina, Maniolina, and Ypthimina groups have been verified
and were supported in our analyses [2,4]. However, it is important to note that only eight
of the 13 subtribes have been analyzed. To better deal with the phylogenetic relationships
within Satyrinae, more mitochondrial genome data need to be added for analysis.

3.7. Divergence Time Estimation of Satyrinae Species

Times of divergence within Satyrinae were estimated using a Bayesian approach in
r8s (Figure 7). The divergence time of Satyrinae was approximately 47 MYA. Among them,
Melanitini divergence time was approximately 0.5057MYA, whereas Satyrini divergence
time was approximately 43.2742 MYA.

The divergence time of Satyrinae was in the Paleogene Period. This is related to the
rapid evolution of angiosperms in terrestrial ecosystems during this period. According to
the fossil record, the tertiary period was the prime of species evolution and angiosperms
began to dominate [56–59]. At the same time, one of the fastest and most intense global
warming events occurred during this period. During this time, high temperatures and a
warm ocean created a moist and mild earth environment; except for the deserts, the surface
was completely covered by forests and there was a great abundance of plants to provide
food for a wide range of plant-feeding insects.

In this study, the divergence time of H. autonoe, P. palaearctica, and O. buddha was
approximately 27.8749 MYA (in the Paleogene Oligocene). The three Satyrinae samples
were from Qinghai Province in the northeast of the Qinghai-Tibet Plateau, and P. palaearctica
and O. buddha are alpine species with special living environments. According to the
history of the evolution of the global environment, during the Oligocene (33.7 MYA-
23.5 MYA), the temperature was generally low and the Qinghai-Tibet Plateau began to
lift up. The Paleozoic era had prosperous angiosperms, providing prerequisites for the
evolution of alpine species of butterflies towards high-altitude environments adapted to
low temperature, hypoxia, and climate change, as well as rapid adaptation to radiation
events that occurred in the Quaternary period. In this study, the divergence time of three
satyrids was predicted to coincide with the geological and environmental events mentioned
previously herein.
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However, combined with previous research results, it is shown that the divergence
time of Satyrinae predicted in this paper is similar to Espeland et al. [60] and Pena et al. [5]
and slightly later than other research results. For example, Wahlberg et al. believed that
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the divergence time of Satyrinae was about 60.7 MYA [4], while Marianne et al. believed
that the divergence time of Satyrinae was about 80 MYA [4].

The reasons for the differences between the research results of different scholars and
this study may be as follows.

(1) When the phylogenetic tree is reconstructed, the choice of sequence data will in-
evitably have a certain impact on the research results, because of the difference in
the evolution rate of different sequences. This study used mitochondrial genome
protein-coding genes for phylogenetic tree reconstruction and molecular clock analy-
sis, while previous studies all used partial mitochondrial genome sequence fragments
or mitochondrial partial genes combined with one or two nuclear genes to reconstruct
the phylogenetic tree. The molecular clock analysis results are slightly different.

(2) The results of the study are affected by the different embedding locations of the fossil
correction points and the different setting of the time during molecular clock calculation.

(3) The value given by the molecular clock calculation is the average value of a confidence
interval, that is, the divergence time of each clade in the research results is not a given
value but a time range, and the data results given only provide convenience for
intuitive comparison.

4. Conclusions

In this study, we identified three new mitochondrial whole genomes, including H.
autonoe, P. palaearctica, and O. buddha. At the same time, we also re-spliced and annotated
the mitochondrial genomes of seven Satyrinae species, which are very similar to the
sequence structures of other Satyrinae species. Their mitochondrial genomes are highly
conserved in base content and composition, genome size and sequence, protein coding
genes and codon usage, and tRNA secondary structure. Based on 13 PCGs and two rRNA
phylogenetic analyses of BI and ML, a well-resolved topological structure was obtained,
with high support for each branch. The divergence time of Satyrinae is the Paleogene Period.
The phylogenetic results confirmed the position of the genus Davidina in the subfamily
Satyrini and had a closer phylogenetic relationship with Oeneis. The phylogenetic analysis
supported the formation of Oeneis buddha as an independent taxon in Oeneis.

In this study, the number of mitochondrial genomes in Satyrini was increased to
51. Satyrinae is a large subfamily of Nymphalidae with abundant species’ resources, but
there are few species for which completed mitochondrial genome sequencing has been
performed. Therefore, it is urgent to obtain more mitochondrial genome sequences of
Satyrinae insects to better solve the phylogenetic relationship of Satyrinae.
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Author Contributions: Conceptualization, S.X. and D.G.; formal analysis, Z.D., L.D., and Z.C.;
writing—original draft preparation, Z.D.; writing—review and editing, S.X. All authors have read
and agreed to the published version of the manuscript.

