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Mild chronic exposure 
to pesticides alters physiological 
markers of honey bee health 
without perturbing the core gut 
microbiota
Hanine Almasri1,4, Joanito Liberti2,3,4*, Jean‑Luc Brunet1, Philipp Engel2 & 
Luc P. Belzunces1*

    Recent studies highlighted that exposure to glyphosate can affect specific members of the core 
gut microbiota of honey bee workers. However, in this study, bees were exposed to relatively high 
glyphosate concentrations. Here, we chronically exposed newly emerged honey bees to imidacloprid, 
glyphosate and difenoconazole, individually and in a ternary mixture, at an environmental 
concentration of 0.1 µg/L. We studied the effects of these exposures on the establishment of the 
gut microbiota, the physiological status, the longevity, and food consumption of the host. The 
core bacterial species were not affected by the exposure to the three pesticides. Negative effects 
were observed but they were restricted to few transient non-core bacterial species. However, in the 
absence of the core microbiota, the pesticides induced physiological disruption by directly altering 
the detoxification system, the antioxidant defenses, and the metabolism of the host. Our study 
indicates that even mild exposure to pesticides can directly alter the physiological homeostasis of 
newly emerged honey bees and particularly if the individuals exhibit a dysbiosis (i.e. mostly lack the 
core microbiota). This highlights the importance of an early establishment of a healthy gut bacterial 
community to strengthen the natural defenses of the honey bee against xenobiotic stressors.

Through the production of honey, wax, royal jelly, pollen and venom, honey bees constitute a source of income 
for more than 600,000 beekeepers in Europe1, 2. Honey bees also provide, along with other pollinators, ecosystem 
and agricultural services through the pollination of wild flora and crops used for human consumption3–6. Despite 
the vital importance of honey bees, the number of managed honey bee colonies has decreased almost worldwide 
in the last few decades7–9. The intense development of agriculture and the appearance of several parasites threat-
ening honey bee health have increased the risk of exposure of honey bees to pesticides and jointly contributed 
to a steady decline in the number of honey bee colonies10–13.

Honey bees can be exposed during foraging to a wide variety of pesticides, such as insecticides, herbicides 
and fungicides, the three main classes of pesticides used worldwide. These pesticides can be transferred into the 
colony at residual concentrations via contaminated food (nectar and pollen), which results in the contamination 
of beehive matrices such as honey, beebread and wax14–17. The exposure of honey bees to pesticides could have 
lethal and sublethal effects. For example, besides their high acute toxicities, neonicotinoid insecticides, such 
as imidacloprid, are able to impair the cognitive functions, the immune system, the energetic metabolism as 
well as the detoxification and the antioxidant systems of honey bees18–22. Herbicides and fungicides have a low 
acute toxicity to honey bees. Nevertheless, they can induce adverse sublethal effects. For example, the herbicide 
glyphosate affects the oxidative balance, the cognitive functions and the larval development of honey bees23–25. 
Fungicides, such as those belonging to the azole family that includes difenoconazole, also have negative effects on 
honey bees. However, the majority of the studies on toxicity of fungicides has focused on their ability to induce 
synergistic effects with other pesticides such as pyrethroid and neonicotinoid insecticides26, 27.
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The effect of pesticides on the host gut microbiota has recently benefited from a growing interest, as the gut 
constitutes the primary site of interaction with ingested pesticides28, 29. The honey bee gut harbors a specific 
bacterial community of low taxonomic complexity dominated by eight to ten bacterial phylotypes30–33, five of 
which (Gilliamella apicola, Snodgrassella alvi, Bifidobacterium asteroides, Lactobacillus Firm-4 and Lactobacillus 
Firm-5) represent the core gut microbiota found in every honey bee worker throughout the planet34. Besides 
these bacterial species, other less abundant species can also be present31, 35. Increasing evidence suggests that the 
gut microbiota has a direct effect on honey bee health by defending the host from pathogens36, 37, activating the 
innate immune system38, digesting some food components39, 40, neutralizing dietary toxins, and biosynthesizing 
nutrients41, 42.

The effects of pesticides on the honey bee gut microbiota were evaluated by several recent studies2, 29, 43–49. 
However, several gaps still exist to understand the effect of the pesticides on the establishment of the gut micro-
biota. For example, studies on the effect of glyphosate during and after gut colonization were based on the 
exposure of honey bees to glyphosate at concentrations found in the worst-case scenarios under semi-field 
experiments50. These concentrations were at least five times higher than those encountered by emerged honey 
bees in the beehive matrices2, 43, 44, 51, which did not exceed 342 µg/kg in honey and 58.4 µg/kg in beebread52–54. 
Secondly, recent studies concerning the effect of imidacloprid on gut microbiota did not focus on determining 
its effect on the early gut colonization45, 46. Thirdly, the effect of triazole fungicides on the bee gut microbiota has 
not been investigated, in spite of their frequent uses in agriculture and their frequent detections in the beehive 
matrices55–59. Moreover, the studies have focused mainly on the effect of a single pesticide on the gut microbiota. 
Therefore, we lack knowledge about the potential synergistic effects of mixtures of different pesticides, as they 
often occur in combination in agricultural landscapes and in the beehive matrices17, 58, 60.

In the present study, we investigated the effect of chronic exposure at an environmental concentration of 
0.1 µg/L to imidacloprid, difenoconazole and glyphosate, individually and in ternary mixture, on the early gut 
colonization and physiology of newly emerged honey bees. The concentration of 0.1 µg/L was chosen because it 
corresponds to the lowest concentration at which it was shown that imidacloprid, difenoconazole, and glypho-
sate can interact when they occur as mixtures61. We performed quantitative PCR (qPCR) and 16S rRNA gene 
amplicon sequencing to assess the effects of the three pesticides on the total load and composition of the gut 
microbiota. In addition, we quantified the effects of pesticides and gut colonization on the physiological sta-
tus of honey bees by studying the modulation of five physiological markers: glutathione-S-transferase (GST), 
glucose-6-phosphate dehydrogenase (G6PDH), lactate dehydrogenase (LDH), alkaline phosphatase (ALP) and 
phenoloxidase (POx). These physiological markers are involved in the detoxification system, oxidant defenses, 
metabolism, and immunity. Therefore, their alterations reflect perturbations in the key physiological functions 
and in the normal development of honey bees. Overall, our results show that the three pesticides and their ternary 
mixture at 0.1 µg/L did not affect the total bacterial load and the abundance of core bacterial species. However, 
they induce changes in the key physiological functions, which become more pronounced when the core gut 
bacterial community could not establish.

Results
Effect of pesticide treatments on gut microbiota loads and community composition.  To test 
the influence of chronic exposure to pesticides on early gut colonization, we performed our experiment on newly 
emerged honey bees, which we colonized (CL) or not (MD, i.e. microbiota-depleted) with a gut homogenate and 
exposed for five consecutive days to low concentrations (0.1 µg/L) of pesticides.

Gut bacterial loads were significantly different and up to three times higher in CL compared to MD groups 
(Wilcoxon rank sum tests, p = 1e−12), and while the CL bees harbored a core gut microbiota, MD bees were only 
colonized by opportunistic bacteria, the majority of which are known to typically reside in the hive environ-
ment (Fig. 1A,B). ADONIS tests based on Bray–Curtis dissimilarities and ANOSIM tests based on weighted and 
unweighted UniFrac distances of MiSeq data normalized by qPCR, showed a statistically significant difference 
between CL and MD honey bees (p = 0.001 for all tests). In addition, principal coordinate analyses revealed that 
the samples were significantly separated according to the gut colonization status (Fig. 1D, Fig. S1).

Average total bacterial abundances were similar in all comparisons of pesticide-treated and control bees in 
both CL and MD groups (ANOVA, p = 0.4 for MD and p = 0.56 for CL) (Fig. 1C). ADONIS and ANOSIM tests 
did not show any statistical difference between pesticide treatments in CL honey bees (all p > 0.05), while a sig-
nificant pesticide treatment effect was observed in MD bees for all p < 0.025). However, size effects were small 
(ADONIS Bray–Curtis dissimilarities, R2 = 0.10; ANOSIM weighted UniFrac, R = 0.076; ANOSIM unweighted 
UniFrac, R = 0.038) and a significant Betadisper test (p = 0.002) suggested that pesticide treatments in MD were 
not homogeneous in their multivariate dispersions. We nevertheless assessed pesticide treatment effects on 
16S rRNA gene copy numbers for all individual ASVs by means of permutation ANOVA. In total, 42 ASVs 
had significant treatment effects (Fig. 1E), ten of which were common between CL and MD groups. In MD 
and CL groups respectively, 24 and 10 ASVs had significant pesticide treatment effects (Fig. S2A,B). Only two 
of these ASVs are commonly found in the honey bee gut62–64: Frischella and Arsenophonus, which were either 
only affected in CL, or in both CL and MD, respectively. However, post hoc tests showed that these ASVs were 
not significantly different in pairwise comparisons with control groups (all P > 0.05; Tables S1, S2). Thus, these 
effects only represented changes in opportunistic transient bacteria of relatively low abundance and facultative 
presence across individual bee guts.

