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Bacteria have a profound influence on life history and reproduction of numerous 
insects, while the associations between hosts and bacteria are substantially 
influenced by environmental pressures. Cold storage is crucial for extending 
the shelf life of insects used as tools for biological control, but mostly causes 
detrimental effects. In this study, we  observed a great decrease in egg hatch 
rate of cold-stored Harmonia axyridis during the later oviposition periods. 
Furthermore, most eggs produced by their F1 offspring exhibited complete loss 
of hatchability. We hypothesized that long-term exposure to cold may greatly 
alter the bacterial community within the reproductive tracts of H. axyridis, which 
may be  an important factor contributing to the loss of egg viability. Through 
sequencing of the 16S rRNA gene, we discovered considerable changes in the 
bacterial structure within the reproductive tracts of female cold-stored beetles 
(LCS_F) compared to non-stored beetles (Control_F), with a notable increase 
in unclassified_f_Enterobacteriaceae in LCS_F. Furthermore, in accordance with 
the change of egg hatchability, we observed a slight variation in the microbial 
community of eggs produced by cold-stored beetles in early (Egg_E) and later 
(Egg_L) oviposition periods as well as in eggs produced by their F1 offspring (Egg_
F1). Functional predictions of the microbial communities revealed a significant 
decrease in the relative abundance of substance dependence pathway in LCS_F. 
Moreover, this pathway exhibited relatively lower abundance levels in both Egg_L 
and Egg_F1 compared to Egg_E. These findings validate that long-term cold 
storage can greatly modify the bacterial composition within H. axyridis, thereby 
expanding our understanding of the intricate bacteria-insect host interactions.
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Introduction

Studying microorganisms is a fundamental aspect to understand insect biology (Dillon 
and Dillon, 2004). The insect-bacteria association constitutes a common symbiotic interaction 
and is known to regularly alter the life history of the host (Moran and Baumann, 2000; Oliver 
et al., 2010; Bennett and Moran, 2013; Salem et al., 2015). While extensive research has been 
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conducted on gut bacteria and their functions, our understanding of 
the microbiome within the reproductive tract remains comparatively 
limited (Zhao et al., 2022). Remarkably, bacteria residing within or 
transmitted through reproductive tissues exert profound influences 
on host reproduction, health, and evolutionary processes (Perlmutter 
and Bordenstein, 2020). In particular, copulation exposes both male 
and female to their partner’s gonad-associated bacteria, and dysbiosis 
in either sex can affect the other, significantly impairing their joint and 
individual fitness (Otti, 2015; Bellinvia et al., 2020a). Additionally, the 
reproductive system has been identified as a potential route for 
transgenerational bacterial inoculation (Lavy et al., 2020), thereby 
enabling eggs to acquire bacteria through transovarial and/or parental 
transmission routes (Perlmutter and Bordenstein, 2020).

For a given insect species, its microbiomes are usually dynamic 
and influenced by a series of environmental factors, including diet and 
climate (Bellinvia et al., 2020b). Extensive research has been conducted 
on the impact of dietary factors. For example, Aphis fabae Scopoli 
feeding Lamium purpureum L. attained high densities of Regiella 
insecticola and Hamiltonella defensa compared to that consuming 
Vicia faba L. (Chandler et al., 2008). Crickets fed with a chemically 
defined diet displayed a predominant Bacteroidetes in the gut, 
representing 74% ± 10% of the total bacteria, almost twice as much 
compared to the cat chow-fed crickets (Ng et  al., 2018). Thermal 
conditions are also important factors determining the insect-symbiont 
interactions; furthermore, many microbes themselves are sensitive to 
thermal variability. Previous studies have extensively explored the 
effects of heat stress (Tougeron and Iltis, 2022). However, there is 
limited reporting on the variability of bacteria and host-bacteria 
associations under cold conditions.

Harmonia axyridis (Pallas) is an important natural enemy of 
aphids and is also recognized as a notorious invasive species (Brown 
et al., 2011; Camacho-Cervantes et al., 2017). This ladybird beetle 
harbors a myriad of endosymbiotic microbes throughout life stages, 
with higher richness and diversity of bacterial community observed 
in eggs, followed by adults and pupae (Du et al., 2022). In recent 
years, several studies have been conducted to reveal the response of 
H. axyridis’s bacterial community to changes in food source or 
pesticide pressure. Huang et al. (2022) found that the diversity of gut 
microbiota was greatly affected by food sources (Acyrthosiphon 
pisum Harris, Diaphorina citri Kuwayama, and artificial diets). For 
example, the Enterobacteriaceae exhibited the highest abundance on 
diet with D. citri, whereas the Staphylococcaceae demonstrated the 
highest abundance on artificial diet. Wang et al. (2022) observed an 
increase in intestinal microorganism abundance when conspecific 
eggs plus aphids were consumed, while a decrease was noted when 
Coccinella septempunctata L. eggs plus aphids were ingested. In 
addition, Luo et al. (2023) observed a significant increase in the 
abundance of Enterococcus, Serratia, and Enterobacter following 
consumption of azadirachtin-treated Spodoptera frugiperda 
(J.E. Smith) larvae.

As a biological control agent, H. axyridis is widely used to control 
many agricultural and forest pests due to its high fertility and strong 
predatory capacity (Kenis et al., 2020). However, low-temperature 
storage logistics have emerged as a critical impediment to the large-
scale application of this beetle in pest management (Wu et al., 2016; 
Tang et al., 2017). In our previous study involving laboratory-reared 
adults, a 120-day cold storage resulted in a significant decline in egg 
hatch rate starting from day 6, eventually reaching near-zero on days 

13–15. In coccinellids, the manipulation of host reproduction by 
bacteria (e.g., Spiroplasma and Wolbachia) has been extensively 
documented (Hurst and Jiggins, 2000; Elnagdy et al., 2011, 2013). In 
this study, we  aimed to investigate the impact of long-term cold 
storage on the bacterial composition of H. axyridis while inducing a 
decrease in egg hatchability. To achieve this objective, we analyzed the 
bacterial composition in the reproductive tracts of both cold-stored 
and non-stored adults. Additionally, we  examined the changes in 
bacterial communinty in eggs produced by cold-stored beetles during 
early and later oviposition periods as well as in eggs produced by their 
F1 offspring with different hatchabilities. Specifically, adult beetles 
were subjected to storage at a temperature of 5°C for up to 120 days to 
induce more severe cold stress compared to our previous study where 
storage was conducted at 6°C (Sun et al., 2022). The findings of this 
study will broaden our understanding of the impacts of environmental 
factors on bacterial composition and on bacteria-insect host 
interactions. Additionally, these results will aid in elucidating the 
mechanisms underlying the sublethal effects induced by cold storage 
on natural enemies.

Materials and methods

Insects

Three pairs of H. axyridis f. succinea were collected from the field 
of the broad bean V. faba at Gansu Agricultural University, Lanzhou, 
Gansu Province, China in early spring 2021. In our laboratory, the 
beetles were continuously reared using the green morph pea aphid 
A. pisum. The aphid colony was established in nylon cages 
(45 × 45 × 45 cm) containing broad bean seedlings. All insects were 
maintained under controlled conditions in an insectary (25 ± 1°C with 
60% RH, and a photoperiod 14: 10 L: D).