Funding: This work was supported financially by the Excellent Doctor Innovation Project of Shaanxi
Normal University (S2015YB03) and Fundamental Research Funds for the Central Universities
(2018CSLZ004). In addition, this work was partly supported by the National Natural Science
Foundation of China (NSFC 31872273).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: All sequences files are available from the GenBank (Table S3).

Acknowledgments: We sincerely thank all fund providers.

https://www.mdpi.com/article/10.3390/d13100468/s1
https://www.mdpi.com/article/10.3390/d13100468/s1


Diversity 2021, 13, 468 16 of 18

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

References
1. Ackery, P.R.; de Jong, R.; Vane-Wright, R.I. The Butterflies: Hedyloidea, Hesperioidea and Papilionoidea. In Handbook of Zoology;

Vol. IV Arthropoda: Insecta. Lepidoptera, Moths and Butterflies, vol. 1: Evolution, Systematics and Biogeography; Kristensen,
N.P., Ed.; Walter de Gruyter: Berlin, Germany, 1999; Volume 4, pp. 263–300.

2. Peña, C.; Wahlberg, N. Prehistorical climate change increased diversification of a group of butterflies. Biol. Lett. 2008, 4, 274–278.
[CrossRef] [PubMed]

3. Peña, C.; Wahlberg, N.; Weingartner, E.; Kodandaramaiah, U.; Brower, A.V.Z. Higher level phylogeny of Satyrinae butterflies
(Lepidoptera: Nymphalidae) based on DNA sequence data. Mol. Phylogenetics Evol. 2006, 40, 29–49. [CrossRef] [PubMed]

4. Wahlberg, N.; Leneveu, J.; Kodandaramaiah, U.; Peña, C.; Nylin, S.; Freitas, A.V.; Brower, A.V. Nymphalid butterflies diversify
following near demise at the Cretaceous/Tertiary boundary. Proc. Biol. Sci. 2009, 276, 4295–4302. [CrossRef] [PubMed]

5. Peña, C.; Nylin, S.; Wahlberg, N. The radiation of Satyrini butterflies (Nymphalidae: Satyrinae): A challenge for phylogenetic
methods. Zool. J. Linn. Soc. 2011, 161, 64–87. [CrossRef]

6. Marin, M.A.; Peña, C.; Freitas, A.V.; Wahlberg, N.; Uribe, S.I. From the Phylogeny of the Satyrinae Butterflies to the Systematics of
Euptychiina (Lepidoptera: Nymphalidae): History, Progress and Prospects. Neotrop. Entomol. 2011, 40, 1–13. [CrossRef]

7. Kim, S.S.; Wan, X.; Min, J.K.; Kim, I. Genetic relationships between Oeneis urda and O. mongolica (Nymphalidae: Lepidoptera).
Entomol. Res. 2013, 43, 85–100. [CrossRef]

8. Leech, J.H. Butterflies from China, Japan and Corea; RH Porter: London, UK, 1892; pp. 1–681.
9. Kuznezov, N. On the systematic position of the genus Davidina Obth. (Lepidoptera, Papilionoidea). In Annuaire du Musée

Zoologique de l’Académie des Sciences de l’URSS; Académie des Sciences de l’URSS: Moscow, Russia, 1930; pp. 347–358.
10. Chou, I. Monographia Rhaopalocerorum Sinensium (Revised Edition); Henan Scientific and Technological Publishing House:

Zhengzhou, China, 2000.
11. Boore, J.L. Animal mitochondrial genomes. Nucleic Acids Res. 1999, 27, 1767–1780. [CrossRef]
12. Taanman, J.-W. The mitochondrial genome: Structure, transcription, translation and replication. Biochim. Biophys. Acta 1999, 1410,

103–123. [CrossRef]
13. Gissi, C.; Iannelli, F.; Pesole, G. Evolution of the mitochondrial genome of Metazoa as exemplified by comparison of congeneric

species. Heredity 2008, 101, 301–320. [CrossRef] [PubMed]
14. Habib, M.; Lakra, W.S.; Mohindra, V.; Khare, P.; Barman, A.S.; Singh, A.; Lal, K.K.; Punia, P.; Khan, A.A. Evaluation of cytochrome

b mtDNA sequences in genetic diversity studies of Channa marulius (Channidae: Perciformes). Mol. Biol. Rep. 2011, 38, 841–846.
[CrossRef]

15. Simon, C.; Buckley, T.R.; Frati, F.; Stewart, J.B.; Beckenbach, A.T. Incorporating Molecular Evolution into Phylogenetic Analysis,
and a New Compilation of Conserved Polymerase Chain Reaction Primers for Animal Mitochondrial DNA. Annu. Rev. Ecol. Evol.
Syst. 2006, 37, 545. [CrossRef]

16. Salvato, P.; Simonato, M.; Battisti, A.; Negrisolo, E. The complete mitochondrial genome of the bag-shelter moth Ochrogaster
lunifer (Lepidoptera, Notodontidae). BMC Genom. 2008, 9, 331. [CrossRef]