Physiological effects of pesticides.  The effects of imidacloprid, difenoconazole and glyphosate individ-
ually and in ternary mixture on the physiological status of honey bees were determined by studying the modula-
tions of five physiological markers in the head, abdomen and midgut (Fig. 2) (Tables S3, S4). In CL honey bees, 
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Figure 1.   Effects of imidacloprid, difenoconazole and glyphosate on the establishment of gut microbiota. Gut 
community composition of colonized (CL) and microbiota-depleted (MD) honey bees following exposure to the 
fungicide (difenoconazole), herbicide (glyphosate) or insecticide (imidacloprid), alone or in a ternary mixture 
(Mix). (A) Stacked bar plots show the relative abundance of gut bacterial genera in control and pesticide-treated 
honey bees. Each column represents an individual bee. (B) Boxplots of total bacterial 16S rRNA gene copies 
estimated by qPCR in CL and MD bees. (C) Boxplots of total bacterial 16S rRNA gene copies in control bees 
and in bees exposed to the different pesticides, reported separately by gut microbiota colonization treatment. 
(D) Principal coordinate analysis of Bray–Curtis dissimilarities based on amplicon-sequence data normalized 
by total bacterial loads as obtained by qPCR. (E) Venn diagram showing the distribution of the 42 ASVs that 
differed in abundance between pesticide treatments in permutation ANOVAs in either the microbiota-depleted 
group, the colonized group, or in both treatment groups. Note that not all these ASVs have significant Tukey 
post hoc tests in pairwise comparisons between pesticide treatments and controls. See Table S1 and S2 for 
further details.
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Figure 2.   Physiological impacts of pesticides in colonized (CL) and microbiota-depleted (MD) honey bees. For 
5 days, colonized (CL) and microbiota-depleted (MD) newly emerged honey bees were fed sucrose solutions 
containing no pesticides (C, Control), imidacloprid (I, Insecticide), glyphosate (H, Herbicide), difenoconazole 
(F, Fungicide) or the ternary mixture of these pesticides (Mix) at the concentration of 0.1 µg/L in food. The 
impact of the exposure to pesticides on the physiology of the surviving honey bees at day five was investigated 
through an analysis of three common markers in the head, abdomen and midgut (GST, G6PDH and LDH) and 
two specific markers in the midgut (ALP and POx). ANOVA or Kruskal–Wallis tests were applied to detect 
significant differences between treatments. Treatments with different letters are significantly different (p < 0.05). 
# indicates a significant difference in the marker levels between colonized honey bees exposed to pesticides and 
their colonized control (CL.C). * and # indicate a significant difference in the marker levels between microbiota-
depleted honey bees exposed to pesticides and their control (MD.C) (* or #: p ≤ 0.05; ** or ##: p ≤ 0.01; *** or 
###: p ≤ 0.001).
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GST in the head and abdomen, G6PDH in the head, abdomen and midgut, LDH in the abdomen and midgut 
and ALP and POx in the midgut were not modulated following exposure to pesticides. However, the fungicide 
increased the activity of LDH in the head (p < 0.01) and decreased the activity of GST in the midgut (p < 0.05) 
(Tables S3, S4-A). In MD honey bees, GST in the head and abdomen, G6PDH in the head, abdomen and midgut, 
LDH, ALP and POx in the midgut were not modulated following exposure to pesticides. However, the fungicide 
increased the activity of LDH in the head (p < 0.001) and abdomen (p < 0.05) and GST in the midgut (p < 0.05). 
In addition, the herbicide and the Mix increased the activity of LDH in the head (p < 0.05 for Herbicide and 
p < 0.001 for Mix) and GST in the midgut (p < 0.05 for Herbicide and p < 0.01 for Mix) (Tables S3, S4-B).

Effect of gut colonization on physiological markers.  To detect the potential impact of gut coloniza-
tion on the physiological status of the experimental bees, we compared enzymatic activities of CL and MD bees 
exposed to the same pesticide treatments (Fig. 2) (Tables S3, S4, S5). In control unexposed honey bees (MD.Con-
trol and CL.Control), GST in the midgut was the only enzyme differently modulated between CL and MD honey 
bees with a higher activity following gut colonization (p < 0.01). In honey bees exposed to the insecticide, LDH in 
the head and abdomen were modulated differently based on the gut colonization status. LDH activity was lower 
in the head and higher in the abdomen of CL compared to MD honey bees (p < 0.001 for head LDH and p < 0.05 
for abdomen LDH). In honey bees exposed to the fungicide, the activity of LDH in the head was lower in CL 
honey bees compared to MD (p < 0.01). In honey bees exposed to the herbicide, the activities of G6PDH in the 
head and LDH in the abdomen were higher in CL compared to the MD honey bees (p < 0.05 for head G6PDH 
and p < 0.01 for abdomen LDH). However, the activity of LDH in the head was lower in CL honey bees (p < 0.05). 
In honey bees exposed to the ternary mixture, the activities of GST in the abdomen was higher in CL honey bees 
compared to the MD ones (p < 0.05) and the activity of LDH in the head was lower in CL honey bees (p < 0.001).

The hierarchical cluster analyses showed a tendency of the pesticide treatments to group according to the gut 
colonization status. In addition, physiological markers were not grouped together by body compartment. Only 
head LDH and midgut G6PDH were distant from the other enzymes, due to an overall increase of their activities 
in all treatments compared to those of CL.Control (Fig. 3, Fig. S3).

Effect of exposure to pesticide and gut colonization on honey bee survival.  The survival rate was 
recorded during the 5 days of exposure to pesticides. No differences in survival rates had been detected between 
the unexposed honey bees (CL.Control and MD.Control) and the bees exposed to the different pesticide treat-
ments. In addition, no differences in survival rates had been detected between the CL and the MD honey bees 
following exposure to a common pesticide treatment (Fig. S4).

Effect of exposure to pesticide and gut colonization on food consumption.  The influence of 
pesticide treatments and gut colonization on the feeding behavior of honey bees was followed by measuring the 
daily food consumption. Honey bees exposed to all pesticide treatments consumed an equal amount of food. No 
differences in food consumption was observed between CL and MD honey bees exposed to a similar pesticide 
treatment (Fig. S5).

Discussion
Numerous studies have revealed an impact of several pesticides on the gut microbiota of honey bees. The majority 
of these studies have focused on the effect of a single pesticide and used concentrations higher than those gener-
ally encountered by honey bees under field conditions. Bees are unlikely to be exposed to single pesticides while 
feeding in the beehive or foraging, as herbicides, insecticides and fungicides are often used in combination to 
improve crop yields and are detected simultaneously in the beehive matrices17, 65–67. It is thus important to assess 
the potential synergistic effects between different combinations of agrochemicals. The pesticides considered in 
this study belong to the three main classes of pesticides used worldwide. Imidacloprid is a neonicotinoid insecti-
cide that disrupts the nervous system of insects by acting as an agonist to acetylcholine receptors68. It was detected 
at concentrations of 1.35 µg/kg in pollen and 0.14–0.275 µg/kg in honey67, 69. Glyphosate [N-(phosphonomethyl)
glycine] is among the most widely used pesticides70, it is a herbicide that prevents the production of essen-
tial amino acids in plants through the inhibition of the enzyme 5-enolpyruvylshikimate-3-phosphate synthase 
(EPSPS) present also in some microorganisms71, 72. Glyphosate residues were detected in beebread at concentra-
tions ranging between 52.4 and 58.4 µg/kg and in honey at concentrations ranging between 17 and 342 µg/kg52, 54. 
Difenoconazole is an ergosterol biosynthesis inhibitor fungicide, it inhibits the lanosterol 14-α-demethylase 
leading to the depletion of ergosterol which is a vital constituent of the fungi cell wall73. It was frequently detected 
in honey and pollen at concentrations of 0.6 and 43 µg/kg, respectively55.

Our study provides a first attempt to determine the effects of several pesticides individually and in mixture 
at environmental realistic concentrations on the early establishment of the gut microbiota and key physiological 
functions in honey bees. Our study shows that chronic exposure to low doses of imidacloprid, difenoconazole 
and glyphosate, individually and in ternary mixture, can directly affect the physiology of honey bee workers 
without disrupting their core gut microbiota. Notably, the differences between the effects of the pesticide treat-
ments were more marked in microbiota-depleted bees than in colonized bees. In addition, we found that the 
overall effects significantly differed between microbiota-depleted and colonized bees, suggesting that the core 
gut microbiota plays a role in the bees’ physiological resilience to the action of pesticides. However, although 
no effect of pesticides on the establishment of the microbiota in emerging bees was observed in this study, it is 
noteworthy that long term exposure to pesticides, such as neonicotinoids, may impair the microbiota already 
established in older bees74.
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To our knowledge, this is the first study about the effect of triazole fungicides on the establishment of the 
honey bee gut microbiota. However, previous studies on other organisms and ecosystems revealed the capacity of 
azole fungicides to disrupt the gut microbiota of female rats, and to stimulate or inhibit soil bacterial proliferation 
depending on the fungicide active ingredient75, 76. Concerning pesticide mixtures, data on their potential effects 
on honey bee gut microbiota are lacking despite the high occurrence of pesticides as a mixture in the beehive 
residues. Therefore, further studies are needed to understand the effect of azole fungicides and the different 
pesticide combinations on the honey bee gut microbiota during and after gut colonization.

Recent studies have focused on the effects of oral exposure to glyphosate on the honey bee gut microbiota, 
showing changes in community structure, with marked shifts in total abundance of specific symbionts (Snodgras-
sella and Lactobacillus Firm-4 in particular)2, 43, 44, 51. In these studies, the glyphosate concentrations used ranged 
from 0.01 mM (1691 µg/L) to 1 mM (169 070 µg/L), based on concentrations found in water sources77–79 and in 
a study performed under semi-field conditions in which hives were placed in insect-proof glasshouse50. Thus, 
because the highest concentration measured in honey and pollen is at least fivefold lower, these concentrations 
could be considered the worst-case realistic exposure levels52–54, 80, 81. Hence, the absence of an effect of glyphosate 
on the early gut colonization in our study could be linked to the low residual concentration (0.1 µg/L) to which 
newly emerged honey bees were exposed. This hypothesis is confirmed by the results of Motta and Moran2, who 
have found that the effects of glyphosate on gut microbiota increased with the concentration, with an absence 
of effects at 0.01 mM (1.69 mg/L). This dose–response relationship is also confirmed by Dai et al.82 who found a 
high impact of glyphosate on the gut microbiota of honey bee larvae exposed at the highest dose of 20 mg/L but 
not at 0.8 and 4.0 mg/L. Consequently, the glyphosate concentration used in our study might be considered too 

Figure 3.   Effects of the pesticides and gut colonization on the physiological state of honey bees. The levels of 
physiological markers in colonized (CL) and microbiota-depleted (MD) newly emerged honey bees exposed or 
not to pesticides was submitted to a cluster analysis to assess, with an integrative approach, the effect of pesticide 
treatments and gut colonization status on the physiological markers analyzed in the head (h), abdomen (a) and 
midgut (m). Colonized (CL) and microbiota-depleted (MD) honey bees were fed sucrose solutions containing 
no pesticides (Control), imidacloprid (Insecticide), glyphosate (Herbicide), difenoconazole (Fungicide) or the 
ternary mixture (Mix) at concentration of 0.1 µg/L in food. The distance measured was Euclidian distance with 
UPGMA as the linkage rule for clusters. Data normalization was required to convert the mean of each treatment 
to the rate of variation compared with the average of the control (CL.Control). The intensity of modulation 
is illustrated by the range of colors, with green and red indicating respectively a decrease and an increase of 
the mean enzymatic activity in each treatment, by comparison with the mean value in the CL.Control. Black 
indicates no change by comparison with the mean value of CL.Control.
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low to induce any effect. However, at this concentration, glyphosate can induce a chronic toxicity to bees through 
lethal and physiological effects, especially when it is associated with other pesticides61, 82.