To provide sufficient adults for cold storage, newly hatched 
H. axyridis larvae were reared in specially designed containers 
(95.38 cm3) at a density of 32 larvae per container (Sun et al., 2021) 
during the period from October to November 2022. The larvae 
received a daily refreshed A. pisum and their development stages were 
monitored once a day. The newly emerged adults were utilized for 
subsequent experimental procedures.

Cold storage treatments and preparation 
of reproductive tract samples

Before subjecting H. axyridis adults to cold storage, they 
underwent a period of pre-storage feeding and cold acclimation 
following the methods described in our previous studies (Sun et al., 
2019, 2022). In brief, female and male adults were separately reared in 
plastic Petri dishes (9 cm in diameter) at a density of 6–8 adults per 
dish. They were kept in an incubator (RDN-300D-5, Ningbo Southeast 
Instrument Co., LTD, Zhejiang, China) at 25 ± 1°C with 60% RH and 
a photoperiod 14: 10 L: D. Each dish was provided with three diet 
patches (approximately 0.2 mL each), which were refreshed every 
other day. Additionally, two cotton balls immersed with distilled water 
were supplied for water provision. Ten days later, the adults were 
transferred to another incubator and kept at 15 ± 1°C for 2 days of cold 
acclimation. Subsequently, the 13-day old adults were stored at a 
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temperature of 5°C within a refrigerator (under full darkness 
condition) for long-term cold storage of 120 days (LCS group). After 
storage, the live adults (42 females and 50 males) were quickly killed 
in liquid nitrogen and stored in a −80°C ultra low-temperature 
refrigerator until used. Meanwhile, non-stored beetles (31 females and 
40 males), which underwent identical pre-storage feeding and cold 
acclimation periods, were also stored at −80°C serving as the 
control group.

The reproductive tracts of adult beetles from the LCS group and 
those from the control group were dissected according to the protocols 
outlined by Huang et al. (2022) and Du et al. (2022). The adult surface 
was sterilized by immersion in 70% absolute ethanol for 3 min and 
rinsed three times in sterile phosphate-buffered saline. The animals 
were then dissected aseptically in a sterile phosphate-buffered saline 
solution. 70% absolute ethanol and flame were used for the sterilization 
of the workstation and dissection tools, respectively. Excised 
reproductive tracts were collected in 1.5-ml sterile centrifuge tubes, 
and female and male samples of LCS and control group were named 
LCS_F, Control_F, LCS_M, and Control_M, respectively. Each sample 
had three replicates.

Reproductive performances of cold-stored 
beetles and preparation of egg samples

To further monitor changes in the egg bacterial communities 
associated with variable viability in cold-stored beetles, eight pairs 
LCS group beetles were transferred to 25 ± 1°C and reared with 
A. pisum. Each pair were placed in a plastic Petri dish (9 cm in 
diameter) and their egg production was monitored once a day. During 
the experiment, unfortunate mortality occurred for one female and 
one male beetle from different pairs, resulting in the exclusion of these 
two pairs from analysis. When egg production started, eggs produced 
over the subsequent 20 days were collected. Eggs produced on day 4, 
8, 12, 16, and 20 were stored at −80°C for bacterial detection (at each 
time point, eggs from the six pairs were pooled together), while those 
produced on other periods were incubated at 25°C to determine 
hatchability (Egg_F0, eggs from each pair were kept separately in 
individual plastic petri dishes). Furthermore, 15 neonate larvae 
emerged from the eggs produced on days 9–10 were consistently 
reared with A. pisum. A total of six pairs of adult beetles (F1 offspring 
of cold-stored beetles) were obtained and their eggs were collected for 
bacterial detection or determination of egg viability (Egg_F1) using 
the same methods as described in their parental generation (F0) 
(Figure 1).

We found that eggs produced by cold-stored beetles on days 1–3 
and 5–7 had relatively high hatch rates, whereas those produced on 
days 13–15 and 17–19 showed extremely low hatchability. Therefore, 
we combined eggs collected on day 4 and 8 to represent early stage 
samples (Egg_E), while pooled eggs from day 16 and 20 were used 
as late stage samples (Egg_L). Furthermore, the F1 offspring of cold-
stored beetles consistently yielded eggs with low hatch rates. Thus, 
pooled eggs from day 8, 12, 16, and 20 were used to represent the 
F1 generation samples (Egg_F1). Following methods described by 
Du et  al. (2022), the egg samples, 100  in each replicate, were 
sterilized by washing them with 70% ethanol for 30 s, followed by 
rinsing thrice with phosphate-buffered saline solution. Each sample 
had three replicates.

DNA extraction and PCR amplification

Total bacterial genomic DNA was extracted from ladybird reproductive 
tracts and eggs using the TIANamp Genomic DNA Kit (TIANGEN 
Biotech, Beijing, China). The concentration and the integrity of extracted 
DNA were quantified using the NanoDrop 2000C spectrophotometer 
(Thermo Scientific, United States) and 1% (w/v) agarose gel electrophoresis, 
respectively. Then the V3-V4 region of the bacterial 16S rRNA gene was 
amplified using primer 338F 5-ACTCCTACGGGAGGCAGCAG-3 and 
806R 5-GGACTACHVGGGTWTCTAAT-3 (Chu et al., 2015) using a 
GeneAmp 9700 thermocycler PCR system (ABI, United States). The PCR 
components included 10 ng of template DNA, 4 μL of 5 × FastPfu buffer, 
2 μL of 2.5 mM dNTPs, 0.4 μL of FastPfu polymerase, 0.8 μL (5 μM) of each 
primer, and nuclease-free water. The PCR was run at 95°C for 3 min, 
29 cycles at 95°C for 30 s, 53°C for 30 s, and 72°C for 45 s with a final 
extension of 10 min at 72°C. The PCR products were visualized on 2% (w/v) 
agarose gels after amplification.

Illumina MiSeq platform sequencing

The PCR products were excised from 2% (w/v) agarose gels, 
purified using the AxyPrep DNA Gel Extraction Kit (Axygen 
Biosciences, Union City, CA, United States), and quantified using 
QuantiFluor™-ST (Promega, United  States) according to the 
manufacturer’s protocol. The purified amplicons were pooled in 
equimolar amounts, and sequencing was conducted on an Illumina 
MiSeq PE300 platform at Majorbio Co., Ltd. (Shanghai, China).

Data analysis

Statistical analysis was performed using R software (R Core 
Team, 2020). The non-parametric Kruskal-Wallis test was used for 
the analysis of the three-day average egg hatch rates of Egg_F0 and 
Egg_F1, respectively. When a significant difference was detected 
(p < 0.05), the Mann–Whitney U-test with Bonferroni correction was 
used for multiple comparisons (Ghazy et al., 2014). The independent 
sample t test was used to compare the differences between Egg_F0 
and Egg_F1.