17. Cameron, S.L. Insect Mitochondrial Genomics: Implications for Evolution and Phylogeny. Annu. Rev. Èntomol. 2014, 59, 95–117.
[CrossRef]

18. Timmermans, M.J.; Lees, D.C.; Simonsen, T.J. Towards a mitogenomic phylogeny of Lepidoptera. Mol. Phylogenetics Evol. 2014,
79, 169–178. [CrossRef]

19. Li, J.; Xu, C.; Lei, Y.; Fan, C.; Gao, Y.; Xu, C.; Wang, R. Complete mitochondrial genome of a satyrid butterfly, Lethe albolineata
(Lepidoptera: Nymphalidae). Mitochondrial DNA A DNA Mapp. Seq. Anal. 2016, 27, 4195–4196. [CrossRef]

20. Zhang, W.; Gan, S.; Zuo, N.; Chen, C.; Wang, Y.; Hao, J. The complete mitochondrial genome of Triphysa phryne (Lepidoptera:
Nymphalidae: Satyrinae). Mitochondrial DNA 2016, 27, 474–475. [CrossRef] [PubMed]

21. Shi, Q.; Zhang, W.; Hao, J. The complete mitochondrial genome of Callerebia suroia (Lepidoptera: Nymphalidae: Satyrinae).
Mitochondrial DNA Part A DNA Mapp. Seq. Anal. 2014, 27, 1–3. [CrossRef]

22. Fan, C.; Xu, C.; Li, J.; Lei, Y.; Gao, Y.; Xu, C.; Wang, R. Complete mitochondrial genome of a satyrid butterfly, Ninguta schrenkii
(Lepidoptera: Nymphalidae). Mitochondrial DNA A DNA Mapp. Seq. Anal. 2016, 27, 80–81. [CrossRef] [PubMed]

23. Huang, D.; Hao, J.; Zhang, W.; Su, T.; Xu, X. The complete mitochondrial genome of Melanargia asiatica (Lepidoptera: Nymphalidae:
Satyrinae). Mitochondrial DNA 2014, 27, 1–3. [CrossRef]

24. Shi, Q.-H.; Lin, X.-Q.; Ye, X.; Xing, J.-H.; Dong, G.-W. Characterization of the complete mitochondrial genome of Minois dryas
(Lepidoptera: Nymphalidae: Satyrinae) with phylogenetic analysis. Mitochondrial DNA Part B 2019, 4, 1447–1449. [CrossRef]

25. Wu, L.W.; Lin, L.H.; Lees, D.C.; Hsu, Y.F. Mitogenomic sequences effectively recover relationships within brush-footed butterflies
(Lepidoptera: Nymphalidae). BMC Genom. 2014, 15, 468. [CrossRef]

26. Shi, Q.-H.; Sun, X.-Y.; Wang, Y.-L.; Hao, J.-S.; Yang, Q. Morphological Characters Are Compatible with Mitogenomic Data in
Resolving the Phylogeny of Nymphalid Butterflies (Lepidoptera: Papilionoidea: Nymphalidae). PLoS ONE 2015, 10, e0124349.
[CrossRef]

27. Yang, M.; Song, L.; Zhou, L.; Shi, Y.; Song, N.; Zhang, Y. Mitochondrial genomes of four satyrine butterflies and phylogenetic
relationships of the family Nymphalidae (Lepidoptera: Papilionoidea). Int. J. Biol. Macromol. 2019, 145, 272–281. [CrossRef]

http://doi.org/10.1098/rsbl.2008.0062
http://www.ncbi.nlm.nih.gov/pubmed/18364308
http://doi.org/10.1016/j.ympev.2006.02.007
http://www.ncbi.nlm.nih.gov/pubmed/16563805
http://doi.org/10.1098/rspb.2009.1303
http://www.ncbi.nlm.nih.gov/pubmed/19793750
http://doi.org/10.1111/j.1096-3642.2009.00627.x
http://doi.org/10.1590/S1519-566X2011000100001
http://doi.org/10.1111/1748-5967.12013
http://doi.org/10.1093/nar/27.8.1767
http://doi.org/10.1016/S0005-2728(98)00161-3
http://doi.org/10.1038/hdy.2008.62
http://www.ncbi.nlm.nih.gov/pubmed/18612321
http://doi.org/10.1007/s11033-010-0175-2
http://doi.org/10.1146/annurev.ecolsys.37.091305.110018
http://doi.org/10.1186/1471-2164-9-331
http://doi.org/10.1146/annurev-ento-011613-162007
http://doi.org/10.1016/j.ympev.2014.05.031
http://doi.org/10.3109/19401736.2015.1022736
http://doi.org/10.3109/19401736.2014.900673
http://www.ncbi.nlm.nih.gov/pubmed/24708130
http://doi.org/10.3109/19401736.2014.953094
http://doi.org/10.3109/19401736.2013.873909
http://www.ncbi.nlm.nih.gov/pubmed/24438275
http://doi.org/10.3109/19401736.2014.919452
http://doi.org/10.1080/23802359.2019.1598826
http://doi.org/10.1186/1471-2164-15-468
http://doi.org/10.1371/journal.pone.0124349
http://doi.org/10.1016/j.ijbiomac.2019.12.008