The absence of an effect of imidacloprid on early gut colonization in our study is consistent with the results 
of Raymann et al.45, who reported an absence of effect on established gut microbiota following a 3 days exposure 
to 500 µg/L of imidacloprid. However, neonicotinoids may have a negative impact on the gut microbiota when 
honey bees are exposed to them for a long exposure period. This is supported by two independent studies. In 
the first study it was observed that the relative abundance of Lactobacillus spp. and Bifidobacterium spp. signifi-
cantly decreased in winter and summer worker bees exposed to imidacloprid at 3.5 µg/kg for 18 days46. In the 
second study, a decrease in the absolute abundance of total bacteria. Lactobacillus Firm-5, and Bombella apis 
was found after a 7-day chronic exposure of middle-aged honey bees to thiacloprid, an insecticide belonging to 
the neonicotinoid family, at 200–2000 µg/L48.

In our experiment, the bacterial load was three-fold lower in microbiota-depleted bees than in colonized 
ones. This difference appears much smaller than the 100-fold difference reported in a study that explicitly quanti-
fied the bacterial loads in colonized and non-colonized bees40. This was of no particular concern for our study 
because our main aim was not to quantify physiological differences between MD and CL bees but rather the 
effects of exposures to pesticides.

There was no variation in the cumulated food consumption between the different pesticide treatments in 
colonized and microbiota-depleted honey bees. Therefore, bees had ingested an equal amount of pesticides in 
all treatments and these pesticides did not exhibit any attractive or repellent effect. The chronic exposure to the 
three pesticides and their ternary mixture did not affect bees’ survival. This may be due to the relatively short 
duration of exposure of 5 days. In a previous study, an exponential increase in mortality was observed 6–8 days 
after the beginning of the chronic exposure to the same pesticides in winter honey bees61. Gut colonization did 
not elicit a direct effect on bee survival, as both colonized and microbiota-depleted honey bees exhibited a similar 
survival rate. The absence of a negative effect on survival agrees with Zheng et al.83.

To assess the physiological effects induced by pesticides, we investigated the activity of GST, G6PDH and 
LDH in the head, abdomen (with the intestinal tract removed) and midguts, and the activity of ALP and POx 
in the midguts. GST and G6PDH are involved in the detoxification process and in the protection against oxi-
dative stress. GST acts through the reduction of hydroperoxides into alcohols and the conjugation of reduced 
glutathione (GSH) to xenobiotics such as pesticides84. G6PDH yields NADPH, which is essential for cytochrome 
P450 (CYP 450) catalysis85. NADPH is also involved in the anti-oxidative defenses through the regeneration of 
GSH from its oxidized form86. LDH is involved in the energy metabolism in insects, precisely in the glycolytic 
pathway. Under anaerobic conditions, it catalyzes a reversible reduction of pyruvate into lactate using NADH as 
a cofactor87. ALP is a metabolic enzyme involved in the adsorption and transport mechanism through the gut 
epithelium; it is also involved in the immune response88–90. POx plays a role in the constitutive immune response 
of insects through catalysis of the melanization process involved in sealing wounds and encapsulation of foreign 
bodies such as parasites and pathogens91, 92.

We found no major effect of pesticides on the oxidative system, metabolism and immunity of colonized honey 
bees. Only the fungicide increased the LDH activity in the head and decreased the GST activity in the midgut. 
The short duration of exposure to imidacloprid and glyphosate may explain the absence of an effect of these two 
pesticides, which have both been reported in previous studies to induce oxidative stress in honey bees21, 24, 93.

Our results show differences in the modulation of physiological markers between colonized and microbiota-
depleted honey bees exposed to the same pesticide treatments. They suggest that, in the presence of the core 
gut microbiota, bees have increased resilience to oxidative stress and improved detoxification of xenobiotics. 
Therefore, in the long-term, the core gut microbiota could decrease the toxicity of the ingested pesticides and 
increase host survival. This was reflected by a higher activity in CL bees of G6PDH in the head of herbicide 
treated bees, GST in the abdomen of ternary-mixture-treated bees, and GST in the midgut of control bees. 
G6PDH and GST are both involved in the detoxification process and fight against oxidative stress85, 94, 95. The 
role of specific core gut members in detoxification and oxidative balance was previously documented through 
the upregulation of esterase FE4-like, cytochrome Cyp6bd1 and multicopper oxidase 1 (MCO1) genes in F. per-
rara compared to honey bees inoculated with S. alvi. The esterase FE4-like gene is involved in the detoxification 
process and development of insecticide resistance in peach-potato aphids96. Moreover, this enzyme is involved 
in the oxidative response during adverse stress such as exposure to imidacloprid and paraquat in Apis cerana 
cerana97. The Cyp6b family plays a significant role in the development of insecticide resistance in Culex pipiens 
pallen98. MCO1 is indirectly involved in the regulation of oxidative stress through the catalysis of the oxidation 
of ferrous iron (Fe2+) into ferric iron (Fe3+)99.

Early gut colonization of honey bees did not seem to have an effect on the melanization response because POx 
had a similar activity in colonized and microbiota-depleted honey bees. However, we did expect an increase in 
the activity of this enzyme in CL bees due to the upregulation of serine protease activation cascade and serine 
protease inhibitors in the presence of Frischella perrara, which was only detected in CL bees. This bacterium, 
through the activation of the previously cited genes, leads to the formation of the scab phenotype that corre-
sponds to a melanization process in the pylorus and hence should involve activation of POx63. The discrepancy 
observed between our results and those obtained by Emery et al.63 might be explained by differences in the types 
of gut colonization performed in the two studies. In the study of Emery et al.63, bees were colonized only with F. 
perrara or Snodgrassella alvi while, in our study, bees were colonized by the original worker microbiota in which 
competitive and homeostatic processes may occur. Thus, the presence of competitive flora might modulate the 
capability of F. perrara to modulate the melanization cascade.

The differences in LDH activity between colonized and microbiota-depleted honey bees were tissue-specific. 
For a same pesticide treatment, with imidacloprid or glyphosate, head LDH activity was lower in colonized honey 
bees than in microbiota-depleted ones, while abdomen LDH activity was higher in colonized honey bees. The 
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existence of differences in the LDH activity between colonized and microbiota-depleted honey bees is another 
evidence that the gut microbiota influences the host metabolism39, 42, 83, 100.

The hierarchical cluster analyses showed a distinct physiological status in honey bees colonized with the nor-
mal gut microbiota compared to those deprived of their core microbial species. The microbiota effects on host 
physiology were not limited to the midgut but they were also present in the head and abdomen. Therefore, it is 
becoming increasingly clear that the microbiota exerts a systemic effect on its host rather than being localized 
in the gut. This is also reflected by the interference of the gut microbiota with the abundance of apidaecin in the 
honey bee haemolymph101, and its suggested effects on the honey bee nervous system by modulating the sugar 
intake through the increase in insulin sensitivity83.

In conclusion, our work showed that exposure to pesticide concentrations far lower than previously tested, 
individually and in ternary mixture, did not affect the early gut bacterial colonization by core members of the 
honey bee microbiota. However, these exposures directly induced changes in physiological markers broadly 
associated with honey bee health. These results are thus in agreement with previous studies raising concern 
about widespread pesticide use in agricultural landscapes damaging pollination services and insect populations 
more in general.

Materials and methods
Materials.  Honey bees were obtained from five healthy looking colonies located in the experimental apiary 
of Abeilles & Environnement (Bees & Environment) Research Unit at Avignon INRAE Research Centre (South 
of France). To rear newly emerged honey bees lacking core gut bacteria, tan-colored dark-eyed pupae were 
removed from the brood combs using sterile forceps and were allowed to emerge in sterile plastic boxes. The 
plastic boxes were kept for 2 days at 34.5 ± 2 °C under 85% relative humidity. Newly emerged honey bees were 
then distributed in sterile plastic cages (6 × 8.5 × 10 cm; 30 bees per cage) by mixing bees from all five hives into 
each cage. Imidacloprid, difenoconazole and glyphosate were purchased from Dr. Ehrenstorfer GmbH (Augs-
burg, Germany) (Table 1).

Exposure to pesticides.  Imidacloprid, difenoconazole and glyphosate were used either alone or in a ter-
nary mixture (Mix) at a final concentration of 0.1 µg/L, which is consistent with the residual concentrations of 
these pesticides in honey53, 55, 69. Just before the beginning of the experiments, stock pesticide solutions were pre-
pared in sterilized water (glyphosate) or DMSO (imidacloprid and difenoconazole). From stock solutions, work-
ing 10X pesticide solutions were prepared in 1% (v/v) DMSO and were stored at -20 °C up to their extemporane-
ous dilution in 66.7% sterilized sucrose solution to obtain feeding solutions containing 0.1 µg/L pesticides, 60% 
(w/v) sucrose and 0.1% (v/v) DMSO. The accuracy of the pesticide concentration was checked by dosing the 10X 
and feeding solutions according to two analytical methods102, 103. For each solution RSD < 7%.

Preparation of gut homogenate for bacterial inoculation of newly emerged bees.  To obtain a 
single gut homogenate for subsequent bacterial colonization of experimental bees, we dissected the guts (hind-
gut, ileum and midgut, excluding the crop) of 15 forager honey bees, collected at the entrance of five hives, and 
homogenized them in sterile PBS (1 mL sterile PBS per gut) using the Qiagen® TissueLyser II (30 Hz for 3 periods 
of 10 s, at 10 s intervals). The homogenates were then pooled and 1/3rd volume of 80% (v/v) glycerol solution 
was added to produce a final glycerol concentration of 20% (v/v). The homogenate was aliquoted in sterile 
Eppendorf tubes and stored at − 80 °C until use.