For bacteria community, raw sequence reads were demultiplexed, 
quality-filtered using Trimmomatic, and merged using FLASH 
(Mago and Salzberg, 2011). Sequence analysis was performed with 
Uparse software. Sequences with ≥97% similarity were assigned to 
the same OTUs (Edgar, 2013). Subsequently, all effective 16S rRNA 
gene sequences were aligned against the SILVA (SSU132) 16S rRNA 
database. Then, through the Ribosomal Database Project Classifier 
(Quast et  al., 2012), the species classification information 
corresponding to each OTU was obtained using a 70% confidence 
threshold. Using MOTHUR, alpha diversity is applied in analyzing 
complexity of species diversity for a sample through 3 indices, 
including Shannon (community diversity), Chao (community 
richness), and Good’s coverage (sequencing depth) (Schloss et al., 
2009; Caporaso et al., 2010). Differences in alpha diversity between 
groups were compared using a one-way ANOVA for normally 
distributed data; non-normally distributed samples were subjected 
to the Kruskal-Wallis test for comparison between groups. Beta 
diversity analysis was used to evaluate differences of samples in 
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species complexity using Unweighted and Weighted UniFrac 
distance metrics (Lozupone and Knight, 2005) principal coordinates 
analysis (PCoA). The significance of differentiation of microbiota 
structure among groups was assessed by adonis with 999 
permutations (Oksanen et  al., 2019). The venn diagram was 
implemented using the Venn Diagram R package. To detect potential 
biomarkers, the linear discriminant analysis (LDA) effect size 
(LEfSe) method was used based on a normalized relative abundance 
matrix. The LEfSe method uses the Kruskal-Wallis test to identify 
features with significant differences among different groups of 
H. axyridis and performs LDA to evaluate the effect size of each 
feature (Segata et al., 2011). In addition, Phylogenetic Investigation 
of Communities by Reconstruction of Unobserved States (PICRUSt) 
was used to predict the Kyoto Encyclopedia of Genes and Genomes 
(KEGG) category and obtain the levels of metabolic pathway 
information (Langille et al., 2013).

Results

Reproductive performances of long-term 
cold-stored Harmonia axyridis adults

Egg_F0, produced by cold-stored beetles, exhibited a significant 
decrease in three-day average hatch rates as the oviposition period 
increased. Specifically, the hatch rates were above 35.6% on days 1–3 

and 5–7 but dropped below 7% on days 13–15 (6.2%) and 17–19 
(0.7%) (χ2 = 14.653, df = 4, p = 0.005). However, the hatch rates of 
Egg_F1 remained consistently low throughout the entire oviposition 
period of 20 days with only a fraction of viable eggs observed within 
the first 10 days (still less than 2.0%) (χ2 = 7.203, df = 4, p = 0.126). 
Meanwhile, it was found that the egg hatch rates on days 1–3 and 
5–7 were significantly lower for Egg_F1 compared to those for Egg_
F0 (1–3 d: t =  8.600, df = 10, p  < 0.001; 5–7 d: t =  2.680, df = 10, 
p = 0.023) (Figure 2).

Microbial community of adult reproductive 
tracts under cold storage

The PCoA based on Unifrac distances showed 39.28 and 
24.70% variability in the data, respectively. Relatively short 
distances were detected between long-term cold-stored male 
beetles (LCS_M) and control non-stored male beetles 
(Control_M). However, a significant separation was observed 
between long-term cold-stored female beetles (LCS_F) and 
control non-stored female beetles (Control_F) (p  = 0.004), 
indicating a substantial impact of cold storage on the microbial 
communities within the female reproductive tract (Figure 3A). 
Moreover, Control_F had more OTUs (597) and a greater 
proportion (7.7%) of unique ones as compared to LCS_F (559 
OTUs, 1.4% of unique ones) (Figure 3B). All samples had a Good 

FIGURE 1

An overview of the experimental design. Briefly, newly emerged adults of Harmonia axyridis were reared on an artificial diet at 25°C for 10  days, 
followed by exposure to 15°C for 2  days. After that, the adults were divided into two groups: one group was directly used for obtaining reproductive 
tract samples for bacteria detection (Control group), while the other group was stored at 5°C for 120  days and then used for obtaining reproductive 
samples (LCS group). Additionaly, 6 pairs of cold stored beetles as well as their F1 offsprings were reared to collect eggs either for bacteria detection or 
hatch rate determination. Specifically, pooled eggs produced by cold stored beetles on day 4 and 8 (Egg_E) as well as on day 16 and 20 (Egg_L), along 
with pooled eggs produced by F1 offsprings on day 4, 8, 12, 16, and 20 (Egg_F1), were used for bacteria detection. Eggs produced on other days by 
cold stored beetles (Egg_F0) and their F1 offsprings (Egg_F1) were used for egg hatch rate determination. The beetles were reared with pea aphid 
throughout the whole experiment, except for treatment of newly emerged adults (as shown in dashed dark box). The beetles within the gray box 
represent key developmental stages of H. axyridis during pre-imaginal rearing, while several stages were omitted in F1 offspring.
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coverage index greater than 0.99, indicating that they were 
sequenced at a reasonable depth and sequenced adequately 
(Supplementary Figure S1A). In addition, the Shannon and Chao 
indices for community diversity and richness demonstrated no 
statistically significant difference among the four reproductive 
tract samples (Supplementary Figures S1B,C).

Normalized sequences were aligned against the SILVA database 
and clustered into different taxonomic levels using a 70% threshold. 
At the phylum level, the top phylum with the highest relative 
abundance in all samples was Proteobacteria, followed by Firmicutes, 
Actinobacteria, and Bacteroidota. In particular, LCS_F displayed a 
relatively higher proportion of Proteobacteria (79.64%) compared to 
Control_F (42.37%); in contrast, LCS_F exhibited lower relative 
abundances of Firmicutes and Actinobacteriota (11.07, 1.50%) 
compared to Control_F (26.81, 19.48%) (Figure 4A).

At the genus level, unclassified_f_Enterobacteriaceae vastly 
increased in LCS_F (55.58%) compared to Control_F (3.27%). In 
contrast, we observed a decrease in the relative abundance of other 
genera such as Achromobacter, Pseudomonas, Rhodococcus, and 
Staphylococcus in the female tracts of cold-stored beetles. Regarding 
to the male reproductive tracts, Pseudomonas exhibited a substantial 
decrease in LCS_M (7.75%) compared to Control_M (44.54%), while 
an increased relative abundance of Stenotrophomonas was detected in 
LCS_M (49.02% versus 28.89% in Control_M) (Figure 4B).

LEfSe was used to identify key phylogeny types that differ in 
microbial abundance between LCS_F and Control_F. At the genus 
level, six bacterial clades showed statistically significant differences 
with an LDA threshold of 4.0 and p  < 0.05. Control_F had a 
preponderance of Rhodococcus and Gordonia (Nocardiaceae), and 
Corynebacterium (Corynebacteriaceae), while LCS_F showed 
unclassified_f_Enterobacteriaceae (Figure 5).

Microbial community of eggs produced by 
cold-stored beetles along with progressive 
loss of hatchability

The PCoA based on Unifrac distances revealed a variability of 
73.89 and 13.70% in the data, respectively. No significant difference 
was detected in the bacterial community structures among the three 
egg samples (p = 0.717; Figure 6A). In addition, Shannon and Chao 
indices for community diversity and richness also showed no 
significant difference among the three egg samples 
(Supplementary Figures S1B,C). However, Egg_L and Egg_F1 had 
fewer OTUs (168 and 178, respectively) and lower proportions (14.9 
and 14.0%) of unique ones as compared to Egg_E (259 OTUs, 34.4% 
of unique ones) (Figure 6B).

