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ABSTRACT

Non-biting midges (Chironomidae) are known to in-
habit a wide range of environments, and certain
species can tolerate extreme conditions, where the
rest of insects cannot survive. In particular, the
sleeping chironomid Polypedilum vanderplanki is
known for the remarkable ability of its larvae to with-
stand almost complete desiccation by entering a
state called anhydrobiosis. Chromosome numbers
in chironomids are higher than in other dipterans
and this extra genomic resource might facilitate rapid
adaptation to novel environments. We used improved

sequencing strategies to assemble a chromosome-
level genome sequence for P. vanderplanki for deep
comparative analysis of genomic location of genes
associated with desiccation tolerance. Using whole
genome-based cross-species and intra-species anal-
ysis, we provide evidence for the unique functional
specialization of Chromosome 4 through extensive
acquisition of novel genes. In contrast to other in-
sect genomes, in the sleeping chironomid a uniquely
high degree of subfunctionalization in paralogous
anhydrobiosis genes occurs in this chromosome, as
well as pseudogenization in a highly duplicated gene
family. Our findings suggest that the Chromosome
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4 in Polypedilum is a site of high genetic turnover,
allowing it to act as a ‘sandbox’ for evolutionary ex-
periments, thus facilitating the rapid adaptation of
midges to harsh environments.

INTRODUCTION

Chironomids (non-biting midges) are one of the most
widely distributed groups of insects and include cosmopoli-
tan species and others living in niche adverse environments,
where they are subjected to extremes of pH, salinity, or tem-
perature, as well as desiccation (1,2). As these adaptation
capabilities are lineage specific rather than conserved widely
throughout chironomids, the extent of this rapid acquisition
of novel tolerance capabilities suggests that there may be a
fundamental mechanism that supports such evolution.

One of the most striking examples of adaptation
of chironomids to extreme environment is the ‘sleep-
ing chironomid’ Polypedilum vanderplanki (3). Upon des-
iccation, the larvae enter an ametabolic reversible dry
state––anhydrobiosis. Loss of water causes devastating
damage to living cells, and therefore anhydrobiotes have
acquired various protective mechanisms to withstand such
damage (4–16). We have previously showed that anhydro-
biosis is mediated by evolution of unique protective gene
groups highly specific for this insect, tandemly duplicated
forming multiple gene clusters within the genome termed
Anhydrobiosis Related Islands (ARIds) (11). These re-
gions contain genes encoding intrinsically disordered pro-
tein LEAs, antioxidant GSTs, globins, etc., many of which
have been implicated to anhydrobiosis. In comparison, the
genome of the non-anhydrobiotic relative P. nubifer has
no similar regions, thus suggesting that the genomic evo-
lutions underlying anhydrobiosis acquisition is extremely
rapid (∼50MYA). Together, we hypothesized the existence
of a genomic feature that enabled such adaptations.

Genomic evolution in Diptera has been extensively
studied using the Drosophila complex (17,18). Additional
resources has also implied genome variance through
expansion/contraction of genome size and constant kary-
otypes (19). Chironomids in general have smaller genome
size (100–200 Mb) compared to the average of dipterans and
insects (19,20). On the contrary, most chironomid species
have additional chromosomes (chironomids: 2n = 6–16,
mosquitoes: 2n = 6, flies : 2n = 6–8) (21,22). Several lineages
even show large diversity in chromosome numbers within a
single genus (22). These observations may imply a potential
mechanism where chironomids genomes may have evolved
through chromosomal rearrangements rather than genome
enlargement and have utilized these additional genome re-
sources for the environmental adaptations discussed above.

P. vanderplanki has four chromosomes (2n = 8) (23), of
which Chromosome 4 has the highest karyotypic diver-
sity and genetic distance in comparison with the recently
described anhydrobiotic close relative Polypedilum pembai
(23–25). This chromosome differs from the ‘dot chromo-
some’ found in Drosophila, as they are highly repetitive, het-
erochromatic and harbors very few genes. Chromosome 4
is half in length of the other three chromosomes and has
multiple active transcriptional regions (Balbiani rings), thus
would consist of much more active genes (23). These ob-

servations imply Chromosome 4 as a starting point to de-
termine the basis of rapid genomic evolution that enabled
anhydrobiosis in P. vanderplanki. A key factor that would
be a candidate for such genomic adaptations would be the
ARId loci; how are these loci spaced within the chromo-
some structures? What facilitated the emergence of such
loci? The answers to these questions may address genome
adaptations against extreme environmental stress in not
only Polypedilum, but in chironomids, possibly insects as
well. A chromosomal level genome assembly would be re-
quired to conduct such comprehensive inter-chromosome
analysis; however, our previous genome assembly of P. van-
derplanki was fragmented, hindering such analysis.

To this end, by using a combination of long-read se-
quencing technologies and Hi-C scaffolding, we assembled
a chromosome-level genome of P. vanderplanki. We also ap-
plied Cap-trap RNA-Seq (CTR-Seq) to concurrently iden-
tify gene borders and promoter regions (26), which would
provide rich information to following studies aimed to vali-
date anhydrobiosis machinery identified by genomic analy-
sis. We found that anhydrobiosis-associated genes are local-
ized preferably on Chromosome 4, including seven out of
the nine ARId loci. Using comprehensive inter-species anal-
ysis, we confirmed that most of the genes localized in this
chromosome are highly specific for P. vanderplanki, and do
not have orthologs in other Diptera. Combined with the ev-
idence of pseudogenization in a highly duplicated gene fam-
ily and unexpectedly high mutation load compared to other
chromosomes, our findings suggest that the Chromosome 4
in chironomids is a unique site of high genetic turnover, al-
lowing it to act as a ‘sandbox’ for evolutionary experiments,
thus facilitating the rapid adaptation of midges to harsh en-
vironments.

MATERIALS AND METHODS

Details can be found in SI Appendix.

Specimen and cell culture

P. vanderplanki larvae were reared on 1% agar contain-
ing 2% commercial milk under controlled conditions (13
h light: 11 h dark, 27ºC) according to the previously de-
scribed protocol (4). The strain used in this study was in-
bred for at least four generations (inbreeding code 4aG21b)
and was registered as P. vanderplanki NIAS01. Larvae used
in the experiments were starved for 24 h prior to DNA
or RNA extraction. Pv11 cells were cultured in IPL-41
medium (Thermo Fisher Scientific, Waltham, MA) supple-
mented with 2.6 g/L Bacto™ Tryptose Phosphate Broth
(Becton, Dickinson and Company, Franklin Lakes, NJ),
10% (v/v) fetal bovine serum (US origin; MP Biomedicals,
Santa Ana, CA) and 0.05% (v/v) of an antibiotic and an-
timycotic mixture (penicillin, amphotericin B and strepto-
mycin; Merck KGaA, Darmstadt, Germany). Cell passage
was conducted every seven days.

Genome and transcriptome sequencing

Pv11 cells were submitted to genomic DNA extraction for
Illumina and PacBio long read sequencing. A library for
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PacBio RS II (Pacific Biosciences, Menlo Park, CA) se-
quencing was constructed with the 20-kb Template Prepa-
ration Using BluePippin™ Size-Selection System (Sage Sci-
ence, Beverly, MA). Four libraries was constructed for Illu-
mina sequencing; 180 and 500 bp insert libraries was con-
structed from the DNA extracted for PacBio sequencing
with TruSeq Nano DNA Library Prep Kit (Illumina, San
Diego, CA) and sequenced with HiSeq 2000 platform (Il-
lumina), two more libraries (400–550 bp fragments) was
constructed with NEBNext Ultra DNA Library Prep Kit
(New England Biolabs, Ipswich, MA) and were sequenced
with the MiSeq sequencer (Illumina, 262 bp paired end) or
HiSeq 2500 Sequencer (100 bp paired end). Mate pair li-
braries (397 bp insert) was constructed with TruSeq DNA
Sample Preparation kit v.2 and sequenced with HiSeq 2000
sequencer (Illumina, 100 bp paired end). Hi-C libraries
were processed according to the general protocol as de-
scribed previously (27) and library constructed with NEB-
Next Ultra II DNA Library Prep Kit for Illumina (New
England Biolabs) and sequenced on a HiSeq 2500 system
(Illumina, 100 bp, paired end). Library lengths were as-
sayed with Agilent 2100 Bioanalyzer (Agilent Technolo-
gies, Santa Clara, CA). In addition, P. vanderplanki lar-
vae and Pv11 cells were exposed to a variety of stress in-
ducers (larvae: UVC 100 mJ/cm, Pv11 cells: 20.5% (v/w)
NaCl, 600 mM mannitol, 600 mM trehalose, 20 �M
paraquat and 42◦C heat shock, anhydrobiosis cycle). Ex-
posed larvae/cells were sampled at designated time points
and total RNA was extracted with RNAiso Plus (Takara
Bio, Kyoto, Japan). The sequencing library was constructed
with TruSeq RNA Sample Prep Kit -v8 and was submitted
to sequencing with HiSeq1500. Finally, total RNA for in-
sect and Pv11 undergoing anhydrobiosis were also submit-
ted to CTR-Seq library construction following a previous
study (26).