Experimental colonization of honey bees and exposure to pesticides.  Twenty-four hours after 
the emergence of adult honey bees, the bees present in half of the experimental cages were colonized from the 
gut homogenate. To achieve this, a 2-mL vial containing 300 µL of the gut homogenate was added to each cage. 
In the vial, the gut homogenate was diluted ten times with sterile PBS and mixed (1:1, v/v) with 50% (w/v) ster-
ile sucrose solution. The bees were allowed to feed on this solution for 3 days. Microbiota-depleted honey bees 
(MD) were kept under the same conditions and fed sterile sucrose solution, diluted in PBS (1:1, v/v) lacking the 
gut homogenate.

Newly emerged bees, colonized (colonized bees; CL) or not (microbiota-depleted; MD) with the gut homoge-
nate, were exposed or not (control) to the three pesticides (imidacloprid, glyphosate and difenoconazole) either 
individually or in a ternary mixture (Mix), in a two by four factorial design. At the beginning of the fourth day 
post emergence, honey bees were fed for 5 consecutive days with a sterile sucrose solution (60% (w/v)) contain-
ing or not (Control, C) pesticides and 0.1% (v/v) DMSO. Four replicates of 30 honey bees per treatment modal-
ity were made. During the experiment, the bees fed ad libitum with 60% (w/v) sterilized sucrose solution and 

Table 1.   Characteristics of the pesticides.

Active substance CAS number Purity (%) Pesticide family

Imidacloprid 138261-41-3 98 Neonicotinoid insecticide

Difenoconazole 119446-68-3 98 Triazole fungicide

Glyphosate 1071-83-6 98 5-Enolpyruvylshikimate-3-phosphate synthase
inhibitor herbicide
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gamma-irradiated bee pollen, which was obtained following the protocol of Emery et al.63. Cages were kept in 
an incubator at 30 ± 2 °C under 60% relative humidity until the end of the experiment.

For each cage, the daily survival rate and food consumption were recorded, starting on the first day of chronic 
exposure to pesticides, and dead bees were daily removed for sanitary considerations. Nine days after emergence, 
bees were anesthetized with CO2, decapitated, and the guts were extracted for analysis. For the gut microbiota 
analyses, we dissected four guts from honey bees collected from four cages per treatment (n = 16 per treatment). 
Each gut was placed into a sterile 2 mL Eppendorf tube, flash frozen in liquid nitrogen then stored at − 80 °C. 
Thus, 16 individual honey bee worker guts were analyzed per treatment modality (resulting in a total of 160 
experimental samples). For the analysis of physiological life history traits, the honey bees from the four cages 
were mixed together and the heads, midguts and abdomens (with the intestinal tract removed) were separately 
sampled. Tissues from three bees were pooled together to form each sample, weighed and stored at − 80 °C until 
analysis. For each treatment, seven repetitions (n = 7 samples of three pooled tissues per sample) were analyzed 
and each sample was assayed in triplicate for enzymatic activity.

DNA extraction from honey bee gut tissue.  Total DNA was extracted from each dissected gut using 
the FastPure Bacteria DNA Isolation Mini Kit (Vazyme Biotech Co., Ltd (China)). Each gut was put in 1 mL 
PBS and bead beated twice, for 45 s at 6 m/s, with a FastPrep-24™ 5G homogenizer (MP Biomedicals). A frac-
tion of 330 µL of each homogenate was then transferred to new sterile 1.5 mL tubes and centrifuged for 1 min 
at 10,000 rpm. The pellet was supplemented with 180 µL of lysozyme (prepared according to the manufacturer’s 
instructions) and placed in a water bath for 2 h at 37 °C. We then followed the rest of the manufacturer’s protocol. 
The resulting dry pellet was resuspended in 50 µL of sterile water. For each batch of DNA extractions, two blank 
extractions (extractions in which no experimental tissue was added to the reagents; 16 total blank extractions) 
were also performed and served to identify and exclude bacterial contaminants present in laboratory reagents 
during 16S rRNA gene amplicon sequencing (see below).

Quantitative PCR for the determination of absolute abundance.  Total bacterial loads in experi-
mental honey bee guts was quantified by quantitative PCR (qPCR) assays with universal 16S rRNA gene primers 
(F: AGG​ATT​AGA​TAC​CCT​GGT​AGTCC; R: YCG​TAC​TCC​CCA​GGCGG​40). The 16S rRNA gene copy numbers 
were normalized against the host actin gene (amplified with primers F: TGC​CAA​CAC​TGT​CCT​TTC​TG and 
R: AGA​ATT​GAC​CCA​CCA​ATC​CA104) as previously described35, 40. Briefly, qPCR was performed on a StepO-
nePlus instrument (Applied Biosystems) in 96-well plates. Each sample was amplified in triplicate, in a final 
volume of 10 µL containing 0.4 µL of each forward and reverse primer (5 µM), 5 µL of 2 × SYBR® Select Master 
Mix, 3.2 μL of MilliQ water and 1 µL of extracted DNA. The PCR program consisted of an initial denaturation 
step at 50 °C for 2 min, followed by 95 °C for 2 min, and 40 cycles of 95 °C for 15 s and 60 °C for 1 min. Melt-
ing curves were generated after each run at 95 °C for 15 s and 60 °C for 1 min and increments of 0.3 °C until 
reaching 95 °C for 15 s. Each plate contained a positive and negative control. The absolute quantity of each target 
was determined based on the standard curves of serial dilutions of plasmids (pGEM®-T Easy vector; Promega) 
containing the target sequence35. The number of bacterial cells per gut were determined by first calculating ‘raw’ 
copy numbers of each target in 1 μL of DNA from the cycle quantification (Cq) value and the standard curve 
using the formula n = E (intercept—Cq)105. These values were multiplied by the elution volume of the DNA extrac-
tions to obtain calculations per gut. We next normalized the bacterial 16S rRNA gene copies against the median 
number of actin gene copies, dividing by the ‘raw’ actin copy number for the given sample and multiplying by 
the median number of actin gene copies across all samples. Finally, these values were divided by four to calculate 
bacterial cell numbers, as this roughly represents the mean number of 16S rRNA gene loci present across honey 
bee gut symbionts40. Normalization with the actin gene was performed to reduce the effect of gut size variation 
and extraction efficiency.

16S rRNA gene amplicon sequencing.  The V4 region of the 16S rRNA gene was amplified using prim-
ers 515F-Nex (TCG​TCG​GCA​GCG​TCA​GAT​GTG​TAT​AAG​AGA​CAG​GTG​CCAGCMGCC​GCG​GTAA) and 
806R-Nex (GTC​TCG​TGG​GCT​CGG​AGA​TGT​GTA​TAA​GAG​ACA​GGG​ACTACHVGGG​TWT​CTAA), con-
taining the Illumina adapter sequences for Nextera XT indexes and the primers of the V4 region of the 16S rRNA 
gene106, as described in the Illumina 16S metagenomic sequencing library preparation guide (https://​suppo​rt.​
illum​ina.​com/​conte​nt/​dam/​illum​ina-​suppo​rt/​docum​ents/​docum​entat​ion/​chemi​stry_​docum​entat​ion/​16s/​16s-​
metag​enomic-​libra​ry-​prep-​guide-​15044​223-b.​pdf) and by Kešnerová et al.35. The first PCR step was performed 
in a total volume of 25 µL, using 12.5 µL of 2 × Phanta Max Master Mix (Vazyme, Nanjing, China), 5 μL of Mil-
liQ water, 2.5 μL of each primer (5 μM), and 2.5 μL of template DNA. The PCR program consisted of an initial 
denaturation step at 98 °C for 30 s, followed by 25 cycles of 98 °C for 10 s, 55 °C for 20 s and 72 °C for 20 s, and 
a final extension step at 72 °C for 5 min. Amplifications were verified by 2% agarose gel electrophoresis. PCR 
products were purified with Clean NGS purification beads in a 1:0.8 ratio of PCR products to beads, and eluted 
in 27 µL of 10 mM Tris–HCl pH 8.5. A second PCR step was then performed to append unique dual indexes to 
each sample. The PCR was performed in a total volume of 25 µL, using 12.5 µL of 2 × Phanta Max Master Mix 
(Vazyme, Nanjing, China), 5 μL of MilliQ water, 2.5 μL of Nextera XT index primers 1 and 2 (Nextera XT Index 
kit, Illumina) and 2.5 μL of template DNA. The PCR program consisted of an initial denaturation step at 95 °C 
for 3 min followed by eight cycles of 95 °C for 30 s, 55 °C for 30 s and 72 °C for 30 s, and a final extension step 
at 72 °C for 5 min. The final libraries were purified using Clean NGS purification beads in a 1:1.1 ratio of PCR 
product to beads, and eluted in 27.5 μL of 10 mM Tris–HCl pH 8.5. The amplicon concentrations, including the 
negative PCR controls, were then quantified by PicoGreen and pooled in equimolar concentrations (with the 
exception of the negative controls and the blank extractions, which were pooled in equal volumes instead). We 

https://support.illumina.com/content/dam/illumina-support/documents/documentation/chemistry_documentation/16s/16s-metagenomic-library-prep-guide-15044223-b.pdf
https://support.illumina.com/content/dam/illumina-support/documents/documentation/chemistry_documentation/16s/16s-metagenomic-library-prep-guide-15044223-b.pdf
https://support.illumina.com/content/dam/illumina-support/documents/documentation/chemistry_documentation/16s/16s-metagenomic-library-prep-guide-15044223-b.pdf
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verified that the final pool was of the right size using a Fragment Analyzer (Advanced Analytical) and performed 
sequencing on an Illumina MiSeq sequencer, producing 2 × 250 bp reads, at the Genomic Technology Facility of 
the University of Lausanne.