At the phylum level, Proteobacteria exhibited the highest relative 
abundance in all egg samples, followed by Firmicutes and 
Bacteroidota. In particular, the relative abundance of Firmicutes was 
comparatively higher in Egg_E (18.61%) than in Egg_L (9.20%) and 
Egg_F1 (10.28%) (Figure  7A). At the genus level, higher relative 
abundances of Staphylococcus and Carnimonas were detected in 
Egg_E compared to Egg_L and Egg_F1. In contrast, a higher 
abundance of Buchnera and Serratia was detected in Egg_L and Egg_
F1 compared to Egg_E (Figure 7B). The most representative bacterial 
genera identified in Egg_E were Dechloromonas and Lactobacillus, 
while Comamonas, Methyloversatilis, Pesudacidovorax, and 
Bacteriovorax were observed in Egg_F1. No representative bacterial 
genera was detected in Egg_L when compared to Egg_E and Egg_F1 
(Supplementary Figure S2).

Functional prediction of microbiota

Using PICRUSt, we  identified significant differences in the 
functional potentials of bacterial community composition across the 
seven samples. Regarding the richness of main pathways at level 2, 
most pathways exhibited lower functional abundance in LCS_F 
compared to Control_F (Figure  8). In particular, a significantly 
reduced functional abundance of the substance dependence pathway 
was detected in LCS_F when compared to Control_F, Control_M, and 
LCS_M (χ2  = 13.853, df = 6, p  = 0.031). Additionally, although no 
significant difference was found in the functional abundance of the 
substance dependence pathway across the three egg samples, their 
average richness followed the order: Egg_E > Egg_F1 > Egg_L 
(Supplementary Figure S3), consistent with their respective egg 
hatch rates.

Discussion

Insect reproductive tracts harbor a myriad of endosymbiotic 
microbes, and Actinobacteria and Proteobacteria have been reported 
to be the most typical bacteria (Otti, 2015). Here we found that the 
most abundant bacteria in reproductive tracts of both cold-stored and 
non-stored control H. axyridis adults was Proteobacteria, followed by 
Firmicutes, Actinobacteria, and Bacteroidota. Our results aligned with 
previous studies conducted on the entire body of laboratory-reared 
H. axyridis adults (Du et al., 2022) as well as the hibernant adults from 

FIGURE 2

Dynamic changes of three-day average hatch rates of eggs 
produced by cold-stored beetles (Egg_F0) and their F1 offspring 
(Egg_F1) over 20  days. Different lowercase letters represent a 
significant difference among different oviposition periods of Egg_F0 
(p  <  0.05), while same uppercase letter represents no significant 
difference among different oviposition periods of Egg_F1 (p  >  0.05). 
Asterisk represents a significant difference between Egg_F0 and 
Egg_F1 (p  <  0.05), while ns means no significant difference (p  >  0.05).

https://doi.org/10.3389/fmicb.2024.1276668
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org


Sun et al. 10.3389/fmicb.2024.1276668

Frontiers in Microbiology 06 frontiersin.org

FIGURE 3

Bacterial communities in the reproductive tracts of cold-stored adults of Harmonia axyridis. (A) Weighted UniFrac-based PCoA plots of bacterial 
communities. (B) Number of OTUs of Control_F and LCS_F. Control_F and Control_M represents the female and male reproductive tracts of control 
non-stored beetles, respectively; LCS_F and LCS_M represents the female and male reproductive tracts of long-term cold stored beetles, respectively.

FIGURE 4

Bacterial community composition at the level of (A), phylum, and (B), genus in the reproductive tracts of cold-stored adults of Harmonia axyridis. OTUs 
<0.01% of the average relative abundance in groups are summarized as “others”.
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the invasive area of Poland (Dudek et al., 2017). However, despite 
observing similar bacterial abundance and richness across all four 
reproductive tract samples, long-term cold storage significantly altered 
the structure of the bacterial community within reproductive tracts of 
female beetles (LCS_F). At the phylum level, Proteobacteria obtained 
an increased relative abundance in LCS_F (79.64%) compared to 
Control_F (42.37%), while Firmicutes and Actinobacteriota displayed 
a decreased relative abundance in LCS_F. These alterations in the 
bacterial structure of cold-stored beetles may be partially attributed to 
low temperature-activated stress proteins or other physiological 
responses, which could potentially led to the elimination or reduction 
of certain bacterial species. For example, low temperature can induce 
an increased production of antioxidant enzymes in H. axyridis adults 
(Awad et al., 2021). However, it should be noted that a high activity of 
antioxidant enzymes may create an unfavorable environment for the 

growth of some specific bacteria, such as the intestinal microbiota in 
Bombyx mori L. (Shu et  al., 2023). Functionally, these three 
aforementioned bacterial phyla have been demonstrated to play crucial 
roles in energy metabolism and nutrient absorption, thereby 
contributing to the successful growth and reproduction of their hosts 
(Schrempf, 2001; Reid et  al., 2011; Flint et  al., 2012; Colston and 
Jackson, 2016). Moreover, it has been reported that the ratio of 
Firmicutes to other bacteria is associated with some human diseases 
(Ley et al., 2006). Here, we deduced that alterations in the bacterial 
structure within the reproductive tracts may exert a significant impact 
on energy metabolism and nutrient absorption of LCS_F, consequently 
leading to various physiological disorders. Notably, there was a marked 
decrease in the functional abundance of the substance dependence 
pathway (a constituent of human diseases pathway at level 1) observed 
in LCS_F compared to Control_F. In Pacific white shrimp, Litopenaeus 

FIGURE 5

Linear discriminant analysis effect size (LEfSe) and the cladogram identifying the significant differentially abundant bacterial taxa within the reproductive 
tracts of Control_F and LCS_F. (A) Linear discriminant analysis effect size. (B) Taxonomic cladogram derived from LEfSe with an LDA score  >  4.0.
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vannamei (Boone), it has been demonstrated that enhanced microbial 
functions associated with the substance dependence pathway play a 
crucial role in promoting growth when zymosan-A is included as part 
of their diet (Zheng et al., 2022). This finding validates the pivotal 
functions attributed to this particular pathway during 
host development.

Further, we observed a significant increase in the abundance 
of unclassified_f_Enterobacteriaceae within the phylum 
Proteobacteria in LCS_F (55.58%) as compared to Control_F 
(3.27%), which become the most representative bacterial genera in 
LCS_F. In line with our findings, Luo et  al. (2023) reported an 
augmented prevalence of Enterobacteriaceae in H. axyridis adults 

subjected to pesticide pressure through predation on azadirachtin-
treated S. frugiperda larvae. The authors suspected that 
Enterobacteriaceae might contribute to the dynamic equilibrium 
regulation of bacterial function (Luo et  al., 2023). Additionally, 
previous studies have demonstrated the pivotal roles played by 
Enterobacteriaceae in digestion, protection, courtship, and 
reproduction (Ami et al., 2010; Hu et al., 2018; Zhao et al., 2018). 
Feeding H. axyridis with three different diets, Huang et al. (2022) 
observed a positive correlation between the increased abundance of 
Enterobacteriaceae and a decrease in pre-oviposition duration and 
an increase in egg production. However, our study revealed that 
cold-stored beetles exhibited a significant decline in the three-day 