Diversity 2021, 13, 468 17 of 18

28. Chen, L.; Wahlberg, N.; Liao, C.Q.; Wang, C.B.; Ma, F.Z.; Huang, G.H. Fourteen complete mitochondrial genomes of butterflies
from the genus Lethe (Lepidoptera, Nymphalidae, Satyrinae) with mitogenome-based phylogenetic analysis. Genomics 2020, 112,
4435–4441. [CrossRef]

29. Liu, G.; Chang, Z.; Chen, L.; He, J.; Li, X. Genome size variation in butterflies (Insecta, Lepidotera, Papilionoidea): A thorough
phylogenetic comparison. Syst. Èntomol. 2020, 45, 571–582. [CrossRef]

30. Zhou, L.; Yang, C.; Zhai, Q.; Zhang, Y. The complete mitochondrial genome sequence of Coenonympha amaryllis and monophyly
of Satyrinae (Lepidoptera: Nymphalidae). Mitochondrial DNA Part B 2020, 5, 1223–1224. [CrossRef]

31. Shi, Q.H.; Zhao, F.; Hao, J.S.; Yang, Q. Complete mitochondrial genome of the Common Evening Brown, Melanitis leda Linnaeus
(Lepidoptera: Nymphalidae: Satyrinae). Mitochondrial DNA 2013, 24, 492–494. [CrossRef] [PubMed]

32. Wu, Y.-P.; Lu, J.-J.; Yang, J.; Wang, J.-P.; Cao, T.-W.; Fan, R.-J. Complete mitochondrial genome of Mycalesis intermedia (Lepi-
doptera: Nymphalidae). Mitochondrial DNA Part B 2020, 5, 703–704. [CrossRef] [PubMed]

33. Min, T.; Tan, M.; Meng, G.; Yang, S.; Zhou, X. Multiplex sequencing of pooled mitochondrial genomes—a crucial step toward
biodiversity analysis using mito-metagenomics. Nucleic Acids Res. 2014, 42, e166. [CrossRef]

34. Zhou, Y.; Liang, Z.; Wang, S.; Zhong, H.; Wang, N.; Liang, B. A mitogenomic phylogeny of satyrid butterflies and complete
mitochondrial genome of Oeneis urda (Lepidoptera: Nymphalidae: Satyrinae). Mitochondrial DNA Part B 2020, 5, 1344–1345.
[CrossRef]

35. Teixeira da Costa, L.F. The complete mitochondrial genome of Parage aegeria (Insecta: Lepidoptera: Papilionidae). Mitochondrial
DNA A DNA Mapp. Seq. Anal. 2016, 27, 551–552. [CrossRef] [PubMed]

36. Li, X.D.; Hu, H.W.; Zhang, S.L.; Wang, J.W.; Li, R. Mitochondrial DNA Part B Characterization of the complete mitochondrial
genome of Ypthima baldus (Lepidoptera: Satyrinae) with phylogenetic analysis. Mitochondrial DNA Part B 2020, 5, 1019–1020.
[CrossRef] [PubMed]

37. Kearse, M.; Moir, R.; Wilson, A.; Stones-Havas, S.; Cheung, M.; Sturrock, S.; Buxton, S.; Cooper, A.; Markowitz, S.; Duran, C.; et al.
Geneious Basic: An integrated and extendable desktop software platform for the organization and analysis of sequence data.
Bioinformatics 2012, 28, 1647–1649. [CrossRef]

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

39. Greiner, S.; Lehwark, P.; Bock, R. OrganellarGenomeDRAW (OGDRAW) version 1.3.1: Expanded toolkit for the graphical
visualization of organellar genomes. Nucleic Acids Res. 2019, 47, W59–W64. [CrossRef]

40. Zhang, J.; Cong, Q.; Shen, J.; Opler, P.A.; Grishin, N.V. Genomics of a complete butterfly continent. bioRxiv 2019. [CrossRef]
41. Min-Shan Ko, A.; Zhang, Y.; Yang, M.A.; Hu, Y.; Cao, P.; Feng, X.; Zhang, L.; Wei, F.; Fu, Q. Mitochondrial genome of a

22,000-year-old giant panda from southern China reveals a new panda lineage. Curr. Biol. CB 2018, 28, R693–R694. [CrossRef]
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