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ABSTRACT
The mitochondrial genome (mitogenome) of Coleophora therinella Tengstr€om, 1848 is the first report
for the family Coleophoridae in Lepidoptera. The 15,539-bp long complete genome has an arrange-
ment identical to that observed in most lepidopteran genomes. COI had the atypical CGA codon that
is frequently found in the start region of the lepidopteran COI, and COII had the GTG codon found pre-
viously in Drosophila yakuba ND5 and Rattus norvegicus ND1. The 457-bp long Aþ T-rich region was
the second largest, next to Blastobasis lacticolella, which belongs to Blastobasidae in the superfamily
Gelechioidea. The A/T content of the whole mitogenome was 80.7%; however, it varied among the
regions/genes as follows: Aþ T-rich region, 94.8%; srRNA, 85.0%; lrRNA, 84.3%; tRNAs, 81.5%; and PCGs,
78.9%. Phylogenetic analyses with concatenated sequences of the 13 PCGs and two RNA genes using
the maximum likelihood method, placed Coleophoridae, represented only by C. therinella, as the most
basal lineage of the Gelechioidea families consisted of Stathmopodidae, Scythrididae, Blastobasidae,
Autostichidae, and Oecophoridae, but nodal support for this grouping was very low (27%). Currently,
several families of Gelechioidea are represented by a single species. Thus, extended sampling is
required for further reasonable inference for the relationships of these families.
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Coleophora therinella Tengstr€om, 1848 belongs to
Coleophoridae in Lepidoptera. The genus Coleophora, which
is composed of 400–500 species is commonly known as
‘casebearers’ because the larvae of most species construct
distinctive portable protective silken cases (Coshan 2009).
The species is found in Central Asia including Korea, Europe,
and Siberia (Park and Baldizzone 1992; Anikin 1998;
Baldizzone et al. 2006; Kim et al. 2013) (Figure 1).

An adult male C. therinella was collected from Geoje City,
Gyeongsangnam-do Province (34�48’29.200N, 128�38’2.500E),
South Korea in 2012. This voucher specimen and DNA were
deposited at the Chonnam National University, Gwangju,
Korea, under the accession no. CNU6202 (Iksoo Kim,
ikkim81@chonnam.ac.kr). Using DNA extracted from the hind
legs, three long overlapping fragments (LFs; COI-ND4, ND5-
lrRNA, and lrRNA-COI) were amplified and used as templates
for the amplification of 26 short overlapping fragments using
the primers reported in Kim et al. (2012).

Phylogenetic analysis was performed using the concaten-
ated nucleotide sequences of 13 protein-coding genes (PCGs)
and two rRNA genes of 20 mitogenome sequences available
from Gelechioidea in Lepidoptera, including that of C. theri-
nella. The maximum likelihood (ML) method that is

implemented in CIPRES Portal v. 3.1 (Miller et al. 2010) was
used for the phylogenetic analysis. An optimal partitioning
scheme (6 partitions) and substitution model
(GTRþGammaþ I) were determined using PartitionFinder 2
and the Greedy algorithm (Lanfear et al. 2012, 2014, 2016).

The complete 15,539-bp mitogenome of C. therinella was
composed of typical sets of genes (two rRNAs, 22 tRNAs, and
13 PCGs) and a major non-coding 457bp Aþ T-rich region
(GenBank acc. no. MH473596), with the gene arrangement
being identical to that observed in most lepidopteran
genomes (Kim et al. 2010). The length of the C. therinella
Aþ T-rich region was the second largest among sequenced
Gelechioidea, which ranged in other species of Gelechioidea
from 271 (Scythris sinensis in Scythrididae; Park et al. 2020) to
626 bp (Blastobasis lacticolella in Blastobasidae; unpublished,
GenBank acc. no. LR990069). Eleven PCGs had the typical
ATN start codon, whereas COI had an atypical CGA codon
that is frequently found in the start region of the lepidop-
teran COI, and COII had the GTG codon found previously in
Drosophila yakuba ND5 and Rattus norvegicus ND1 (Clary and
Wolstenholme 1985; Gadaleta et al. 1988). The A/T content of
the whole mitogenome was 80.57%, well within the range
found in Gelechioidea (77.6% in Park et al. 2016a,b,c and
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81.5% in Timmermans et al. 2014), and varied among the
region/genes as follows: the Aþ T-rich region, 94.8%; srRNA,
85.0%; lrRNA, 84.3%; tRNAs, 81.5%; and PCGs, 78.9%.

Phylogenetic analysis placed Coleophoridae, represented
by the current C. therinella to a group, consisted of
Stathmopodidae, Scythrididae, Blastobasidae, Autostichidae,
and Oecophoridae, but nodal support for this grouping was
very low (27%). Strong support was obtained only for the
monophylies of Stathmopodidae (100%) and Gelechiidae
(91%), respectively. Currently, only 20 species belonging to
nine families are available for their mitogenome sequences in
Gelechioidea, including that of C. therinella. Thus, most fami-
lies are represented by one-three mitogenome sequences,
excluding the family Gelechiidae. Therefore, an inference of
phylogenetic relationships among the families of
Gelechioidea is unavoidably limiting. Thus, more mitogenome
sequences from a diverse taxonomic group are required for
further reasonable inference for the relationships of the fami-
lies in Gelechioidea.
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