FIGURE 6

Bacterial communities in eggs of cold-stored adults of Harmonia axyridis and their F1 offspring. (A) Weighted UniFrac-based PCoA plots of bacterial 
communities. (B) Number of OTUs. Egg_E and Egg_L represents the early stage and late stage eggs of long-term cold-stored beetles, respectively, 
while Egg_F1 represents the eggs produced by F1 offspring adults of long-term cold stored beetles.
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average egg hatch rates, which reached nearly zero on days 17–19. 
Furthermore, we observed that eggs produced by F1 offspring of 
cold-stored beetles displayed severely reduced hatchability from the 
onset of oviposition, indicating transgenerational effects 
(Hackermann et al., 2008). The extent to which the marked increase 
in unclassified_f_Enterobacteriaceae within the female reproductive 
tract of cold-stored H. axyridis adults is associated with their poor 
reproductive performance remains unclear. Here, we deduced the 
existence of intricate interactions between bacteria and H. axyridis 
in relation to reproduction, as different bacterial species may exhibit 
contrasting functionalities. For example, Ju et al. (2020) found that 
Wolbachia infection significantly increased egg production in two 
planthopper species [Laodelphax striatellus (Fallén) and Nilaparvata 
lugens (Stål)] through vitamin Bs supplementation. However, Wang 
et al. (2023) observed a noteworthy reduction in female fecundity 
of phosphine-exposed Tribolium castaneum (Herbst) upon 
inoculation with Enterococcus sp., attributed to the suppression of 
expression and activity of host antioxidant enzymes. Furthermore, 
the functionality bestowed upon the host by a particular bacterium 
has been demonstrated to be  environment-dependent (Guilhot 
et al., 2020).

Awad et al. (2023) have stressed that a below 60% egg hatchability 
of the laboratory-reared aphidophagous ladybirds should be  of 
concern being affected by some factors causing non-fertilization or 
embryonic death. In this study, we further investigated the dynamic 
changes in the bacterial community within eggs produced by cold-
stored beetles and their F1 offspring. No significant difference was 
observed in bacterial richness and diversity among Egg_E, Egg_L 
and Egg_F1. However, the changes in relative abundance of certain 
bacteria exhibited a consistent trend with changes in egg hatchability. 
For example, higher relative abundances of Staphylococcus and 
Carnimonas were detected in Egg_E compared to Egg_L and Egg_F1. 
Staphylococcus is known for producing proteases that facilitate 
protein absorption by their hosts (Collado et al., 2008; Carmen et al., 
2010), which may play a crucial role in egg development and 
maturation (Coelho et al., 2016). In contrast, a higher abundance of 
Buchnera and Serratia was detected in Egg_L and Egg_F1 compared 
to Egg_E. Buchnera and Serratia are primary and secondary 

symbiotic bacteria widely found in A. pisum, but were found in 
H. axyridis, especially in adults (Du et al., 2022). These bacterial 
species are likely transmitted to the eggs primarily through adult 
consumption of A. pisum (Du et al., 2022; Hilker et al., 2023). It has 
been documented that Serratia in A. pisum can rapidly kill H. axyridis 
larvae, protecting them indirectly (Kovacs et al., 2017). Here, our 
findings revealed that the differences in bacterial community 
composition also align with the substance dependence pathway, 
following the richness order of Egg_E > Egg_F1 > Egg_L, which 
corresponds to the respective egg hatch rates. Combined with the 
decreased relative abundance in substance dependence pathway in 
LCS_F, it can be inferred that a dysfunction in this pathway, induced 
by an imbalanced bacterial community, may serve as one of the key 
factors contributing to egg inviability. However, more studies should 
be conducted to further reveal the mechanisms, such as investigating 
hatching rate of eggs normally laid after inoculation with the 
reproductive tract microorganisms of individuals after cold storage. 
In addition, a recent study has reported a significantly reduced 
hatchability (19%) in H. axyridis when the same female was 
co-infested with the fungus Hesperomyces harmoniae and the bacteria 
Spiroplasma compared to females infested with no or just one of the 
symbionts (59%) (Awad et al., 2023). Hence, further investigation is 
warranted to elucidate the role of reproductive tract microbial 
communities, including fungi, in adult H. axyridis.

Conclusion

Cold storage is an influential technique to extend the shelf life of 
insects used as tools for biological control, and microbial structures 
should be of interest to shed light on the mechanisms by which long-
term cold storage affects host insect quality. The present investigation 
provides a comprehensive description of alterations in bacterial 
communities within the reproductive tracts of cold-stored H. axyridis 
adults. We  detected a remarkable increase in unclassified_f_
Enterobacteriaceae within the female reproductive tract of 
LCS_F. Moreover, variations were observed in relative abundance of 
certain bacterial genera in eggs produced by cold-stored beetles and 

FIGURE 7

Bacterial community composition at the level of (A), phylum, and (B), genus within eggs. OTUs <0.01% of the average relative abundance in groups are 
summarized as “others”.
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their F1 offspring, which positively correlated with changes in egg 
hatch rates. Finally, based on functional prediction, we have identified 
a potential deficiency in the substance dependence pathway as one of 
key factors contributing to the reduced or lost egg hatchability in 
cold-stored beetles as well as in their offspring. Our findings might 
be  the first report investigating changes in bacteria within the 
reproductive tracts of cold-stored insects used as tools for biological 
control and exploring potential correlations between bacterial 
alterations and changes in egg hatchability. These results may broaden 
our knowledge in understanding the bacteria-host interactions under 
environmental pressures.
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SUPPLEMENTARY FIGURE S1

Alpha diversity indices of microbial community. (A) Coverage index. 
(B) Shannon index. (C) Chao index. A sterisk indicates a significant 
difference in the pairwise comparison of the two groups  
(p < 0.05).

SUPPLEMENTARY FIGURE S2

Linear discriminant analysis effect size (LEfSe) analysis of microbial 
abundance of Egg_E, Egg_L and Egg_F1. (A) Linear discriminant analysis 
effect size. (B) Taxonomic cladogram derived from LEfSe with an  
LDA score > 2.0.

SUPPLEMENTARY FIGURE S3

Relative abundance of microbial species involved in substance 
dependence pathway at level 2. Asterisk represents a significant 
difference in the pairwise comparison of the two groups  
(p < 0.05).

References
Ami, B. E., Yuval, B., and Jurkevitch, E. (2010). Manipulation of the microbiota of 

mass-reared Mediterranean fruit flies Ceratitis capitata (Diptera: tephritidae) improves 
sterile male sexual performance. ISME J. 4, 28–37. doi: 10.1038/ismej.2009.82

Awad, M., Nedvědová, J., and Nedvěd, O. (2021). Thermal plasticity of antioxidative 
activity in fresh adults of Harmonia axyridis (Coleoptera: Coccinellidae). Afr. Entomol. 
29, 125–132. doi: 10.4001/003.029.0125

Awad, M., Piálková, R., Haelewaters, D., and Nedvěd, O. (2023). Infection patterns of 
Harmonia axyridis (Coleoptera: Coccinellidae) by ectoparasitic microfungi and 
endosymbiotic bacteria. J. Invertebr. Pathol. 197:107887. doi: 10.1016/j.jip.2023.107887

Bellinvia, S., Jhonston, P. R., Reinhardt, K., and Otti, O. (2020a). Bacterial communities 
of the reproductive organs of virgin and mated common bedbugs, Cimex lectularius. 
Ecol. Entomol. 45, 142–154. doi: 10.1111/een.12784