Genome assembly and gene prediction

We employed a meta-assembly to obtain a highly con-
tiguous and complete genome assembly. Long read based
genome assemblies were produced with HGAP4 and
DBG2OLC (28–30), which were used for meta-assembly
of an Illumina-based Platanus assembly (31). This assem-
bly was scaffolded with Hi-C reads, resulting in the final
assembly. The initial gene prediction was produced with
the Braker pipeline using all RNA-Seq data stated above
(32). Furthermore, Nanopore-cDNA-Seq data produced
by CTR-Seq was used to predict the final Pv 5.2.4 gene
set using Talon (33). This gene set was validated for com-
pleteness with BUSCO (34). The genome was submitted to
variant calling with the GATK pipeline using our previ-
ous DNA-Seq data of wild P. vanderplanki populations, in-
bred NIAS01 and Pv11 (11,24,35), and Sniffles for PacBio
data (36). Statistics for variants comparison were calcu-
lated with PoPoolation2, snpEff and bcftools (37–39). Gen-
eral features of the genome (i.e. GC ratio, Gene and re-
peat content, DNA-Seq and RNA-Seq coverage) were cal-
culated in 50 or 100 kb windows with BEDtools v2.29.2–
39-g5210e6f (40) or in-house Perl scripts using G-language
GAE (41).

Comparative genomics

Dipteran genomes and transcriptome assemblies were ob-
tained from ENSEMBL Metazoa, NCBI and other data
servers. For genomes without gene predictions, the Augus-
tus gene model created during a BUSCO run was used
for ab initio gene prediction (42). Transcriptome assem-
blies with low BUSCO scores were submitted to re-assembly
with Trinity (43) to obtain higher quality transcriptome
assemblies. The longest isoforms for each gene were sub-
mitted to OrthoFinder clustering (44). The amino acid se-
quences for each genome were pooled and bidirectional
hits were determined with Diamond blastp v0.9.24 (45) and
the number of genes conserved between species were calcu-
lated with in-house Perl scripts. In addition, 1-to-1 ortholog
were determined for Drosophila melanogaster to identify D.
melanogaster essential gene orthologs. Each chromosome
was tested for enrichment or depletion of Dm-essential
gene orthologs or BUSCO genes. Colinear blocks were de-
tected with McScanX and visualized with synvisio (46,47).
dN/dS ratio between P. vanderplanki and P. pembai or-
thologs were calculated with codeml in the PAML package
(48) based on MAFFT alignments (49,50). Gene ontology
enrichment analysis for several gene groups were performed
with GOStats v2.52.0 (51).

Transcriptome analysis

Gene expression was quantified using RSEM in the Trin-
ity package and were submitted to differential expression
analysis with DESeq2 and edgeR (52–54). Genes with
FDR < 0.05 and FC > 2 was designated as differentially ex-
pressed genes. Gene expression profiles were clustered based
on the Spearman correlation, and genes in each cluster were
submitted to gene ontology enrichment analysis using GO-
Stat and visualized with Revigo (51,55).

RESULTS

A chromosomal-scale genome assembly for Polypedilum van-
derplanki

We assembled a chromosome-level genome for P.
vanderplanki––the first chromosome-level genome in
any anhydrobiotic animals––utilizing Illumina, PacBio
and Hi-C sequencing data from P. vanderplanki-derived
Pv11 cell line and larvae (Additional Data S1, S2 and S3,
Additional Text S1). The 98.8% of the resulting 118.9 Mb
assembly is arranged in the four largest scaffolds (Table
1), corresponding to its four chromosomes (Figure 1A).
High BUSCO scores were observed (Diptera lineage,
Complete 95.7%, Missing 3.6%, Additional Text S1) and
repeat sequences detection combined with Hi-C contact
mapping suggested the existence of putative centromeric
and telomeric regions, respectively (Figure 1B, Additional
Data S4, Additional Text S1). Comparison of Pv5.2
with our previous genome assembly Pv0.9 did not show
extensive genomic changes that would be anticipated
from sequencing the Pv11 cell line (Additional Text S2,
Additional Figure S2).

We combined all available RNA-Seq data and full-length
cDNA Nanopore sequencing from Cap Trap RNA-Seq
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Table 1. Statistics of P. vanderplanki genome

Pv0.9 Pv5.2

Main genome scaffold total 9104 388
Main genome contig total 25 913 2067
Main genome scaffold sequence total (Mb) 116.771 118.969
Main genome contig sequence total (Mb) 111.894 118.352
% Gap 4.177 0.518
Main genome scaffold N/L50 101/264.32 kb 2/35.209 Mb
Main genome contig N/L50 2191/12.463 kb 161/219.078 kb
Main genome scaffold N/L90 1986/4.421 kb 4/14.02 Mb
Main genome contig N/L90 10 658/2.139 kb 596/49.999 kb
Max scaffold length 2.184 Mb 36.877 Mb
Max contig length 358 kb 1.494 Mb
Number of scaffolds >50KB 358 7
% Main genome in scaffolds >50KB 77.60 98.98
% GC 28.3% 28.1%
% N 4.2% 0.5%
BUSCO4 completeness (Diptera) 92.9% [91.9%,1.0%], 2.7%, 4.4% 95.7% [94.7%,1.0%], 0.6%, 3.7%
BUSCO4 completeness (Insecta) 96.4% [95.4%,1.0%], 1.5%, 2.1% 98.3% [90.9%,7.4%], 0.5%, 1.2%

(CTR-Seq) (26) to concurrently identify regulatory regions,
full-length transcripts, and previously unidentified long
noncoding genes (Table 2, Additional Figure S3, Addi-
tional Data S5 and S6, Additional Text S3 and S4). This
resulted in the Pv5.2.4 gene set composed of 18 989 genes
(65 981 transcripts) with a BUSCO4 completeness score of
96.2% (Diptera lineage), in line with other dipterans. We
detected 0.39–0.47% of horizontally transferred genes, con-
sistent with values determined in Diptera (56) (Additional
Text S4). There was no significant enrichment of horizon-
tally transferred genes in any specific chromosomes (Addi-
tional Text S4).

These statistics indicate that this genome assembly has
greatly improved contiguity, completeness and quality com-
pared to our previous genome resources, and is compatible
for comparison with other Diptera genomes.

General analysis revealed unusual features of Chromosome 4

Upon gene model annotation and general analysis, we no-
ticed that there are unexpected, but clear inequalities among
chromosomes in terms of several key characteristics. The
majority of previously identified anhydrobiosis genes (i.e.
Lea and Lil genes) are located on Chromosome 4; seven out
of the nine ARIds were located on Chromosome 4 (Figure
1A, Additional Data S7). Intra-chromosomal synteny re-
gions were increased on Chromosome 4 than other chro-
mosomes (Figure 1A). Several transposable elements (TEs)
in were enriched in Chromosome 4 (Additional Data S8).
Chromosome 4 has lower average chromosome-wide GC
ratio (Figure 1C) and at gene level (Figure 1D, Tukey HSD,
FDR < 0.001). These features implied Chromosome 4 may
harbor other features that may have provided the basis of
genomic evolution in P. vanderplanki.