Processing of 16S rRNA gene amplicon‑sequencing data.  We obtained a total of 13,976,585 raw 
sequences across 160 honey bee gut samples, two negative PCR controls, two mock community samples and 16 
blank DNA extractions. Raw sequencing data (deposited at the SRA Database under BioProject accession no. 
PRJNA699592) were quality filtered with Trimmomatic107 using LEADING:3, TRAILING:3, SLIDINGWIN-
DOW:4:15, and MINLEN:180. The quality-filtered data were analyzed with the Divisive Amplicon Denoising 
Algorithm 2 (DADA2) pipeline (“dada2” package version 1.14.1 in R)108. All functions were run using the rec-
ommended parameters (https://​benjj​neb.​github.​io/​dada2/​tutor​ial.​html) except that at the filtering step we trun-
cated the F and R reads after 232 and 231 bp, respectively. We then set randomize = TRUE and nbases = 3e8 at 
the learnErrors step. The SILVA database (version 132) was used for taxonomy assignments of the identified 
amplicon-sequence variants (ASVs). Any ASV classified as mitochondria, chloroplast or Eukaryota (“phyloseq” 
package version 1.30.0109, “subset_taxa” function) were removed. We then used both the “prevalence” and “fre-
quency” methods (method = “either”) in the R package “decontam” v.1.6.0110 to identify and remove contami-
nants introduced during wet lab procedures, using the negative PCR controls and the blank samples as reference, 
which allowed us to identify and filter out 109 such ASVs. After removing negative, blank and mock samples, the 
final dataset consisted of 6,524,951 reads belonging to 288 ASVs across the 160 experimental samples.

Statistical analyses of combined 16S rRNA gene amplicon‑sequence and qPCR data.  To calcu-
late absolute bacterial abundances of each ASV, the proportion of each ASV in each sample inferred from MiSeq 
data were multiplied by the normalized 16S rRNA gene copy number of each sample as measured by qPCR. 
Bray–Curtis dissimilarities and weighted and unweigthed UniFrac distances were calculated after aligning all 
ASV sequences with DECIPHER v.2.14.0 and building a phylogenetic tree with Phangorn v.2.5.5111. ADONIS 
and ANOSIM tests were then ran to assess differences in community structure between microbiota and pesticide 
treatments overall, and for pesticide treatment differences within each microbiota treatment individually.

To test for differences between pesticide treatments for each individual ASV within each microbiota treat-
ment, we used a permutation approach (referred to as permutation ANOVA) as done in35. Briefly, we randomized 
the values of the calculated copy numbers for each ASV 10,000 times and computed the t values for the tested 
effect for each randomized dataset. The p values corresponding to the effects were calculated as the proportion 
of 10,000 t values that were equal or higher than the observed one. Pairwise comparisons between individual 
treatment groups were performed by Tukey’s HSD using “multcomp” package112 using glht function on the model 
(Tables S1, S2). P values were adjusted using the Bonferroni method.

Survival and food consumption.  Mortality and food consumption were followed daily during the whole 
experiment. Dead bees were counted at 8 am and removed for hygienic considerations. Individual food con-
sumption was assessed by measuring the weight of the feeder daily. The food consumed was corrected by the 
bees remaining alive. An evaporation control was included to accurately calculate the food consumed by the 
bees.

Analysis of physiological life history traits.  For the analyses of physiological markers, heads, abdo-
mens and midguts were mixed with an extraction medium to make 10% (w/v) extract. The extraction medium 
consisted of 10 mM sodium chloride (NaCl), 1% (w/v) Triton X-100 and 40 mM sodium phosphate pH 7.4, and 
contained protease inhibitors (2 µg/mL antipain, leupeptin and pepstatin A, 25 units/mL aprotinin and 0.1 mg/
mL soybean trypsin inhibitor)113. The extract was ground using the Qiagen® TissueLyser II (30 Hz for 5 periods 
of 30 s, at 30 s intervals), then centrifuged at 4 °C for 20 min at 15,000 gav. The supernatant was then collected 
for analysis.

The physiological markers of each repetition were spectrophotometrically assayed in triplicate at 25 °C. 
LDH activity was determined by measuring the regeneration of nicotinamide adenine dinucleotide (NAD+) at 
340 nm. The reaction medium contained 0.2 mM of the reduced form of nicotinamide adenine dinucleotide 
(NADH), 5 mM disodium ethylenediaminetetraacetate dihydrate (EDTA), 2 mM sodium pyruvate and 50 mM 
triethanolamine pH 7.6114, 115. GST activity was determined by measuring the conjugation of GSH to 1-chloro-
2,4-dinitrobenzene (CDNB) at 340 nm. The reaction medium contained 1 mM EDTA, 1 mM CDNB, 2.5 mM 
GSH and 100 mM Na/K phosphate pH 7.4116. G6PDH activity was determined by following the formation of 
the reduced form of nicotinamide adenine dinucleotide phosphate (NADPH) at 340 nm. The reaction medium 
contained 10 mM magnesium chloride (MgCl2), 0.5 mM nicotinamide adenine dinucleotide phosphate (NADP+), 
1 mM glucose-6-phosphate (G6P) and 100 mM Tris–HCl pH 7.486. ALP was determined by following the forma-
tion of p-nitrophenol at 410 nm. The reaction medium contained 2 mM p-nitrophenyl phosphate (p-NPP), 20 µM 
MgCl2 and 100 mM Tris–HCl pH 8.5117. POx was measured by following the transformation of 3,4-dihydroxy-
L-dihydroxyphenylalanine (L-DOPA) into melanin at 490 nm. The reaction medium contained 20 mM NaCl, 
0.4 mg/mL L-DOPA, and 10 mM monosodium phosphate pH 7.2118.

Statistical analyses.  Statistical analyses of survival, food consumption and effects of the treatments on 
enzymatic activities were performed using R software (Rstudio Version 1.1.463). We determined the effects of 
pesticide treatments and gut colonization on survival using the packages survival and survminer119, 120, and the 
Kaplan–Meier (log-rank test) method followed by post hoc test. The Kruskal–Wallis test was used to determine 
the effect of the different treatments on food consumption by comparing the individual cumulative sucrose 

https://benjjneb.github.io/dada2/tutorial.html
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consumption during the exposure period. To test the effects of the different treatments on the physiological 
markers, we performed an ANOVA followed by Tukey’s HSD test, when the data followed a normal distribution, 
or a Kruskal–Wallis test followed by post hoc Dunn’s test (with Benjamini–Hochberg correction using the agri-
colae package121), when the data followed a non-normal distribution. In addition, a cluster analysis (hierarchical 
clustering results) was performed using PermutMatrix software122. Each measure was normalized according to 
the colonized control treatment, and unweighted pair group method with arithmetic mean (UPGMA) was con-
ducted to determine Euclidian distances to be used as the linkage rule for clusters.

Data availability
The datasets used and/or analyzed during the current study are available from the corresponding authors on 
reasonable request.

Received: 28 October 2021; Accepted: 15 February 2022

References
	 1.	 European Commission. Report from the commission to the European Parliament and the council on the implementation of the 

measures concerning the apiculture sector of Regulation (EU) No 1308/2013 of the European Parliament and of the Council 
establishing a common organisation of the markets in agricultural products. p. 1–16. https://​eur-​lex.​europa.​eu/​legal-​conte​nt/​
en/​ALL/?​uri=​CELEX:​52016​DC0776 (2016).

	 2.	 Motta, E. V. S. & Moran, N. A. Impact of glyphosate on the honey bee gut microbiota: Effects of intensity, duration, and timing 
of exposure. msystems 5, e00268-e1220. https://​doi.​org/​10.​1128/​mSyst​ems.​00268-​20 (2020).

	 3.	 Klein, A. M. et al. Importance of pollinators in changing landscapes for world crops. Proc. R. Soc. B-Biol. Sci. 274, 303–313. 
https://​doi.​org/​10.​1098/​rspb.​2006.​3721 (2007).

	 4.	 Ollerton, J. Pollinator diversity: Distribution, ecological function, and conservation. Annu. Rev. Ecol. Evol. Syst. 48, 353–376. 
https://​doi.​org/​10.​1146/​annur​ev-​ecols​ys-​110316-​022919 (2017).

	 5.	 Greenleaf, S. S. & Kremen, C. Wild bees enhance honey bees’ pollination of hybrid sunflower. PNAS 103, 13890–13895. https://​
doi.​org/​10.​1073/​pnas.​06009​29103 (2006).

	 6.	 Williams, I. H. The dependence of crop production within the European Union on pollination by honey bees. Agric. Zool. Rev. 
20, 20 (1994).

	 7.	 Potts, S. G. et al. Declines of managed honey bees and beekeepers in Europe. J. Apic. Res. 49, 15–22. https://​doi.​org/​10.​3896/​
ibra.1.​49.1.​02 (2010).

	 8.	 Vanengelsdorp, D., Hayes, J., Underwood, R. M. & Pettis, J. A survey of honey bee colony losses in the US, fall 2007 to spring 
2008. PLoS One 3, 6. https://​doi.​org/​10.​1371/​journ​al.​pone.​00040​71 (2008).

	 9.	 Chagnon, M. Fédération Canadienne de la Faune (Bureau régional du Québec, 2008).
	 10.	 Schreinemachers, P. & Tipraqsa, P. Agricultural pesticides and land use intensification in high, middle and low income countries. 

Food Policy 37, 616–626. https://​doi.​org/​10.​1016/j.​foodp​ol.​2012.​06.​003 (2012).
	 11.	 Haber, A. I., Steinhauer, N. A. & vanEngelsdorp, D. Use of chemical and nonchemical methods for the control of Varroa destruc-

tor (Acari: Varroidae) and associated winter colony losses in US beekeeping operations. J. Econ. Entomol. https://​doi.​org/​10.​
1093/​jee/​toz088 (2019).

	 12.	 Le Conte, Y., Ellis, M. & Ritter, W. Varroa mites and honey bee health: Can Varroa explain part of the colony losses?. Apidologie 
41, 353–363. https://​doi.​org/​10.​1051/​apido/​20100​17 (2010).

	 13.	 Ellis, J. D., Evans, J. D. & Pettis, J. Colony losses, managed colony population decline, and colony collapse disorder in the United 
States. J. Apic. Res. 49, 134–136. https://​doi.​org/​10.​3896/​IBRA.1.​49.1.​30 (2010).