Bellinvia, S., Johnston, P. R., Mbedi, S., and Otti, O. (2020b). Mating changes the 
genital microbiome in both sexes of the common bedbug Cimex lectularius across 
populations. Proc. R. Soc. B 287:20200302. doi: 10.1098/rspb.2020.0302

Bennett, G. M., and Moran, N. A. (2013). Small, smaller, smallest: the origins and 
evolution of ancient dual symbioses in a phloem-feeding insect. Genome Biol. Evol. 5, 
1675–1688. doi: 10.1093/gbe/evt118

Brown, P. M. J., Thomas, C. E., Lombaert, E., Jeffries, D. L., Estoup, A., and 
Handley, L. J. L. (2011). The global spread of Harmonia axyridis (Coleoptera: 
Coccinellidae): distribution, dispersal and routes of invasion. BioControl 56, 623–641. 
doi: 10.1007/s10526-011-9379-1

Camacho-Cervantes, M., Ortega-Iturriaga, A., and Del-Val, E. (2017). From 
effective biocontrol agent to successful invader: the harlequin ladybird (Harmonia 
axyridis) as an example of good ideas that could go wrong. Peerj 5:e3296. doi: 
10.7717/peerj.3296

Caporaso, J. G., Kuczynski, J., Stombaugh, J., Bittinger, K., and Bushman, F. D. (2010). 
QIIME allows analysis of high-throughput community sequencing data. Nat. Methods 
7, 335–336. doi: 10.1038/nmeth.f.303

Carmen, C. M., Erika, I., Kirsi, L., and Seppo, S. (2010). Effect of mother’s weight on 
infant’s microbiota acquisition, composition, and activity during early infancy: a 

prospective follow-up study initiated in early pregnancy. Am. J. Clin. Nutr. 92, 
1023–1030. doi: 10.3945/ajcn.2010.29877

Chandler, S. M., Wilkinson, T. L., and Douglas, A. E. (2008). Impact of plant nutrients 
on the relationship between a herbivorous insect and its symbiotic bacteria. Proc. R. Soc. 
B 275, 565–570. doi: 10.1098/rspb.2007.1478

Chu, Z. R., Wang, K., Li, X. K., Zhu, M. T., Yang, L., and Zhang, J. (2015). Microbial 
characterization of aggregates within a one-stage nitritation-anammox system using 
high-throughput amp licon sequencing. Chem. Eng. J. 262, 41–48. doi: 10.1016/j.
cej.2014.09.067

Coelho, R. R., de Souza Junior, J. D. A., Firmino, A. A. P., de Macedo, L. L. P., 
Fonseca, F. C. A., Terra, W. R., et al. (2016). Vitellogenin knockdown strongly affects 
cotton boll weevil egg viability but not the number of eggs laid by females. Meta Gene 
9, 173–180. doi: 10.1016/j.mgene.2016.06.005

Collado, M. C., Isolauri, E., Laitinen, K., and Salminen, S. (2008). Distinct composition 
of gut microbiota during pregnancy in overweight and normal-weight women. Am. J. 
Clin. Nutr. 88, 894–899. doi: 10.1093/ajcn/88.4.894

Colston, T. J., and Jackson, C. R. (2016). Microbiome evolution along divergent 
branches of the vertebrate tree of life: what is known and unknown. Mol. Ecol. 25, 
3776–3800. doi: 10.1111/mec.13730

Dillon, R. J., and Dillon, V. M. (2004). The gut bacteria of insects: nonpathogenic 
interactions. Annu. Rev. Entomol. 49, 71–92. doi: 10.1146/annurev.
ento.49.061802.123416

Du, L., Xue, H., Hu, F., Zhu, X., Wang, L., Zhang, K., et al. (2022). Dynamics of 
symbiotic bacterial community in whole life stage of Harmonia axyridis 
(Coleoptera: Coccinellidae). Front. Microbiol. 13:1050329. doi: 10.3389/
fmicb.2022.1050329

Dudek, K., Huminska, K., Wojciechowicz, J., and Tryjanowski, P. (2017). Metagenomic 
survey of bacteria associated with the invasive ladybird Harmonia axyridis (Coleoptera: 
Coccinellidae). Eur. J. Entomol. 14, 312–316. doi: 10.14411/eje.2017.038

Edgar, R. C. (2013). UPARSE: highly accurate OTU sequences from microbial 
amplicon reads. Nat. Methods 10, 996–998. doi: 10.1038/nmeth.2604

https://doi.org/10.3389/fmicb.2024.1276668
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://www.frontiersin.org/articles/10.3389/fmicb.2024.1276668/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fmicb.2024.1276668/full#supplementary-material
https://doi.org/10.1038/ismej.2009.82
https://doi.org/10.4001/003.029.0125
https://doi.org/10.1016/j.jip.2023.107887
https://doi.org/10.1111/een.12784
https://doi.org/10.1098/rspb.2020.0302
https://doi.org/10.1093/gbe/evt118
https://doi.org/10.1007/s10526-011-9379-1
https://doi.org/10.7717/peerj.3296
https://doi.org/10.1038/nmeth.f.303
https://doi.org/10.3945/ajcn.2010.29877
https://doi.org/10.1098/rspb.2007.1478
https://doi.org/10.1016/j.cej.2014.09.067
https://doi.org/10.1016/j.cej.2014.09.067
https://doi.org/10.1016/j.mgene.2016.06.005
https://doi.org/10.1093/ajcn/88.4.894
https://doi.org/10.1111/mec.13730
https://doi.org/10.1146/annurev.ento.49.061802.123416
https://doi.org/10.1146/annurev.ento.49.061802.123416
https://doi.org/10.3389/fmicb.2022.1050329
https://doi.org/10.3389/fmicb.2022.1050329
https://doi.org/10.14411/eje.2017.038
https://doi.org/10.1038/nmeth.2604


Sun et al. 10.3389/fmicb.2024.1276668

Frontiers in Microbiology 12 frontiersin.org

Elnagdy, S., Majerus, M. E. N., Gardener, M., and Handley, L. L. J. (2013). The direct 
effects of male killer infection on fitness of ladybird hosts (Coleoptera: Coccinellidae). 
J. Evol. Biol. 26, 1816–1825. doi: 10.1111/jeb.12186

Elnagdy, S., Majerus, M. E. N., and Handley, L. J. L. (2011). The value of an egg: 
resource reallocation in ladybirds (Coleoptera: Coccinellidae) infected with  
male-killing bacteria. J. Evol. Biol. 24, 2164–2172. doi: 
10.1111/j.1420-9101.2011.02346.x

Flint, H. J., Scott, K. P., Duncan, S. H., Louis, P., and Forano, E. (2012). Microbial 
degradation of complex carbohydrates in the gut. Gut Microbes 3, 289–306. doi: 10.4161/
gmic.19897

Ghazy, N. A., Ohyama, K., Amano, H., and Suzuki, T. (2014). Cold storage of the 
predatory mite Neoseiulus californicus is improved by pre-storage feeding on the 
diapausing spider mite Tetranychus urticae. BioControl 59, 185–194. doi: 10.1007/
s10526-013-9555-6

Guilhot, R., Rombaut, A., Xuéreb, A., Howell, K., and Fellous, S. (2020). Environmental 
specificity in Drosophila-bacteria symbiosis affects host developmental plasticity. Evol. 
Ecol. 34, 693–712. doi: 10.1007/s10682-020-10068-8