Hypothesizing that this decrease in GC nucleotides
may be related to mutation accumulation, we profiled the
genome for variants with our previous Pool-Seq data of
wild P. vanderplanki populations (Additional Data S9, Ad-
ditional Figure S4). We observed increased pairwise nu-
cleotide diversity in the 3–12 Mb region of Chromosome 4
(Figure 1E, Additional text S5), implying relaxed selective
pressure in these regions. On the contrary, lower Ts/Tv ra-

tio in Chromosome 4 were observed (Additional Data S9,
Additional Figure S4d, Tukey HSD, FDR < 0.01), suggest-
ing a biased substitution profile compared to other chromo-
somes.

Together, Chromosome 4 has a highly biased nucleotide
composition and accumulation of variants compared to
other chromosomes, suggesting an increase in the genetic
diversity of Chromosome 4, possibly caused by relaxed se-
lective pressure. Thus we hypothesized that Chromosome 4
may specifically harbor traces of genomic adaptations that
enabled anhydrobiosis in this species.

Chromosome 4 lack synteny blocks conserved in other
Diptera but is not of completely novel origin

We then proceeded to compare the genomic content of P.
vanderplanki with that of publicly available dipterans and
chironomids to identify genetic content specific to P. vander-
planki, and more interestingly, Chromosome 4 (Additional
Data S10, Additional Text S6 and S7).

As we have hypothesized that the decrease in GC ratio
may be related to the genomic evolution occurring in P. van-
derplanki, we first assayed the GC ratio within Diptera. We
observed low GC ratio in multiple chironomids compared
to other Diptera (Figure 2A). Genomes with lower GC ra-
tio showed lower GC ratio at the coding sequences level as
well, suggesting a genome-wide adaptation. Interestingly,
the desiccation-sensitive P. nubifer and the Antarctic midge
Belgica antarctica did not show such reductions (11,57), in-
ferring a dynamic accumulation of G/C nucleotides after
their divergence with other lineages.

We then analyzed the gene conservation ratio, e.g. num-
ber of genes in a chromosome that a homolog could be de-
tected in other dipterans. Genes on Chromosome 4 (3 241
genes) showed lower conservation (30–40%) with chirono-
mids outside of the subfamily Chironominae, compared to
those on other chromosomes (55–70%, Figure 2A). Using
other major dipteran chromosome-level genomes (Aedes
aegypti, Anopheles gambiae, D. melanogaster) did not show
such decreases in conservation ratios in a single autosome,
with the exception of the Y chromosome in D. melanogaster.
Using draft genome and transcriptome assemblies of chi-
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Figure 1. Chromosome-scale genome assembly of Polypedilum vanderplanki. (A) Circos plot of the four chromosomes. From the outer rim, ARId regions,
AT% (purple), gene count for each 50 Kbp window (red), non-coding gene count for each 50 kb window (blue), genome coverage of Illumina DNA-
Seq (SRR12736661, SRR12736660, SRR12736662, SRR12736659, yellow), RNA-Seq coverage (DRR024752, DRR024753, DRR024754, DRR024755,
DRR024756, green), collinear blocks calculated with MCScanX (black: inter-chromosomal, red: intra-chromosomal). Colors used for each chromosome
are inherited in subsequent figures. Individual figures are indicated on Additional Figure S1 (B) Contact map of Hi-C reads. Hi-C reads were mapped to
the genome assembly and KR transformed contact frequencies at 250kbp were visualized as a contact map with Jucier. Gray arrowheads indicate possible
telomeric regions. (C) GC ratio of 100 kb windows. (D) GC ratio of the coding sequence from the longest isoform for each gene. The black lines indicate
the chromosome average (chr 1: 34.20%, chr 2: 34.60%, chr 3: 34.17%, chr 4: 31.50%). (E) Pairwise nucleotide diversity (π ) of 50 kb windows. An increase
in π diversity can be observed in the latter half of Chromosome 3 and most of Chromosome 4.

ronomids (Additional Text S6, Additional Data S11) also
indicated similar conservation profiles (Additional Figure
S5a, Additional Text S7). Besides, by using ab initio gene
predictions for all genomes, we verified that using different
gene prediction methods did not affect our results (Addi-
tional Text S7, Additional Figure S5b). These data suggests
that Chromosome 4 may harbor a large number of species
(or genus) specific genes.

These data led us to consider whether Chromosome 4
genes were evolutionary conserved from a common Diptera
ancestor. Thus, we assayed whether synteny blocks would
be detected between P. vanderplanki and other dipterans.
Collinear blocks were detected between P. vanderplanki and

P. pembai in all chromosomes (Figure 2B), but all other
species studied lacked such blocks on Chromosome 4 (Culi-
comorpha and Chironomidae, Figure 2C, Additional Fig-
ure S5c). Results varied in close relatives (Chironomini
tribe, e.g. P. nubifer, Chironomus tentans, Chironomus ripar-
ius, Additional Figure S3def). The lack of synteny blocks
between P. vanderplanki and other chironomids may be due
to the fragmentation of the genome assembly (i.e. P. nubifer
has 9672 scaffolds, N50 length 26kbp), preventing correct
synteny analysis. Assemblies with higher contiguity would
be required for more comprehensive analysis.

This observation led us to question where the genes on
Chromosome 4 genes originated from. By determining or-
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Table 2. Statistics of gene structure obtained by TALON

Data preparation
Category Genome Braker Final

Version Pv 5.0 Pv 5.0.1 Pv 5.2.4
Gene numbers
Category # Percent # Percent # Percent
Total genes - - 17 852 100.00% 18 990 100.00%
Total transcripts - - 19 117 107.09% 67 079 353.23%
BUSCO completeness

Insecta Diptera Insecta Diptera Insecta Diptera
Complete 98.3 95.7 98.3 95.9 98.6 96.2
Single 97.1 94.7 90.9 55.3 50.3 57.0
Duplicated 1.2 1.0 7.4 40.6 48.3 39.2
Fragmented 0.2 0.6 0.5 0.9 0.4 1.0
Missing 1.5 3.7 1.2 3.2 1.0 2.8
Mapping ratio to transcript sequences (bwa mem)
CTR-Seq mRNA-Seq reads #Reads Percent #Reads Percent #Reads Percent
Wet-1 - 95 103 034 84.24% 104 346 021 92.19%
Wet-2 - 102 208 115 84.32% 111 736 595 91.96%
D24-1 - 106 902 973 83.57% 119 406 151 93.12%
D24-2 - 101 771 203 82.68% 114 237 766 92.55%
D48 - 113 995 064 83.84% 127 677 786 93.61%
Pv11-T0 - 98 544 418 80.09% 111 471 188 90.23%
Pv11-T48 - 91 836 757 79.69% 103 011 915 89.12%
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thologs by bidirectional best hits, we observed that the genes
on Chromosome 4 have orthologs across all chromosomes
in D. melanogaster, A. aegypti, and A. gambiae (Additional
Figure 5g, Additional Text S7), indicating that this chro-
mosome was not obtained through horizontal transfer. This
also suggested that inter-chromosomal translocations have
occurred at some time point during the evolutionary tra-
jectory of chironomids, creating a mosaic conservation pat-
tern. Intriguingly, we observed that Chromosome 4 was sig-
nificantly depleted of BUSCO genes (Diptera lineage) or
Drosophila essential genes (Additional Data S13). Further-
more, higher dN/dS values were observed between 1-to-1 P.
vanderplanki and P. pembai Chromosome 4 orthologs (Ad-
ditional Figure S5h), suggesting relaxed selective pressure
on Chromosome 4 genes.

Together, these observations suggest that Chromosome 4
is not of novel origin and shares genes with all chromosomes
in other Mosquitoes. While we observed relaxed selection
on Chromosome 4 genes, we also found contradicting data
suggesting the existence of a selective pressure to remove
essential or highly conserved genes from Chromosome 4.

Novel genes on Chromosome 4 are enriched in ionotropic re-
ceptor pseudogenes

We then turned to novel genes on Chromosome 4; are there
any functions that are enriched in genes located on this
highly variable chromosome? Approximately 40% of the
P. vanderplanki- or Polypedilum-specific genes mapped to
Chromosome 4 (Figure 3A, Additional Data S14, Addi-
tional Text S8), suggesting that this chromosome might
function as a scaffold for acquisition of novel genes. We
found 327 ortholog clusters, corresponding to 653 genes,
with orthologs in all Polypedilum species but not in other
dipterans or outgroups, of which 137 genes had a Swiss-
Prot homolog (BLASTP, 1e–15). Gene ontology enrich-
ment analysis of these genes based on InterPro annotations
indicated enrichment of chemosensory functions and ion
transportation (Figure 3B, Additional Data S15). We also
observed that Chromosome 4 harbored genes that were not
expressed in any of the transcriptome samples sequenced in
this study––at nearly twice the rate of other chromosomes
(Table 3)––suggesting a higher number of pseudogenes on
Chromosome 4.