	 14.	 Chauzat, M. P. et al. Influence of pesticide residues on honey bee (Hymenoptera: Apidae) colony health in France. Environ. 
Entomol 38, 514–523. https://​doi.​org/​10.​1603/​022.​038.​0302 (2009).

	 15.	 Juan-Borras, M., Domenech, E. & Escriche, I. Mixture-risk-assessment of pesticide residues in retail polyfloral honey. Food 
Control 67, 127–134. https://​doi.​org/​10.​1016/j.​foodc​ont.​2016.​02.​051 (2016).

	 16.	 Kasiotis, K. M., Anagnostopoulos, C., Anastasiadou, P. & Machera, K. Pesticide residues in honeybees, honey and bee pollen by 
LC–MS/MS screening: Reported death incidents in honeybees. Sci. Total. Environ 485–486, 633–642. https://​doi.​org/​10.​1016/j.​
scito​tenv.​2014.​03.​042 (2014).

	 17.	 Mullin, C. A. et al. High levels of miticides and agrochemicals in north american apiaries: Implications for honey bee health. 
PLoS One 5, 19. https://​doi.​org/​10.​1371/​journ​al.​pone.​00097​54 (2010).

	 18.	 Brandt, A., Gorenflo, A., Siede, R., Meixner, M. & Buchler, R. The neonicotinoids thiacloprid, imidacloprid, and clothianidin 
affect the immunocompetence of honey bees (Apis mellifera L.). J. Insect. Physiol. 86, 40–47. https://​doi.​org/​10.​1016/j.​jinsp​hys.​
2016.​01.​001 (2016).

	 19.	 Alptekin, S. et al. Induced thiacloprid insensitivity in honeybees (Apis mellifera L.) is associated with up-regulation of detoxifica-
tion genes. Insect Mol. Biol. 25, 171–180. https://​doi.​org/​10.​1111/​imb.​12211 (2016).

	 20.	 Tesovnik, T. et al. Exposure of honey bee larvae to thiamethoxam and its interaction with Nosema ceranae infection in adult 
honey bees. Environ. Pollut. 256, 113443. https://​doi.​org/​10.​1016/j.​envpol.​2019.​113443 (2020).

	 21.	 Gregore, A. et al. Effects of coumaphos and imidacloprid on honey bee (Hymenoptera: Apidae) lifespan and antioxidant gene 
regulations in laboratory experiments. Sci. Rep. https://​doi.​org/​10.​1038/​s41598-​018-​33348-4 (2018).

	 22.	 Schneider, C. W., Tautz, J., Grunewald, B. & Fuchs, S. RFID tracking of sublethal effects of two neonicotinoid insecticides on 
the foraging behavior of Apis mellifera. PLoS One 7, 9. https://​doi.​org/​10.​1371/​journ​al.​pone.​00300​23 (2012).

	 23.	 Vazquez, D. E., Ilina, N., Pagano, E. A., Zavala, J. A. & Farina, W. M. Glyphosate affects the larval development of honey bees 
depending on the susceptibility of colonies. PLoS One https://​doi.​org/​10.​1371/​journ​al.​pone.​02050​74 (2018).

	 24.	 Vázquez, D. E., Latorre-Estivalis, J. M., Ons, S. & Farina, W. M. Chronic exposure to glyphosate induces transcriptional changes 
in honey bee larva: A toxicogenomic study. Environ. Pollut. https://​doi.​org/​10.​1016/j.​envpol.​2020.​114148 (2020).

	 25.	 Farina, W. M., Balbuena, M., Herbert, L. T., Mengoni Goñalons, C. & Vázquez, D. E. Effects of the herbicide glyphosate on honey 
bee sensory and cognitive abilities: Individual impairments with implications for the hive. Insects 10, 354. https://​doi.​org/​10.​
3390/​insec​ts101​00354 (2019).

	 26.	 Wang, Y. H., Zhu, Y. C. & Li, W. H. Interaction patterns and combined toxic effects of acetamiprid in combination with seven 
pesticides on honey bee (Apis mellifera L.). Ecotox. Environ. Safe 190, 10. https://​doi.​org/​10.​1016/j.​ecoenv.​2019.​110100 (2020).

	 27.	 Kretschmann, A., Gottardi, M., Dalhoff, K. & Cedergreen, N. The synergistic potential of the azole fungicides prochloraz and 
propiconazole toward a short α-cypermethrin pulse increases over time in Daphnia magna. Aquat. Toxicol. 162, 94–101. https://​
doi.​org/​10.​1016/j.​aquat​ox.​2015.​02.​011 (2015).

	 28.	 Yuan, X. et al. Gut microbiota: An underestimated and unintended recipient for pesticide-induced toxicity. Chemosphere https://​
doi.​org/​10.​1016/j.​chemo​sphere.​2019.​04.​088 (2019).

https://eur-lex.europa.eu/legal-content/en/ALL/?uri=CELEX:52016DC0776
https://eur-lex.europa.eu/legal-content/en/ALL/?uri=CELEX:52016DC0776
https://doi.org/10.1128/mSystems.00268-20
https://doi.org/10.1098/rspb.2006.3721
https://doi.org/10.1146/annurev-ecolsys-110316-022919
https://doi.org/10.1073/pnas.0600929103
https://doi.org/10.1073/pnas.0600929103
https://doi.org/10.3896/ibra.1.49.1.02
https://doi.org/10.3896/ibra.1.49.1.02
https://doi.org/10.1371/journal.pone.0004071
https://doi.org/10.1016/j.foodpol.2012.06.003
https://doi.org/10.1093/jee/toz088
https://doi.org/10.1093/jee/toz088
https://doi.org/10.1051/apido/2010017
https://doi.org/10.3896/IBRA.1.49.1.30
https://doi.org/10.1603/022.038.0302
https://doi.org/10.1016/j.foodcont.2016.02.051
https://doi.org/10.1016/j.scitotenv.2014.03.042
https://doi.org/10.1016/j.scitotenv.2014.03.042
https://doi.org/10.1371/journal.pone.0009754
https://doi.org/10.1016/j.jinsphys.2016.01.001
https://doi.org/10.1016/j.jinsphys.2016.01.001
https://doi.org/10.1111/imb.12211
https://doi.org/10.1016/j.envpol.2019.113443
https://doi.org/10.1038/s41598-018-33348-4
https://doi.org/10.1371/journal.pone.0030023
https://doi.org/10.1371/journal.pone.0205074
https://doi.org/10.1016/j.envpol.2020.114148
https://doi.org/10.3390/insects10100354
https://doi.org/10.3390/insects10100354
https://doi.org/10.1016/j.ecoenv.2019.110100
https://doi.org/10.1016/j.aquatox.2015.02.011
https://doi.org/10.1016/j.aquatox.2015.02.011
https://doi.org/10.1016/j.chemosphere.2019.04.088
https://doi.org/10.1016/j.chemosphere.2019.04.088


12

Vol:.(1234567890)

Scientific Reports |         (2022) 12:4281  | https://doi.org/10.1038/s41598-022-08009-2

www.nature.com/scientificreports/

	 29.	 Yang, Y. et al. Effects of three common pesticides on survival, food consumption and midgut bacterial communities of adult 
workers Apis cerana and Apis mellifera. Environ. Pollut. 249, 860–867. https://​doi.​org/​10.​1016/j.​envpol.​2019.​03.​077 (2019).

	 30.	 Martinson, V. G. et al. A simple and distinctive microbiota associated with honey bees and bumble bees. Mol. Ecol. 20, 619–628. 
https://​doi.​org/​10.​1111/j.​1365-​294X.​2010.​04959.x (2011).

	 31.	 Corby-Harris, V., Maes, P. & Anderson, K. E. The bacterial communities associated with honey bee (Apis mellifera) foragers. 
PLoS One 9, 13. https://​doi.​org/​10.​1371/​journ​al.​pone.​00950​56 (2014).

	 32.	 Moran, N. A., Hansen, A. K., Powell, J. E. & Sabree, Z. L. Distinctive gut microbiota of honey bees assessed using deep sampling 
from individual worker bees. PLoS One https://​doi.​org/​10.​1371/​journ​al.​pone.​00363​93 (2012).

	 33.	 Bonilla-Rosso, G. & Engel, P. Functional roles and metabolic niches in the honey bee gut microbiota. Curr. Opin. Microbiol. 43, 
69–76. https://​doi.​org/​10.​1016/j.​mib.​2017.​12.​009 (2018).

	 34.	 Kwong, W. K. & Moran, N. A. Gut microbial communities of social bees. Nat. Rev. Microbiol. 14, 374–384. https://​doi.​org/​10.​
1038/​nrmic​ro.​2016.​43 (2016).

	 35.	 Kešnerová, L. et al. Gut microbiota structure differs between honeybees in winter and summer. ISME J. 14, 801–814. https://​
doi.​org/​10.​1038/​s41396-​019-​0568-8 (2020).

	 36.	 Killer, J., Dubná, S., Sedláček, I. & Švec, P. Lactobacillus apis sp. Nov., from the stomach of honeybees (Apis mellifera), having an 
in vitro inhibitory effect on the causative agents of American and European foulbrood. Int. J. Syst. Evol. Microbiol. 64, 152–157. 
https://​doi.​org/​10.​1099/​ijs.0.​053033-0 (2014).

	 37.	 Forsgren, E., Olofsson, T. C., Váasquez, A. & Fries, I. Novel lactic acid bacteria inhibiting Paenibacillus larvae in honey bee 
larvae. Apidologie 41, 99–108. https://​doi.​org/​10.​1051/​apido/​20090​65 (2010).

	 38.	 Schwarz, R. S., Huang, Q. & Evans, J. D. Hologenome theory and the honey bee pathosphere. Curr. Opin. Insect Sci. 10, 1–7. 
https://​doi.​org/​10.​1016/j.​cois.​2015.​04.​006 (2015).

	 39.	 Engel, P., Martinson, V. G. & Moran, N. A. Functional diversity within the simple gut microbiota of the honey bee. PNAS 109, 
11002–11007. https://​doi.​org/​10.​1073/​pnas.​12029​70109 (2012).

	 40.	 Kešnerová, L. et al. Disentangling metabolic functions of bacteria in the honey bee gut. PLoS Biol. 15, 28. https://​doi.​org/​10.​
1371/​journ​al.​pbio.​20034​67 (2017).