Hackermann, J., Rott, A. S., Tschudi-Rein, K., and Dorn, S. (2008). Cold stored 
ectoparasitoid of Cydia fruit moths released under different temperature regimes. 
BioControl 53, 857–867. doi: 10.1007/s10526-007-9147-4

Hilker, M., Salem, H., and Fatouros, N. E. (2023). Adaptive plasticity of insect eggs in 
response to environmental challenges. Annu. Rev. Entomol. 68, 451–469. doi: 10.1146/
annurev-ento-120120-100746

Hu, Z. F., Chen, X., Chang, J., Yu, J., Tong, Q., Li, S., et al. (2018). Compositional and 
predicted functional analysis of the gut microbiota of Radix auricularia (Linnaeus) via 
high-throughput Illumina sequencing. Peerj 6:e5537. doi: 10.7717/peerj.5537

Huang, Z., Zhu, L., Lv, J., Pu, Z., Zhang, L., Chen, G., et al. (2022). Dietary effects on 
biological parameters and gut microbiota of Harmonia axyridis. Front. Microbiol. 
12:818787. doi: 10.3389/fmicb.2021.818787

Hurst, G. D., and Jiggins, F. M. (2000). Male-killing bacteria in insects: mechanisms, 
incidence, and implications. Emerg. Infect. Dis. 6, 329–336. doi: 10.3201/eid0604.000402

Ju, J. F., Bing, X. L., Zhao, D. S., Guo, Y., Xi, Z. Y., Hoffmann, A. A., et al. (2020). 
Wolbachia supplement biotin and riboflavin to enhance reproduction in planthoppers. 
ISME J. 14, 676–687. doi: 10.1038/s41396-019-0559-9

Kenis, M., Nacambo, S., Vlaenderen, J. V., Zindel, R., and Eschen, R. (2020). Long 
term monitoring in Switzerland reveals that Adalia bipunctata strongly declines in 
response to Harmonia axyridis invasion. Insects 11:883. doi: 10.3390/insects1112088

Kovacs, J. L., Wolf, C., Voisin, D., and Wolf, S. (2017). Evidence of indirect symbiont 
conferred protection against the predatory lady beetle Harmonia axyridis in the pea 
aphid. BMC Ecol. 17:26. doi: 10.1186/s12898-017-0136-x

Langille, M., Zaneveld, J., Caporaso, J. G., Mcdonald, D., Knights, D., Reyes, J. A., et al. 
(2013). Predictive functional profiling of microbial communities using 16S rRNA 
marker gene sequences. Nat. Biotechnol. 31, 814–821. doi: 10.1038/nbt.2676

Lavy, O., Gophna, U., Gefen, E., and Ayali, A. (2020). Dynamics of bacterial 
composition in the locust reproductive tract are affected by the density-dependent 
phase. FEMS Microbiol. Ecol. 96:fiaa044. doi: 10.1093/femsec/fiaa044

Ley, R. E., Turnbaugh, P. J., Klein, S., and Gordon, J. I. (2006). Human gut microbes 
associated with obesity. Nature 444, 1022–1023. doi: 10.1038/4441022a

Lozupone, C., and Knight, R. (2005). UniFrac: a new phylogenetic method for 
comparing microbial communities. Appl. Environ. Microbiol. 71, 8228–8235. doi: 
10.1128/AEM.71.12.8228-8235.2005

Luo, P. R., Qin, D. Q., Wu, H., Zheng, Q., Zhao, W. H., Ye, C. Y., et al. (2023). 
Azadirachtin affected the intestinal structure and microbiota of adult Harmonia axyridis 
(Coleoptera: Coccinellidae) while controlling Spodoptera frugiperda (Lepidoptera: 
Noctuidae). J. Pest. Sci. 96, 973–988. doi: 10.1007/s10340-023-01597-6

Mago, T., and Salzberg, S. L. (2011). FLASH: fast length adjustment of short reads to 
improve genome assemblies. Bioinformatics 27, 2957–2963. doi: 10.1093/bioinformatics/
btr507

Moran, N. A., and Baumann, P. (2000). Bacterial endosymbionts in animals. Curr. 
Opin. Microbiol. 3, 270–275. doi: 10.1016/S1369-5274(00)00088-6

Ng, S. H., Stat, M., Bunce, M., and Simmons, L. W. (2018). The influence of diet and 
environment on the gut microbial community of field crickets. Ecol. Evol. 8, 4704–4720. 
doi: 10.1002/ece3.3977

Oksanen, J., Blanchet, F. G., Friendly, M., Kindt, R., Legendre, P., McGlinn, D., et al. 
(2019). Vegan: community ecology package. R package version 2.5-5. Available 
at:https://cran.r-project.org/package=vegan.

Oliver, K. M., Degnan, P. H., Burke, G. R., and Moran, N. A. (2010). Facultative 
symbionts in aphids and the horizontal transfer of ecologically important traits. Annu. 
Rev. Entomol. 55, 247–266. doi: 10.1146/annurev-ento-112408-085305

Otti, O. (2015). Genitalia-associated microbes in insects. Insect Sci. 22, 325–339. doi: 
10.1111/1744-7917.12183

Perlmutter, J. I., and Bordenstein, S. R. (2020). Microorganisms in the reproductive 
tissues of arthropods. Nat. Rev. Microbiol. 18, 97–111. doi: 10.1038/s41579-019-0309-z

Quast, C., Pruesse, E., Yilmaz, P., Gerken, J., Schweer, T., Yarza, P., et al. (2012). The 
SILVA ribosomal RNA gene database project: improved data processing and web-based 
tools. Nucleic Acids Res. 41, D590–D596. doi: 10.1093/nar/gks1219

R Core Team (2020) R: A language and environment for statistical computing. R 
Foundation for Statistical Computing, Vienna. Available at:https://www.r-project.org/.

Reid, N. M., Addison, S. L., Macdonald, L. J., and Lloyd-Jones, G. (2011). Biodiversity 
of active and inactive bacteria in the gut flora of wood-feeding huhu beetle larvae 
(Prionoplus reticularis). Appl. Environ. Microb. 77, 7000–7006. doi: 10.1128/AEM.05609-11

Salem, H., Florez, L., Gerardo, N., and Kaltenpoth, M. (2015). An out-of-body 
experience: the extracellular dimension for the transmission of mutualistic bacteria in 
insects. Proc. R. Soc. B 282:20142957. doi: 10.1098/rspb.2014.2957

Schloss, P. D., Westcott, S. L., Ryabin, T., Hall, J. R., Hartmann, M., Hollister, E. B., 
et al. (2009). Introducing mothur: open-source, platform-independent, community-
supported software for describing and comparing microbial communities. Appl. 
Environ. Microbiol. 75, 7537–7541. doi: 10.1128/AEM.01541-09

Schrempf, H. (2001). Recognition and degradation of chitin by streptomycetes. Anton. 
Leeuw. 79, 285–289. doi: 10.1023/A:1012058205158

Segata, N., Izard, J., Waldron, L., and Gevers, D. (2011). Metagenomic biomarker 
discovery and explanation. Genome Biol. 12:R60. doi: 10.1186/gb-2011-12-6-r60