We then filtered the ortholog clusters (Clustering 1, Ad-
ditional Text S8) for Polypedilum-specific gene families. In-
triguingly, eight out of the largest 15 clusters were trans-
membrane proteins, including the LIL protein family. Pro-
teins in four clusters were annotated with the ionotropic
receptor domain 11a or 20A, but BLASTP search against
Swiss-Prot did not show homology to previously known
ionotropic receptors (E-value < 1e–15 threshold). The
largest ortholog cluster (OG0000168) was extensively dupli-
cated in P. vanderplanki (117 copies, P. pembai three copies,
P. nubifer one copy, Additional Data S16) with 45 copies on
Chromosome 4 (significantly enriched, Fisher’s exact test,
p-value = 1.38 × 10–7). Most orthologs (115/117 copies
in OG0000168), were not expressed (average TPM < 1);
we hypothesize that these are pseudogenes. High number
copies of non-expressed genes also implied transposon ac-
tivity; however, only one gene was predicted to have a Dfam

domain (DR0206503, E-value = 8.5e–05), thus showing
this protein family was not obtained from transposon ac-
tivity. Calculating dN/dS values between all P. pembai and
P. vanderplanki orthologs indicated an average of 0.51–0.55
(median 0.48–0.52, Figure 3C), considerably higher than
dN/dS values of P. pembai and P. vanderplanki 1-to-1 or-
thologs (Additional Figure 5h) or gene families of similar
size (24). These data support that this gene family may be
under relaxed selection, due to pseudogenization or its mul-
ticopy nature.

Subfunctionalization of Lea orthologs on Chromosome 4 sup-
port anhydrobiosis

Finally, we concentrated on anhydrobiosis genes on Chro-
mosome 4. All ARId loci were present in the genome, with
seven out of the nine regions being placed on Chromosome
4 (Additional Data S7). Most of these regions are located
at the latter half of Chromosome 4, which has higher nu-
cleotide diversity and lower GC ratio. This observation em-
phasized the importance of the features of Chromosome 4
indicated above, as it may possibly shape the basis of the
rapid environmental adaptation in various lineages.

ARIds are loci enriched in genes upregulated during an-
hydrobiosis entry. For example, the largest region, ARId 1,
harbors 22 LEA and 14 LIL protein coding genes. Previ-
ous studies have identified paralog specific cellular localiza-
tion, protein characteristics, and gene expression profiles of
these paralogs (12,16). We extended this analysis by con-
ducting transcriptome analysis of Pv11 cells subjected to
various stresses (Additional Figure S6, Additional Data S17
and S18) and identified differentially expressed transcripts
with stringent thresholds. Specific discussion on the analy-
sis of transcriptome profiles can be found in the Additional
text S9.

As previous studies have suggested, various genes in the
ARId regions were differentially expressed, supporting our
previous findings. We focused on the ARId1 locus, as it
harbors the most anhydrobiosis related genes duplicated in
tandem and on the same strand. Phylogenetic analysis has
indicated many of the closely located Lea paralogs origi-
nate from a single ancestor, making it an ideal circumstance
for generating subfunctionalization between paralogs. The
Pv5.2.4 gene set contains 2 178 transcripts originating from
ARId1 (corresponding to 50 genes). We detected 496 tran-
scripts with an average TPM over 1, of which approximately
281 transcripts (42 genes) were differentially expressed in
our time course transcriptome data. Grouping consecutive
genes by their regulation profiles (e.g. regulated during ei-
ther Mannitol/NaCl exposure or Trehalose precondition-
ing, or both) allowed us to divide them into four ‘Blocks’
(Figure 3D, Additional Text S10). We observed that the
Blocks expressed widely across datasets had significantly
higher isoelectric point (pI) values (average 6.87) of de-
duced proteins than the two other Lea Blocks (average 5.18
and 4.74; Tukey HSD, Figure 3E). The regulation groups
were characterized by the presence of heat shock elements
(HSEs): similarly, four out of five orthologs in Block 4
had HSEs in their upstream sequences. We have previously
shown the importance of gene regulation by Heat Shock
Factor (HSF) in Pv11 cells, thus identification of HSEs in
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Table 3. High proportion of non-expressed genes on Chromosome 4

Chromosome 1 Chromosome 2 Chromosome 3 Chromosome 4

Length (bp) 36 877 143 31% 35 209 052 30% 31 432 203 27% 14 019 908 12%

Genes
Total 5275 30% 4911 28% 4197 24% 3241 18%
No. gene/Mb 143.0 139.5 133.5 231.2
Protein coding 4908 93% 4588 93% 3918 93% 3136 97%
Non-coding 367 7% 323 7% 279 7% 105 3%
Gene TPM > 1 2987 57% 2738 56% 2215 53% 1156 36%
Gene TPM � 1 2288 43% 2173 44% 1982 47% 2085 64%
TPM > 1/Mb 81.0 77.8 70.5 82.5

Block 4 Lea paralogs would support their contribution to
anhydrobiosis. These findings suggests that paralogous an-
hydrobiosis loci, at least Lea genes in this case, may have
undergone subfunctionalization to accommodate dynamic
changes in cellular physiology that may occur during anhy-
drobiosis.

DISCUSSION

This study illustrates a single chromosome playing an im-
portant role in the rapid adaptation in P. vanderplanki,
providing evidence of chromosome-specific mechanisms of
evolution in insects in general. It is known that basal chi-
ronomid species have more diverse numbers of chromo-
somes (2n = 6–16) compared to other insects (22). Sys-

tematic karyotypic studies of polytene chromosomes in chi-
ronomid midges have shown that a change in the basic chro-
mosomal band sequence in arms A, B, C, D, E, F (rep-
resenting Chromosomes 1-3) happens only when the ba-
sic chromosomal band sequence in arm G (Chromosome
4) also changes (58). Specifically, for chironomid midges,
the fourth chromosome at the micromorphology level show
the highest variation among populations exposed to differ-
ent stresses (59). The high-order structure of the chromo-
somes may have facilitated this chromosome-level adapta-
tions. Heterochromatin (HC) is prone to fuse with itself at
low temperatures, leading to merging of chromosomes at
chromocenters, tandem chromosomal merging, reciprocal
exchange of chromosomal arms and the creation of new
cytocomplexes. HC has a nonspecific reaction to environ-
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mental stresses, such as unusual salinity or temperature,
which results in condensation-decondensation of HC at the
nuclear membrane. Also, the presence of HC provides a
high level of chromosomal reconstruction and a change in
HC content in different species could have adaptive value
(60).We have yet to validate genome-wide heterochromatin
structures; ongoing Hi-C analysis based on this chromo-
some level genome will be discussed elsewhere.

The analysis conducted in this study suggest that Chro-
mosome 4 (in its 3–12 Mb region) may be under relaxed se-
lective pressure, allowing the accumulation of heterozygotic
mutations. This enabled the acquisition of novel genes as
subfunctionalization after gene duplication is one route to
the generation of genes with new functions. We find most of
the ARIds to be in these regions, thus implicating the link
between the variable Chromosome 4 and genomic adapta-
tion against extreme stress. These observations suggest that
the variable Chromosome 4 have promoted acquisition of
novel gene sets that contributed to environmental adapta-
tions. However, how adaptive variants that produced anhy-
drobiosis mechanisms became to be fixed on Chromosome
4 remains to be identified. Determining if the size and num-
ber of chromosomes correlates with higher diversity (61)
would be another point that needs to be validated.