	 41.	 Kwong, W. K., Engel, P., Koch, H. & Moran, N. A. Genomics and host specialization of honey bee and bumble bee gut symbionts. 
PNAS 111, 11509–11514. https://​doi.​org/​10.​1073/​pnas.​14058​38111 (2014).

	 42.	 Lee, F. J., Rusch, D. B., Stewart, F. J., Mattila, H. R. & Newton, I. L. G. Saccharide breakdown and fermentation by the honey bee 
gut microbiome. Environ. Microbiol. 17, 796–815. https://​doi.​org/​10.​1111/​1462-​2920.​12526 (2015).

	 43.	 Motta, E. V. S., Raymann, K. & Moran, N. A. Glyphosate perturbs the gut microbiota of honey bees. PNAS 115, 10305–10310. 
https://​doi.​org/​10.​1073/​pnas.​18038​80115 (2018).

	 44.	 Blot, N., Veillat, L., Rouze, R. & Delatte, H. Glyphosate, but not its metabolite AMPA, alters the honeybee gut microbiota. 
PLoS One 14, 16. https://​doi.​org/​10.​1371/​journ​al.​pone.​02154​66 (2019).

	 45.	 Raymann, K. et al. Imidacloprid decreases honey bee survival rates but does not affect the gut microbiome. Appl. Environ. 
Microbiol. 84, 13. https://​doi.​org/​10.​1128/​aem.​00545-​18 (2018).

	 46.	 Rouze, R., Mone, A., Delbac, F., Belzunces, L. & Blot, N. The honeybee gut microbiota is altered after chronic exposure to dif-
ferent families of insecticides and infection by Nosema ceranae. Microbes Environ. 34, 226–233. https://​doi.​org/​10.​1264/​jsme2.​
ME181​69 (2019).

	 47.	 DeGrandi-Hoffman, G., Corby-Harris, V., DeJong, E. W., Chambers, M. & Hidalgo, G. Honey bee gut microbial communities are 
robust to the fungicide PristineA (R) consumed in pollen. Apidologie 48, 340–352. https://​doi.​org/​10.​1007/​s13592-​016-​0478-y 
(2017).

	 48.	 Liu, Y. J. et al. Thiacloprid exposure perturbs the gut microbiota and reduces the survival status in honeybees. J. Hazard. Mater. 
389, 11. https://​doi.​org/​10.​1016/j.​jhazm​at.​2019.​121818 (2020).

	 49.	 Syromyatnikov, M. Y., Isuwa, M. M., Savinkova, O. V., Derevshchikova, M. I. & Popov, V. N. The effect of pesticides on the 
microbiome of animals. Agriculture 10, 79. https://​doi.​org/​10.​3390/​agric​ultur​e1003​0079 (2020).

	 50.	 Thompson, H. M. et al. Evaluating exposure and potential effects on honeybee brood (Apis mellifera) development using 
glyphosate as an example. Integr. Environ. Assess. Manag. 10, 463–470. https://​doi.​org/​10.​1002/​ieam.​1529 (2014).

	 51.	 Motta, E. V. S. et al. Oral and topical exposure to glyphosate in herbicide formulation impact the gut microbiota and survival 
rates of honey bees. Appl. Environ. Microbiol. https://​doi.​org/​10.​1128/​AEM.​01150-​20 (2020).

	 52.	 Berg, C. J. et al. Glyphosate residue concentrations in honey attributed through geospatial analysis to proximity of large-scale 
agriculture and transfer off-site by bees. PLoS ONE 13, e0198876. https://​doi.​org/​10.​1371/​journ​al.​pone.​01988​76 (2018).

	 53.	 Rubio, F., Guo, E. & Kamp, L. Survey of glyphosate residues in honey, corn, and soy products. Abstr. Pap. Am. Chem. Soc. https://​
doi.​org/​10.​4172/​2161-​0525.​10002​49 (2015).

	 54.	 El Agrebi, N. et al. Honeybee and consumer’s exposure and risk characterisation to glyphosate-based herbicide (GBH) and its 
degradation product (AMPA): Residues in beebread, wax, and honey. Sci. Total. Environ. 704, 135312. https://​doi.​org/​10.​1016/j.​
scito​tenv.​2019.​135312 (2020).

	 55.	 Kubik, M. et al. Residues of captan (contact) and difenoconazole (systemic) fungicides in bee products from an apple orchard. 
Apidologie 31, 531–541 (2000).

	 56.	 Lopez, S. H., Lozano, A., Sosa, A., Hernando, M. D. & Fernandez-Alba, A. R. Screening of pesticide residues in honeybee wax 
comb by LC-ESI-MS/MS. A pilot study. Chemosphere 163, 44–53. https://​doi.​org/​10.​1016/j.​chemo​sphere.​2016.​07.​008 (2016).

	 57.	 Pettis, J. S. et al. Crop pollination exposes honey bees to pesticides which alters their susceptibility to the gut pathogen Nosema 
ceranae. PLoS One 8, 9. https://​doi.​org/​10.​1371/​journ​al.​pone.​00701​82 (2013).

	 58.	 Abdallah, O. I., Hanafi, A., Ghani, S. B. A., Ghisoni, S. & Lucini, L. Pesticides contamination in Egyptian honey samples. J. 
Consum. Prot. Food Sci. 12, 317–327. https://​doi.​org/​10.​1007/​s00003-​017-​1133-x (2017).

	 59.	 Blaga, G. V. et al. Antifungal residues analysis in various Romanian honey samples analysis by high resolution mass spectrometry. 
J. Environ. Sci. Health Part B-Pestic. Contam. Agric. Wastes https://​doi.​org/​10.​1080/​03601​234.​2020.​17240​16 (2020).

	 60.	 Piechowicz, B., Wos, I., Podbielska, M. & Grodzicki, P. The transfer of active ingredients of insecticides and fungicides from an 
orchard to beehives. J. Environ. Sci. Health Part B-Pestic. Contam. Agric. Wastes 53, 18–24. https://​doi.​org/​10.​1080/​03601​234.​
2017.​13693​20 (2018).

	 61.	 Almasri, H. et al. Mixtures of an insecticide, a fungicide and a herbicide induce high toxicities and systemic physiological 
disturbances in winter Apis mellifera honey bees. Ecotoxicol. Environ. Saf. 203, 111013. https://​doi.​org/​10.​1016/j.​ecoenv.​2020.​
111013 (2020).

	 62.	 Babendreier, D., Joller, D., Romeis, J., Bigler, F. & Widmer, F. Bacterial community structures in honeybee intestines and their 
response to two insecticidal proteins. FEMS Microbiol. Ecol. 59, 600–610. https://​doi.​org/​10.​1111/j.​1574-​6941.​2006.​00249.x 
(2007).

	 63.	 Emery, O., Schmidt, K. & Engel, P. Immune system stimulation by the gut symbiont Frischella perrara in the honey bee (Apis 
mellifera). Mol. Ecol. 26, 2576–2590. https://​doi.​org/​10.​1111/​mec.​14058 (2017).

	 64.	 Yanez, O., Gauthier, L., Chantawannakul, P. & Neumann, P. Endosymbiotic bacteria in honey bees: Arsenophonus spp. are not 
transmitted transovarially. FEMS Microbiol. Lett. https://​doi.​org/​10.​1093/​femsle/​fnw147 (2016).

	 65.	 Tornisielo, V. L., Botelho, R. G., Alves, P. A. T., Bonfleur, E. J. & Monteiro, S. H. Pesticide tank mixes: an environmental point 
of view. in Herbicides-Current Research and Case Studies in Use. 473–487 (InTech, 2013).

https://doi.org/10.1016/j.envpol.2019.03.077
https://doi.org/10.1111/j.1365-294X.2010.04959.x
https://doi.org/10.1371/journal.pone.0095056
https://doi.org/10.1371/journal.pone.0036393
https://doi.org/10.1016/j.mib.2017.12.009
https://doi.org/10.1038/nrmicro.2016.43
https://doi.org/10.1038/nrmicro.2016.43
https://doi.org/10.1038/s41396-019-0568-8
https://doi.org/10.1038/s41396-019-0568-8
https://doi.org/10.1099/ijs.0.053033-0
https://doi.org/10.1051/apido/2009065
https://doi.org/10.1016/j.cois.2015.04.006
https://doi.org/10.1073/pnas.1202970109
https://doi.org/10.1371/journal.pbio.2003467
https://doi.org/10.1371/journal.pbio.2003467
https://doi.org/10.1073/pnas.1405838111
https://doi.org/10.1111/1462-2920.12526
https://doi.org/10.1073/pnas.1803880115
https://doi.org/10.1371/journal.pone.0215466
https://doi.org/10.1128/aem.00545-18
https://doi.org/10.1264/jsme2.ME18169
https://doi.org/10.1264/jsme2.ME18169
https://doi.org/10.1007/s13592-016-0478-y
https://doi.org/10.1016/j.jhazmat.2019.121818
https://doi.org/10.3390/agriculture10030079
https://doi.org/10.1002/ieam.1529
https://doi.org/10.1128/AEM.01150-20
https://doi.org/10.1371/journal.pone.0198876
https://doi.org/10.4172/2161-0525.1000249
https://doi.org/10.4172/2161-0525.1000249
https://doi.org/10.1016/j.scitotenv.2019.135312
https://doi.org/10.1016/j.scitotenv.2019.135312
https://doi.org/10.1016/j.chemosphere.2016.07.008
https://doi.org/10.1371/journal.pone.0070182
https://doi.org/10.1007/s00003-017-1133-x
https://doi.org/10.1080/03601234.2020.1724016
https://doi.org/10.1080/03601234.2017.1369320
https://doi.org/10.1080/03601234.2017.1369320
https://doi.org/10.1016/j.ecoenv.2020.111013
https://doi.org/10.1016/j.ecoenv.2020.111013
https://doi.org/10.1111/j.1574-6941.2006.00249.x
https://doi.org/10.1111/mec.14058
https://doi.org/10.1093/femsle/fnw147


13

Vol.:(0123456789)

Scientific Reports |         (2022) 12:4281  | https://doi.org/10.1038/s41598-022-08009-2

www.nature.com/scientificreports/

	 66.	 Kanga, L. H., Siebert, S. C., Sheikh, M. & Legaspi, J. C. Pesticide residues in conventionally and organically managed Apiaries 
in South and North Florida. Curre. Investig. Agric. Curr. Res. https://​doi.​org/​10.​32474/​CIACR.​2019.​07.​000262 (2019).