Shu, Q., Guo, X., Tian, C., Wang, Y., Zhang, X., Cheng, J., et al. (2023). Homeostatic 
regulation of the DUOX-ROS defense system: revelations based on the diversity of gut 
bacteria in silkworms (Bombyx mori). Int. J. Mol. Sci. 24:12731. doi: 10.3390/
ijms241612731

Sun, Y. X., Hao, Y. N., Liu, C. Z., and Wang, S. S. (2019). Artificial diet is fruitful pre-
storage nutrition for long-term cold storage of laboratory-reared Harmonia axyridis 
(Pallas) adults. Biol. Control 139:104075. doi: 10.1016/j.biocontrol.2019.104075

Sun, Y. X., Hao, Y. N., Liu, C. Z., Zhou, J. J., and Wang, S. S. (2021). Obstructs-
equipped apparatus reduces cannibalism and improves larval survival of the coccinellid, 
Harmonia axyridis (Coleoptera: Coccinellidae). Egypt J. Biol. Pest. Co. 31:80. doi: 
10.1186/s41938-021-00430-5

Sun, Y. X., Hao, Y. N., Zhou, J. J., Liu, C. Z., and Wang, S. S. (2022). Effects of long-term 
cold storage on maternal and progeny fitness of laboratory-reared Harmonia axyridis 
adults. BioControl 67, 395–405. doi: 10.1007/s10526-022-10144-8

Tang, B., Liu, X. J., Shi, Z. K., Shen, Q. D., Xu, Y. X., Wang, S., et al. (2017). 
Transcriptome analysis and identification of induced genes in the response of Harmonia 
axyridis to cold hardiness. Comp. Biochem. Physiol. Part D Genomics Proteomics 22, 
78–89. doi: 10.1016/j.cbd.2017.01.004

Tougeron, K., and Iltis, C. (2022). Impact of heat stress on the fitness outcomes of 
symbiotic infection in aphids: a meta-analysis. Proc. R. Soc. B 289:20212660. doi: 
10.1098/rspb.2021.2660

Wang, Z., Zhang, S., Liu, Z., Chang, Z., and Hu, H. (2023). Gut bacteria promote 
phosphine susceptibility of Tribolium castaneum by aggravating oxidative stress and 
fitness costs. Insects 14:815. doi: 10.3390/insects14100815

Wang, Y. S., Zheng, J., Gao, P., Li, H. R., He, J. Y., Guo, L. X., et al. (2022). Changes in the 
gut microbial community of larvae of the harlequin lady beetle in response to cannibalism 
and intraguild predation. Biol. Control 176:105090. doi: 10.1016/j.biocontrol.2022.105090

Wu, M., Xu, Q., Liu, Y., Shi, X., Shen, Q., Yang, M., et al. (2016). The super cooling point 
change of Harmonia axyridis under low temperature stress and its cold-resistance genes’ 
expression analysis. Sci. Agric. Sin. 49, 677–685. doi: 10.3864/j.issn.0578-1752.2016.04.007

Zhao, X., Zhang, X., Chen, Z., Wang, Z., Lu, Y., and Cheng, D. (2018). The divergence 
in bacterial components associated with Bactrocera dorsalis across developmental stages. 
Front. Microbiol. 9:114. doi: 10.3389/fmicb.2018.00114

Zhao, Q. Y., Zhang, L. Y., Fu, D. Y., Xu, J., Chen, P., and Ye, H. (2022). Lactobacillus 
spp. in the reproductive system of female moths and mating induced changes and 
possible transmission. BMC Microbiol. 22:308. doi: 10.1186/s12866-022-02724-6

Zheng, Y., Hou, C., Yan, Z., Chen, J., Wang, H., Tan, B., et al. (2022). Effects of dietary 
zymosan-a on the growth performance and intestinal morphology, digestive capacity, 
and microbial community in Litopenaeus vannamei. Front. Mar. Sci. 9:877865. doi: 
10.3389/fmars.2022.877865

https://doi.org/10.3389/fmicb.2024.1276668
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://doi.org/10.1111/jeb.12186
https://doi.org/10.1111/j.1420-9101.2011.02346.x
https://doi.org/10.4161/gmic.19897
https://doi.org/10.4161/gmic.19897
https://doi.org/10.1007/s10526-013-9555-6
https://doi.org/10.1007/s10526-013-9555-6
https://doi.org/10.1007/s10682-020-10068-8
https://doi.org/10.1007/s10526-007-9147-4
https://doi.org/10.1146/annurev-ento-120120-100746
https://doi.org/10.1146/annurev-ento-120120-100746
https://doi.org/10.7717/peerj.5537
https://doi.org/10.3389/fmicb.2021.818787
https://doi.org/10.3201/eid0604.000402
https://doi.org/10.1038/s41396-019-0559-9
https://doi.org/10.3390/insects1112088
https://doi.org/10.1186/s12898-017-0136-x
https://doi.org/10.1038/nbt.2676
https://doi.org/10.1093/femsec/fiaa044
https://doi.org/10.1038/4441022a
https://doi.org/10.1128/AEM.71.12.8228-8235.2005
https://doi.org/10.1007/s10340-023-01597-6
https://doi.org/10.1093/bioinformatics/btr507
https://doi.org/10.1093/bioinformatics/btr507
https://doi.org/10.1016/S1369-5274(00)00088-6
https://doi.org/10.1002/ece3.3977
https://cran.r-project.org/package=vegan
https://doi.org/10.1146/annurev-ento-112408-085305
https://doi.org/10.1111/1744-7917.12183
https://doi.org/10.1038/s41579-019-0309-z
https://doi.org/10.1093/nar/gks1219
https://www.r-project.org/
https://doi.org/10.1128/AEM.05609-11
https://doi.org/10.1098/rspb.2014.2957
https://doi.org/10.1128/AEM.01541-09
https://doi.org/10.1023/A:1012058205158
https://doi.org/10.1186/gb-2011-12-6-r60
https://doi.org/10.3390/ijms241612731
https://doi.org/10.3390/ijms241612731
https://doi.org/10.1016/j.biocontrol.2019.104075
https://doi.org/10.1186/s41938-021-00430-5
https://doi.org/10.1007/s10526-022-10144-8
https://doi.org/10.1016/j.cbd.2017.01.004
https://doi.org/10.1098/rspb.2021.2660
https://doi.org/10.3390/insects14100815
https://doi.org/10.1016/j.biocontrol.2022.105090
https://doi.org/10.3864/j.issn.0578-1752.2016.04.007
https://doi.org/10.3389/fmicb.2018.00114
https://doi.org/10.1186/s12866-022-02724-6
https://doi.org/10.3389/fmars.2022.877865

	Changes in the bacterial communities of Harmonia axyridis (Coleoptera: Coccinellidae) in response to long-term cold storage and progressive loss of egg viability in cold-stored beetles
	Introduction
	Materials and methods
	Insects
	Cold storage treatments and preparation of reproductive tract samples
	Reproductive performances of cold-stored beetles and preparation of egg samples
	DNA extraction and PCR amplification
	Illumina MiSeq platform sequencing
	Data analysis

	Results
	Reproductive performances of long-term cold-stored Harmonia axyridis adults
	Microbial community of adult reproductive tracts under cold storage
	Microbial community of eggs produced by cold-stored beetles along with progressive loss of hatchability
	Functional prediction of microbiota

	Discussion
	Conclusion
	Data availability statement
	Ethics statement
	Author contributions

	References