One element that may have caused the diversity in Chro-
mosome 4 is DNA damage. We have previously observed ex-
tensive DNA damage during larvae anhydrobiosis and the
induction of Rad51, an activator of double strand break re-
pair during recovery (9). This implies the induction of ho-
mologous recombination repair (HR) or non-homologous
end joining (NHEJ) during anhydrobiosis recovery. Our
previous transcriptome analysis of Pv11 anhydrobiosis has
revealed that NHEJ may be preferred in Pv11 cells (62),
which if the same regulation is used in insects, would suggest
some kind of regulation of HR. If this is the case, decrease of
HR may have caused inhibition of GC-biased gene conver-
sion, as it is linked with HR, thus suppressing the increase in
GC ratio seen in other organisms. Furthermore, the biased
substitution pattern indicated by the lower Ts/Tv values in
Chromosome 4 may have been caused by the inhibition of
GC-biased gene conversion. Lower Ts/Tv may also indicate
oxidative stress caused during desiccation may have caused
the oxidation of the guanosine nucleotide, causing G-to-T
transversion, which were not correctly repaired. The relaxed
selection pressure may have enhanced mutation accumula-
tion caused by NHEJ repair or nucleotide-level DNA dam-
age. Together, these mechanisms have driven the decrease
in GC ratio and increase of nucleotide diversity in Chromo-
some 4.

Moreover, we have observed decrease in gene conserva-
tion in the Y sex chromosome of D. melanogaster, similar
to what we observed in P. vanderplanki Chromosome 4. Sex
chromosomes are known to have features similar to what
we have observed in Chromosome 4, e.g. higher mutation
rates, etc. (63). Environmental adaptation through genomic
evolution on sex chromosomes in insects is rare, as we have
found only one study showing thermal adaptation in the
house fly Musca domestic linked with Y sex chromosome
genes (64). The P. vanderplanki Chromosome 4 differs from
the D. melanogaster sex chromosome as it contains much
more genes and is not highly repetitive. Chironomids lack

definitive sex chromosomes, queried through synteny anal-
ysis with Müller elements from Drosophila (65); however,
sex determining regions (SDR) and sex biased regions have
been identified by molecular and karyotyping studies. In
C. riparius, reduced recombination rate has been observed
in the Chromosome 3 SDR (66). In Polypedilum, a previ-
ous karyotyping analysis on P. nubifer has identified a sex-
biased region on Chromosome 4 (67). This may suggest that
the sex-biased region may be also conserved in P. vander-
planki Chromosome 4 and may be linked to the reduction
in recombination. Furthermore, considering that the SDR
is located on Chromosome 3 in C. riparius, establishment of
Chromosome 4 as a sex chromosome may be recent. More
studies based on this chromosome scale genome would pro-
vide a wide picture to the sex determination in this insect.

By comparison with an anhydrobiosis-incompetent rel-
ative, P. nubifer, we have previously shown that anhydro-
biosis genes (i.e. those encoding LEA, LILs, thioredoxin
proteins) have gone through massive duplication in the P.
vanderplanki genome, forming a feature known as ARIds
(11,12,16). Comparison with P. pembai suggested that the
evolution of anhydrobiosis genes within the Polypedilum
lineage may have occurred recently, at least after the di-
vergence of P. vanderplanki and P. nubifer (63–100 MYA)
(11,24,25,68). Most of these loci were located on Chromo-
some 4, emphasizing the importance of this chromosome
for adaptation against desiccation.

Close examination of genomic loci on Chromosome 4 re-
vealed two examples of genomic evolution on this chromo-
some. Chromosome 4 harbors majority of the Polypedilum
or P. vanderplanki specific genes. From functional enrich-
ment analysis, we identified a high copy number pseudo-
gene family with weak homology with ionotropic receptors.
Ionotropic receptor domains are thought to participate in
chemical stimulus sensing (69). Chemosensory genes have
been proposed to undergo subfunctionalization through
duplication, facilitating the development of novel ecological
traits (70). We observed relaxed selection in the orthologs,
together with their expression profiles support these or-
thologs being pseudogenes. This data proposes that these
genes may be remnants of gene duplication events that oc-
curred after P. vanderplanki and P. pembai diverged approx-
imately 33 MYA. It is possible that this protein family func-
tioned as a desiccation sensor in the early stages of acquisi-
tion of the anhydrobiosis machinery, but eventually became
unnecessary.

Similar to the accumulation of genus specific genes, Chro-
mosome 4 harbors most of the ARId loci. In particular,
ARId1 harbors the massively duplicated Lea and Lil genes.
Previous studies have proposed that duplication of LEA
protein genes allows their subfunctionalization to improve
adaptation to desiccation (12,71). We have observed en-
richment of HSEs in the upstream regions of Block 4 Lea
paralogs and significantly higher pI values of Block 1 par-
alogs. These observations suggest the subfunctionalization
in these paralogs; LEA proteins with pI values close to neu-
tral are expressed when cells face osmotic stress, whereas
paralogs with lower pI values are produced under other
conditions. Intrinsically disordered proteins, in particular
LEAs, have been implicated in various cellular mecha-
nisms, including phase transition and protection of cellu-
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lar molecules in anhydrobiotes (72–76). A previous study
using measles virus phosphoprotein showed that such pro-
teins are less soluble at their isoelectric points (77). If this
also is the case for P. vanderplanki LEA proteins, it may sug-
gest that duplications of LEA protein genes have occurred
to enable cellular protection when facing drastic changes in
cellular pH, such as those that may occur during trehalose
preconditioning and subsequent dehydration in Pv11 cells
or desiccation in larvae. This subfunctionalization may have
been facilitated by the relaxed selection taking place on
Chromosome 4; the loci harboring multiple Pimt paralogs
(ARId3) also shows similar signs (24). Moreover, the exis-
tence of HSEs in Block 4 Lea paralogs expands our knowl-
edge on these ARId regions; we have previously identified
HSF to be a major regulator of anhydrobiosis genes (78).
Knock out experiments using the CRISPR/Cas9 system
in Pv11 cells causes defects preventing cells from success-
fully entering anhydrobiosis (79). We anticipate examina-
tion of other ARId loci will present similar features linking
currently identified transcription factors with effective pro-
teins.

In conclusion, we present a chromosome-level genome
assembly of the anhydrobiotic midge P. vanderplanki, and
have observed for the first time, to our knowledge, the use
of a single chromosome for trial-and-error genetic modifi-
cations leading to rapid environmental adaptation. The evo-
lution of P. vanderplanki Chromosome 4 may have been fun-
damental to the rapid evolution of novel chironomid phys-
iologies, i.e. tolerance to desiccation, by accumulation of
novel genes. The relaxed selective pressure on Chromosome
4 has likely contributed to the rapidity of evolution. We pro-
vide two examples of such evolutionary experiments: sub-
functionalization of the ARId1 Lea loci that underpin an-
hydrobiosis, and pseudogenization of a 117-copy ionotropic
receptor gene family, possibly illustrating the evolutionary
trajectory of anhydrobiosis in P. vanderplanki. Acquisition
of such adaptive mechanisms may have enabled P. vander-
planki to inhabit environments where there is less compe-
tition. Together, this study demonstrates the genetic ba-
sis of desiccation tolerance within the Polypedilum genus
and infers a similar mechanism for the adaptation to ex-
treme environments in other chironomids. We await more
chromosome-level chironomid genome sequences to verify
the universality of additional chromosomes as a genetically
plastic ‘sandbox’ in which to test evolutionary strategies for
environmental adaptation in chironomids.

DATA AVAILABILITY

All sequencing data and the assembled genome obtained
in this study has been uploaded to NCBI. A Jbrowse-
based genome browser for the P. vanderplanki genome is
hosted at MidgeBase2 (https://www.midgebase.org). Raw
data and scripts used in this study were uploaded to a ded-
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annotations have been uploaded to NCBI under the ac-
cession ID PRJNA660906. The transcriptome sequencing
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vanderplanki implemented with the Braker gene prediction
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the accession JADBJN000000000. The version described in
this paper is version JADBJN010000000.

SUPPLEMENTARY DATA

Supplementary Data are available at NARGAB Online.

ACKNOWLEDGEMENTS

We thank Tomoe Shiratori for maintaining Pv11 cells and
Yoko Saito for rearing the P. vanderplanki specimens. We
also thank Jun Okada and Yuki Kikuzato-Sato for library
preparation of Pv11 cells for transcriptome sequencing. We
also acknowledge Maria Logacheva, Aleksey Penin, Mi-
wako Matsumoto and Hisayo Asao for the next generation
sequencing of the genome, and the Advanced Analysis Cen-
ter of NARO for use of data server facilities. This work was
partially supported by Functional Genomics Facility, NIBB
Core Research Facilities and Computational resources were
provided by the Data Integration and Analysis Facility, Na-
tional Institute for Basic Biology. We also appreciate the
support provided by the Kazan Federal University Strategic
Academic Leadership Program (PRIORITY-2030).

FUNDING

Japan Society for the Promotion of Science (JSPS)
KAKENHI [JP18J21155 to Y.Y., JP18H02217 to O.G.,
JP22128001 to S.S., JP23128512, JP25128714, JP17H01511
to T.K., JP16K07308 to R.C.]; Agriculture, Forestry and
Fisheries Research Council of the Ministry of Agricul-
ture, Forestry and Fisheries (www.affrc.maff.go.jp) grant
‘Strategic International Collaborative Research project’
[JPJ008837 to T.K. and R.C.]; Russian Science Foundation
[20-44-07002 to E.S.]; Platform Project for Supporting Drug
Discovery and Life Science Research (Basis for Support-
ing Innovative Drug Discovery and Life Science Research
(BINDS)) from Japan Agency for Medical Research and
Development (AMED) [JP17am0101102 to M.I.]. Funding
for open access charge: Strategic International Collabora-
tive Research project [JPJ008837 to T.K.].
Conflict of interest statement. No funding body had any role
in the design of the study and collection, analysis, and inter-
pretation of data and in writing the manuscript. None of the
authors has any competing interests.

REFERENCES
1. Pinder,L.C.V. (1986) Biology of freshwater chironomidae. Annu. Rev.

Entomol., 31, 1–23.
2. Armitage,P.D., Cranston,P.S. and Pinder,L.C.V. (1995) In: The

Chironomidae. Springer, Dordrecht, Netherlands.
3. Hinton,H.E. (1960) Cryptobiosis in the larva of Polypedilum

vanderplanki Hint. (Chironomidae). J. Insect Physiol., 5, 286–300.
4. Watanabe,M., Kikawada,T., Minagawa,N., Yukuhiro,F. and

Okuda,T. (2002) Mechanism allowing an insect to survive complete
dehydration and extreme temperatures. J. Exp. Biol., 205, 2799–2802.

5. Watanabe,M., Kikawada,T. and Okuda,T. (2003) Increase of internal
ion concentration triggers trehalose synthesis associated with
cryptobiosis in larvae of Polypedilum vanderplanki. J. Exp. Biol., 206,
2281–2286.

https://www.midgebase.org
https://github.com/Kikawada-Lab-UT-NARO/Pvanderplanki_chromosomal_genome
https://academic.oup.com/nargab/article-lookup/doi/10.1093/nargab/lqac029#supplementary-data
https://www.affrc.maff.go.jp/docs/e/index.htm


NAR Genomics and Bioinformatics, 2022, Vol. 4, No. 2 11

6. Kikawada,T., Nakahara,Y., Kanamori,Y., Iwata,K., Watanabe,M.,
McGee,B., Tunnacliffe,A. and Okuda,T. (2006) Dehydration-induced
expression of LEA proteins in an anhydrobiotic chironomid.
Biochem. Biophys. Res. Commun., 348, 56–61.

7. Watanabe,M., Nakahara,Y., Sakashita,T., Kikawada,T., Fujita,A.,
Hamada,N., Horikawa,D.D., Wada,S., Kobayashi,Y. and Okuda,T.
(2007) Physiological changes leading to anhydrobiosis improve
radiation tolerance in Polypedilum vanderplanki larvae. J. Insect
Physiol., 53, 573–579.

8. Sakurai,M., Furuki,T., Akao,K., Tanaka,D., Nakahara,Y.,
Kikawada,T., Watanabe,M. and Okuda,T. (2008) Vitrification is
essential for anhydrobiosis in an african chironomid, Polypedilum
vanderplanki. Proc. Natl. Acad. Sci. U.S.A., 105, 5093–5098.

9. Gusev,O., Nakahara,Y., Vanyagina,V., Malutina,L., Cornette,R.,
Sakashita,T., Hamada,N., Kikawada,T., Kobayashi,Y. and Okuda,T.
(2010) Anhydrobiosis-associated nuclear DNA damage and repair in
the sleeping chironomid: linkage with radioresistance. PLoS One, 5,
e14008.

10. Mitsumasu,K., Kanamori,Y., Fujita,M., Iwata,K., Tanaka,D.,
Kikuta,S., Watanabe,M., Cornette,R., Okuda,T. and Kikawada,T.
(2010) Enzymatic control of anhydrobiosis-related accumulation of
trehalose in the sleeping chironomid, Polypedilum vanderplanki.
FEBS J., 277, 4215–4228.

11. Gusev,O., Suetsugu,Y., Cornette,R., Kawashima,T.,
Logacheva,M.D., Kondrashov,A.S., Penin,A.A., Hatanaka,R.,
Kikuta,S., Shimura,S. et al. (2014) Comparative genome sequencing
reveals genomic signature of extreme desiccation tolerance in the
anhydrobiotic midge. Nat. Commun., 5, 4784.

12. Hatanaka,R., Gusev,O., Cornette,R., Shimura,S., Kikuta,S.,
Okada,J., Okuda,T. and Kikawada,T. (2015) Diversity of the
expression profiles of late embryogenesis abundant (LEA) protein
encoding genes in the anhydrobiotic midge Polypedilum vanderplanki.
Planta, 242, 451–459.

13. Ryabova,A., Mukae,K., Cherkasov,A., Cornette,R.,
Shagimardanova,E., Sakashita,T., Okuda,T., Kikawada,T. and
Gusev,O. (2017) Genetic background of enhanced radioresistance in
an anhydrobiotic insect: transcriptional response to ionizing
radiations and desiccation. Extremophiles, 21, 109–120.

14. Ryabova,A., Cornette,R., Cherkasov,A., Watanabe,M., Okuda,T.,
Shagimardanova,E., Kikawada,T. and Gusev,O. (2020) Combined
metabolome and transcriptome analysis reveals key components of
complete desiccation tolerance in an anhydrobiotic insect. Proc. Natl.
Acad. Sci. U.S.A., 117, 19209–19220.

15. Deviatiiarov,R., Ayupov,R., Laikov,A., Shagimardanova,E.,
Kikawada,T. and Gusev,O. (2020) Diversity and regulation of
S-adenosylmethionine dependent methyltransferases in the
anhydrobiotic midge. Insects, 11, 634.

16. Voronina,T.A., Nesmelov,A.A., Kondratyeva,S.A.,
Deviatiiarov,R.M., Miyata,Y., Tokumoto,S., Cornette,R.,
Gusev,O.A., Kikawada,T. and Shagimardanova,E.I. (2020) New
group of transmembrane proteins associated with desiccation
tolerance in the anhydrobiotic midge Polypedilum vanderplanki. Sci.
Rep., 10, 11633.

17. Kim,B.Y., Wang,J.R., Miller,D.E., Barmina,O., Delaney,E.,
Thompson,A., Comeault,A.A., Peede,D., D’Agostino,E.R., Pelaez,J.
et al. (2021) Highly contiguous assemblies of 101 drosophilid
genomes. Elife, 10, e66405.

18. Gregory,T.R. and Johnston,J.S. (2008) Genome size diversity in the
family Drosophilidae. Heredity (Edinb), 101, 228–238.

19. Su,K.F.Y., Puniamoorthy,J., Ozsu,N., Srivathsan,A. and Meier,R.
(2016) Evolutionary analysis identifies multiple genome expansions
and contractions in sepsidae (Diptera) and suggests targets for future
genomic research. Cladistics, 32, 308–316.

20. Cornette,R., Gusev,O., Nakahara,Y., Shimura,S., Kikawada,T. and
Okuda,T. (2015) Chironomid midges (Diptera, Chironomidae) show
extremely small genome sizes. Zoolog. Sci., 32, 248–254.

21. Blackmon,H., Ross,L. and Bachtrog,D. (2017) Sex determination, sex
chromosomes, and karyotype evolution in insects. J. Hered., 108,
78–93.

22. Petrova,N.A. and Zhirov,S.V. (2014) Characteristics of the karyotypes
of three subfamilies of chironomids (Diptera, Chironomidae:
Tanypodinae, Diamesinae, Prodiamesinae) of the world fauna.
Entomol. Rev., 94, 157–165.

23. Petrova,N.A., Cornette,R., Shimura,S., Gusev,O.A., Pemba,D.,
Kikawada,T., Zhirov,S.V. and Okuda,T. (2015) Karyotypical
characteristics of two allopatric African populations of anhydrobiotic
Polypedilum Kieffer, 1912 (Diptera, Chironomidae) originating from
Nigeria and Malawi. Comp. Cytogenet., 9, 173–188.

24. Shaikhutdinov,N.M., Klink,G.V., Garushyants,S.K., Kozlova,O.S.,
Cherkasov,A.V., Kikawada,T., Okuda,T., Pemba,D.,
Deviatiiarov,R.M., Gazizova,G.R. et al. (2020) Population genomics
of two closely related anhydrobiotic midges reveals differences in
adaptation to extreme desiccation. bioRxiv doi:
https://doi.org/10.1101/2020.08.19.255828, 20 August 2020, preprint:
not peer reviewed.

25. Cornette,R., Yamamoto,N., Yamamoto,M., Kobayashi,T.,
Petrova,N.A., Gusev,O., Shimura,S., Kikawada,T., Pemba,D. and
Okuda,T. (2017) A new anhydrobiotic midge from Malawi,
Polypedilum pembai sp n. (Diptera: Chironomidae), closely related to
the desiccation tolerant midge, Polypedilum vanderplanki Hinton.
Syst. Entomol., 42, 814–825.

26. Grapotte,M., Saraswat,M., Bessière,C., Menichelli,C.,
Ramilowski,J.A., Severin,J., Hayashizaki,Y., Itoh,M., Tagami,M.,
Murata,M. et al. (2021) Discovery of widespread transcription
initiation at microsatellites predictable by sequence-based deep neural
network. Nat. Commun., 12, 3297.

27. Rao,S.S., Huntley,M.H., Durand,N.C., Stamenova,E.K.,
Bochkov,I.D., Robinson,J.T., Sanborn,A.L., Machol,I., Omer,A.D.,
Lander,E.S. et al. (2014) A 3D map of the human genome at kilobase
resolution reveals principles of chromatin looping. Cell, 159,
1665–1680.

28. Wences,A.H. and Schatz,M.C. (2015) Metassembler: merging and
optimizing de novo genome assemblies. Genome Biol., 16, 207.

29. Ye,C., Hill,C.M., Wu,S., Ruan,J. and Ma,Z.S. (2016) DBG2OLC:
efficient assembly of large genomes using long erroneous reads of the
third generation sequencing technologies. Sci. Rep., 6, 31900.

30. Chin,C.S., Alexander,D.H., P.,Marks., Klammer,A.A., Drake,J.,
Heiner,C., Clum,A., Copeland,A., Huddleston,J., Eichler,E.E. et al.
(2013) Nonhybrid, finished microbial genome assemblies from
long-read SMRT sequencing data. Nat. Methods, 10, 563–569.

31. Kajitani,R., Toshimoto,K., Noguchi,H., Toyoda,A., Ogura,Y.,
Okuno,M., Yabana,M., Harada,M., Nagayasu,E., Maruyama,H.
et al. (2014) Efficient de novo assembly of highly heterozygous
genomes from whole-genome shotgun short reads. Genome Res., 24,
1384–1395.

32. Hoff,K.J., Lange,S., Lomsadze,A., Borodovsky,M. and Stanke,M.
(2016) BRAKER1: unsupervised RNA-Seq-Based genome
annotation with GeneMark-ET and AUGUSTUS. Bioinformatics,
32, 767–769.

33. Wyman,D., Balderrama-Gutierrez,G., Reese,F., Jiang,S.,
Rahmanian,S., Forner,S., Matheos,D., Zeng,W., Williams,B.,
Trout,D. et al. (2020) A technology-agnostic long-read analysis
pipeline for transcriptome discovery and quantification. bioRxiv doi:
https://doi.org/10.1101/672931, 18 June 2019, preprint: not peer
reviewed.

34. Simao,F.A., Waterhouse,R.M., Ioannidis,P., Kriventseva,E.V. and
Zdobnov,E.M. (2015) BUSCO: assessing genome assembly and
annotation completeness with single-copy orthologs. Bioinformatics,
31, 3210–3212.

35. Van der Auwera,G.A., Carneiro,M.O., Hartl,C., Poplin,R., Del
Angel,G., Levy-Moonshine,A., Jordan,T., Shakir,K., Roazen,D.,
Thibault,J. et al. (2013) From FastQ data to high confidence variant
calls: the genome analysis toolkit best practices pipeline. Curr. Protoc.
Bioinformatics, 43,11.10.1–11.10.33.

36. Sedlazeck,F.J., Rescheneder,P., Smolka,M., Fang,H., Nattestad,M.,
von Haeseler,A. and Schatz,M.C. (2018) Accurate detection of
complex structural variations using single-molecule sequencing. Nat.
Methods, 15, 461–468.

37. Cingolani,P., Platts,A., Wang le,L., Coon,M., Nguyen,T., Wang,L.,
Land,S.J., Lu,X. and Ruden,D.M. (2012) A program for annotating
and predicting the effects of single nucleotide polymorphisms, snpeff:
SNPs in the genome of Drosophila melanogaster strain w1118; iso-2;
iso-3. Fly (Austin), 6, 80–92.

38. Kofler,R., Pandey,R.V. and Schlotterer,C. (2011) PoPoolation2:
identifying differentiation between populations using sequencing of
pooled DNA samples (Pool-Seq). Bioinformatics, 27, 3435–3436.

https://doi.org/10.1101/2020.08.19.255828
https://doi.org/10.1101/672931


12 NAR Genomics and Bioinformatics, 2022, Vol. 4, No. 2

39. Li,H. (2011) A statistical framework for SNP calling, mutation
discovery, association mapping and population genetical parameter
estimation from sequencing data. Bioinformatics, 27, 2987–2993.

40. Quinlan,A.R. and Hall,I.M. (2010) BEDTools: a flexible suite of
utilities for comparing genomic features. Bioinformatics, 26, 841–842.

41. Arakawa,K., Mori,K., Ikeda,K., Matsuzaki,T., Kobayashi,Y. and
Tomita,M. (2003) G-language genome analysis environment: a
workbench for nucleotide sequence data mining. Bioinformatics, 19,
305–306.

42. Keller,O., Kollmar,M., Stanke,M. and Waack,S. (2011) A novel
hybrid gene prediction method employing protein multiple sequence
alignments. Bioinformatics, 27, 757–763.

43. Grabherr,M.G., Haas,B.J., Yassour,M., Levin,J.Z., Thompson,D.A.,
Amit,I., Adiconis,X., Fan,L., Raychowdhury,R., Zeng,Q. et al.
(2011) Full-length transcriptome assembly from RNA-Seq data
without a reference genome. Nat. Biotechnol., 29, 644–652.

44. Emms,D.M. and Kelly,S. (2015) OrthoFinder: solving fundamental
biases in whole genome comparisons dramatically improves
orthogroup inference accuracy. Genome Biol., 16, 157.

45. Buchfink,B., Xie,C. and Huson,D.H. (2015) Fast and sensitive
protein alignment using DIAMOND. Nat. Methods, 12, 59–60.

46. Wang,Y., Tang,H., Debarry,J.D., Tan,X., Li,J., Wang,X., Lee,T.H.,
Jin,H., Marler,B., Guo,H. et al. (2012) MCScanX: a toolkit for
detection and evolutionary analysis of gene synteny and collinearity.
Nucleic Acids Res., 40, e49.

47. Bandi,V. and Gutwin,C. (2020) In: Proceedings of the 46th Graphics
Interface Conference on Proceedings of Graphics Interface 2020.
Canadian Human-Computer Communications Society, Waterloo,
CAN.

48. Yang,Z. (2007) PAML 4: phylogenetic analysis by maximum
likelihood. Mol. Biol. Evol., 24, 1586–1591.

49. Suyama,M., Torrents,D. and Bork,P. (2006) PAL2NAL: robust
conversion of protein sequence alignments into the corresponding
codon alignments. Nucleic Acids Res., 34, W609–W612.

50. Katoh,K. and Standley,D.M. (2013) MAFFT multiple sequence
alignment software version 7: improvements in performance and
usability. Mol. Biol. Evol., 30, 772–780.

51. Beissbarth,T. and Speed,T.P. (2004) GOstat: find statistically
overrepresented gene ontologies within a group of genes.
Bioinformatics, 20, 1464–1465.

52. Li,B. and Dewey,C.N. (2011) RSEM: accurate transcript
quantification from RNA-Seq data with or without a reference
genome. BMC Bioinf., 12, 323.

53. Love,M.I., Huber,W. and Anders,S. (2014) Moderated estimation of
fold change and dispersion for RNA-seq data with DESeq2. Genome
Biol., 15, 550.

54. Robinson,M.D., McCarthy,D.J. and Smyth,G.K. (2010) edgeR: a
bioconductor package for differential expression analysis of digital
gene expression data. Bioinformatics, 26, 139–140.

55. Supek,F., Bosnjak,M., Skunca,N. and Smuc,T. (2011) REVIGO
summarizes and visualizes long lists of gene ontology terms. PLoS
One, 6, e21800.

56. Yoshida,Y., Koutsovoulos,G., Laetsch,D.R., Stevens,L., Kumar,S.,
Horikawa,D.D., Ishino,K., Komine,S., Kunieda,T., Tomita,M. et al.
(2017) Comparative genomics of the tardigrades Hypsibius dujardini
and Ramazzottius varieornatus. PLoS Biol., 15, e2002266.

57. Kelley,J.L., Peyton,J.T., Fiston-Lavier,A.S., Teets,N.M., Yee,M.C.,
Johnston,J.S., Bustamante,C.D., Lee,R.E. and Denlinger,D.L. (2014)
Compact genome of the antarctic midge is likely an adaptation to an
extreme environment. Nat. Commun., 5, 4611.

58. Polukonova,N.V. (2005) A comparative morphological analysis of the
midges, Ch. curabilis and Ch. nuditarsis (Chirononidae, Diptera). 1.
Preimaginal stages. Zool. Zh., 84, 367–370.

59. Durnova,N.A. (2010) Dissertation, Zoological Institute of Russian
Academy of Sciences. Saint Petersburg, Russia.

60. Polukonova,N.V., Shaternikov,A.N. and Karmokov,M.K. (2015)
Inversion polymorphism of non-biting midges Camptochirono
mustentans (Fabricius) 1805 (Diptera, Chironomidae) from
populations of the Lower Volga region and Central Caucasus. Russ.
J. Genet., 51, 22–32.

61. Newman,L.J. (1977) Chromosomal evolution of the Hawaiian
Telmatogeton (Chironomidae, Diptera). Chromosoma, 64, 349–369.

62. Yamada,T.G., Suetsugu,Y., Deviatiiarov,R., Gusev,O., Cornette,R.,
Nesmelov,A., Hiroi,N., Kikawada,T. and Funahashi,A. (2018)
Transcriptome analysis of the anhydrobiotic cell line Pv11 infers the
mechanism of desiccation tolerance and recovery. Sci. Rep., 8, 17941.

63. Charlesworth,D. (2017) Evolution of recombination rates between sex
chromosomes. Philos. Trans. R. Soc. Lond. B Biol. Sci., 372,
20160456.

64. Delclos,P.J., Adhikari,K., Hassan,O., Cambric,J.E., Matuk,A.G.,
Presley,R.I., Tran,J., Sriskantharajah,V. and Meisel,R.P. (2021)
Thermal tolerance and preference are both consistent with the clinal
distribution of house fly proto-Y chromosomes. Evol. Lett., 5,
495–506.

65. Vicoso,B. and Bachtrog,D. (2015) Numerous transitions of sex
chromosomes in diptera. PLoS Biol., 13, e1002078.

66. Schmidt,H., Hellmann,S.L., Waldvogel,A.M., Feldmeyer,B.,
Hankeln,T. and Pfenninger,M. (2020) A high-quality genome
assembly from short and long reads for the Non-biting midge
Chironomus riparius (Diptera). G3 (Bethesda), 10, 1151–1157.

67. Porter,D.L. and Martin,J. (1977) The cytology of Polypedilum nubifer
(Diptera: Chironomidae). Caryologia, 30, 41–62.

68. Cranston,P.S., Hardy,N.B. and Morse,G.E. (2012) A dated molecular
phylogeny for the Chironomidae (Diptera). Syst. Entomol., 37,
172–188.

69. Benton,R., Vannice,K.S., Gomez-Diaz,C. and Vosshall,L.B. (2009)
Variant ionotropic glutamate receptors as chemosensory receptors in
Drosophila. Cell, 136, 149–162.

70. Sanchez-Gracia,A., Vieira,F.G. and Rozas,J. (2009) Molecular
evolution of the major chemosensory gene families in insects.
Heredity (Edinb), 103, 208–216.

71. Pouchkina-Stantcheva,N.N., McGee,B.M., Boschetti,C., Tolleter,D.,
Chakrabortee,S., Popova,A.V., Meersman,F., Macherel,D.,
Hincha,D.K. and Tunnacliffe,A. (2007) Functional divergence of
former alleles in an ancient asexual invertebrate. Science, 318,
268–271.

72. Yamaguchi,A., Tanaka,S., Yamaguchi,S., Kuwahara,H.,
Takamura,C., Imajoh-Ohmi,S., Horikawa,D.D., Toyoda,A.,
Katayama,T., Arakawa,K. et al. (2012) Two novel heat-soluble
protein families abundantly expressed in an anhydrobiotic tardigrade.
PLoS One, 7, e44209.

73. Tanaka,S., Tanaka,J., Miwa,Y., Horikawa,D.D., Katayama,T.,
Arakawa,K., Toyoda,A., Kubo,T. and Kunieda,T. (2015) Novel
mitochondria-targeted heat-soluble proteins identified in the
anhydrobiotic tardigrade improve osmotic tolerance of human cells.
PLoS One, 10, e0118272.

74. van der Lee,R., Buljan,M., Lang,B., Weatheritt,R.J.,
Daughdrill,G.W., Dunker,A.K., Fuxreiter,M., Gough,J., Gsponer,J.,
Jones,D.T. et al. (2014) Classification of intrinsically disordered
regions and proteins. Chem. Rev., 114, 6589–6631.

75. Boothby,T.C., Tapia,H., Brozena,A.H., Piszkiewicz,S., Smith,A.E.,
Giovannini,I., Rebecchi,L., Pielak,G.J., Koshland,D. and
Goldstein,B. (2017) Tardigrades use intrinsically disordered proteins
to survive desiccation. Mol. Cell, 65, 975–984.

76. Hatanaka,R., Hagiwara-Komoda,Y., Furuki,T., Kanamori,Y.,
Fujita,M., Cornette,R., Sakurai,M., Okuda,T. and Kikawada,T.
(2013) An abundant LEA protein in the anhydrobiotic midge,
PvLEA4, acts as a molecular shield by limiting growth of aggregating
protein particles. Insect Biochem. Mol. Biol., 43, 1055–1067.

77. Tedeschi,G., Mangiagalli,M., Chmielewska,S., Lotti,M., Natalello,A.
and Brocca,S. (2017) Aggregation properties of a disordered protein
are tunable by pH and depend on its net charge per residue. Biochim.
Biophys. Acta Gen. Subj., 1861, 2543–2550.

78. Mazin,P.V., Shagimardanova,E., Kozlova,O., Cherkasov,A.,
Sutormin,R., Stepanova,V.V., Stupnikov,A., Logacheva,M.,
Penin,A., Sogame,Y. et al. (2018) Cooption of heat shock regulatory
system for anhydrobiosis in the sleeping chironomid Polypedilum
vanderplanki. Proc. Natl. Acad. Sci. U.S.A., 115, E2477–E2486.

79. Tokumoto,S., Miyata,Y., Deviatiiarov,R., Yamada,T.G., Hiki,Y.,
Kozlova,O., Yoshida,Y., Cornette,R., Funahashi,A.,
Shagimardanova,E. et al. (2021) Genome-wide role of HSF1 in
tanscriptional regulation of desiccation tolerance in the anhydrobiotic
cell line, Pv11. Int. J. Mol. Sci., 22, 5798.