	 67.	 Lambert, O. et al. Widespread occurrence of chemical residues in beehive matrices from apiaries located in different landscapes 
of western France. PLoS One 8, 12. https://​doi.​org/​10.​1371/​journ​al.​pone.​00670​07 (2013).

	 68.	 Mullins, J. W. Pest Control with Enhanced Environmental Safety, Vol 524 ACS Symposium Series, Vol. 13 183–198 (American 
Chemical Society, 1993).

	 69.	 Nguyen, B. K. et al. Does imidacloprid seed-treated maize have an impact on honey bee mortality?. J. Econ. Entomol. 102, 
616–623. https://​doi.​org/​10.​1603/​029.​102.​0220 (2009).

	 70.	 Pollak, P. Fine chemicals–the industry and the business. Chem. Int. 29, 22. https://​doi.​org/​10.​1515/​ci.​2007.​29.5.​22b (2007).
	 71.	 Amrhein, N., Deus, B., Gehrke, P. & Steinrücken, H. C. The site of the inhibition of the shikimate pathway by glyphosate. II. 

Interference of glyphosate with chorismate formation in vivo and in vitro. Plant. Physiol. 66, 830–834. https://​doi.​org/​10.​1104/​
pp.​66.5.​830 (1980).

	 72.	 Cao, G. et al. A novel 5-enolpyruvylshikimate-3-phosphate synthase shows high glyphosate tolerance in Escherichia coli and 
tobacco plants. PLoS One 7, e38718. https://​doi.​org/​10.​1371/​journ​al.​pone.​00387​18 (2012).

	 73.	 Hitchcock, C. A., Dickinson, K., Brown, S. B., Evans, E. G. V. & Adams, D. J. Interaction of azole antifungal antibiotics with 
cytochrome P-450-dependent 14α-sterol demethylase purified from Candida albicans. Biochem. J. 266, 475–480. https://​doi.​
org/​10.​1042/​bj266​0475 (1990).

	 74.	 Alberoni, D., Favaro, R., Baffoni, L., Angeli, S. & Di Gioia, D. Neonicotinoids in the agroecosystem: In-field long-term assess-
ment on honeybee colony strength and microbiome. Sci. Total Environ. https://​doi.​org/​10.​1016/j.​scito​tenv.​2020.​144116 (2021).

	 75.	 Xu, C. et al. Changes in gut microbiota may be early signs of liver toxicity induced by epoxiconazole in rats. Chemotherapy 60, 
135–142. https://​doi.​org/​10.​1159/​00037​1837 (2014).

	 76.	 Yang, C., Hamel, C., Vujanovic, V. & Gan, Y. Fungicide: Modes of action and possible impact on nontarget microorganisms. 
ISRN Ecol. https://​doi.​org/​10.​5402/​2011/​130289 (2011).

	 77.	 Coupe, R. H., Kalkhoff, S. J., Capel, P. D. & Gregoire, C. Fate and transport of glyphosate and aminomethylphosphonic acid in 
surface waters of agricultural basins. Pest Manag. Sci. 68, 16–30. https://​doi.​org/​10.​1002/​ps.​2212 (2012).

	 78.	 Howe, C. M. et al. Toxicity of glyphosate-based pesticides to four North American frog species. Environ. Toxicol. Chem. 23, 
1928–1938. https://​doi.​org/​10.​1002/​etc.​2268 (2004).

	 79.	 Wagner, N., Reichenbecher, W., Teichmann, H., Tappeser, B. & Lötters, S. Questions concerning the potential impact of glypho-
sate-based herbicides on amphibians. Environ. Toxicol. Chem. 32, 1688–1700. https://​doi.​org/​10.​1002/​etc.​2268 (2013).

	 80.	 Pareja, L. et al. Evaluation of glyphosate and AMPA in honey by water extraction followed by ion chromatography mass spec-
trometry. A pilot monitoring study. Anal. Methods 11, 2123–2128. https://​doi.​org/​10.​1039/​c9ay0​0543a (2019).

	 81.	 Thompson, T. S., van den Heever, J. P. & Limanowka, R. E. Determination of glyphosate, AMPA, and glufosinate in honey by 
online solid-phase extraction-liquid chromatography-tandem mass spectrometry.. Food. Addit. Contam. Part A Chem. Anal. 
Control. Expo. Risk. Assess 36, 434–446. https://​doi.​org/​10.​1080/​19440​049.​2019.​15779​93 (2019).

	 82.	 Dai, P. et al. The herbicide glyphosate negatively affects midgut bacterial communities and survival of honey bee during larvae 
reared in vitro. J. Agric. Food Chem. 66, 7786–7793. https://​doi.​org/​10.​1021/​acs.​jafc.​8b022​12 (2018).

	 83.	 Zheng, H., Powell, J. E., Steele, M. I., Dietrich, C. & Moran, N. A. Honeybee gut microbiota promotes host weight gain via 
bacterial metabolism and hormonal signaling. PNAS 114, 4775–4780. https://​doi.​org/​10.​1073/​pnas.​17018​19114 (2017).

	 84.	 du Rand, E. E. et al. Detoxification mechanisms of honey bees (Apis mellifera) resulting in tolerance of dietary nicotine. Sci. Rep. 
https://​doi.​org/​10.​1038/​srep1​1779 (2015).

	 85.	 Xiao, W. J. et al. Modulation of the pentose phosphate pathway alters phase I metabolism of testosterone and dextromethorphan 
in HepG2 cells. Acta Pharmacol. Sin. 36, 259–267. https://​doi.​org/​10.​1038/​aps.​2014.​137 (2015).

	 86.	 Renzi, M. T. et al. Chronic toxicity and physiological changes induced in the honey bee by the exposure to fipronil and Bacillus 
thuringiensis spores alone or combined. Ecotox. Environ. Safe. 127, 205–213. https://​doi.​org/​10.​1016/j.​ecoenv.​2016.​01.​028 (2016).

	 87.	 Singh, A., Gupta, V., Siddiqi, N., Tiwari, S. & Gopesh, A. Time course studies on impact of low temperature exposure on the 
levels of protein and enzymes in fifth instar larvae of Eri Silkworm, Philosamia ricini (Lepidoptera: satuniidae). Biochem. Anal. 
Biochem. 6, 6. https://​doi.​org/​10.​4172/​2161-​1009.​10003​21 (2017).

	 88.	 Vlahović, M., Lazarević, J., Perić-Mataruga, V., Ilijin, L. & Mrdaković, M. Plastic responses of larval mass and alkaline phos-
phatase to cadmium in the gypsy moth larvae. Ecotox. Environ. Safe 72, 1148–1155. https://​doi.​org/​10.​1016/j.​ecoenv.​2008.​03.​
012 (2009).

	 89.	 Coleman, J. E. Structure and mechanism of alkaline-phosphatase. Annu. Rev. Biophys. Biomol. Struct. 21, 441–483. https://​doi.​
org/​10.​1146/​annur​ev.​bb.​21.​060192.​002301 (1992).

	 90.	 Bates, J. M., Akerlund, J., Mittge, E. & Guillemin, K. Intestinal alkaline phosphatase detoxifies lipopolysaccharide and prevents 
inflammation in zebrafish in response to the gut microbiota. Cell Host Microbe 2, 371–382. https://​doi.​org/​10.​1016/j.​chom.​2007.​
10.​010 (2007).

	 91.	 Kanost, M. R. & Gorman, M. J. Phenoloxidases in insect immunity. Insect Immunol. 1, 69–96. https://​doi.​org/​10.​1016/​B978-​
01237​3976-6.​50006-9 (2008).

	 92.	 Collison, E., Hird, H., Cresswell, J. & Tyler, C. Interactive effects of pesticide exposure and pathogen infection on bee health—a 
critical analysis. Biol. Rev. 91, 1006–1019. https://​doi.​org/​10.​1111/​brv.​12206 (2016).

	 93.	 Helmer, S. H., Kerbaol, A., Aras, P., Jumarie, C. & Boily, M. Effects of realistic doses of atrazine, metolachlor, and glyphosate on 
lipid peroxidation and diet-derived antioxidants in caged honey bees (Apis mellifera). Environ. Sci. Pollut. Res. 22, 8010–8021. 
https://​doi.​org/​10.​1007/​s11356-​014-​2879-7 (2015).

	 94.	 Efferth, T., Schwarzl, S. M., Smith, J. & Osieka, R. Role of glucose-6-phosphate dehydrogenase for oxidative stress and apoptosis. 
Cell Death Differ. 13, 527–528. https://​doi.​org/​10.​1038/​sj.​cdd.​44018​07 (2006).

	 95.	 Corona, M. & Robinson, G. E. Genes of the antioxidant system of the honey bee: Annotation and phylogeny. Insect Mol. Biol. 
15, 687–701. https://​doi.​org/​10.​1111/j.​1365-​2583.​2006.​00695.x (2006).

	 96.	 Field, L. M., Devonshire, A. L., Ffrench-Constant, R. H. & Forde, B. G. Changes in DNA methylation are associated with loss 
of insecticide resistance in the peach-potato aphid Myzus persicae (Sulz.). FEBS Lett. 243, 323–327. https://​doi.​org/​10.​1016/​
0014-​5793(89)​80154-1 (1989).

	 97.	 Ma, M. et al. Isolation of carboxylesterase (esterase FE4) from Apis cerana cerana and its role in oxidative resistance during 
adverse environmental stress. Biochimie 144, 85–97. https://​doi.​org/​10.​1016/j.​biochi.​2017.​10.​022 (2018).

	 98.	 Zou, F., Guo, Q., Shen, B. & Zhu, C. A cluster of CYP6 gene family associated with the major quantitative trait locus is responsible 
for the pyrethroid resistance in Culex pipiens pallen. Insect Mol. Biol. 28, 528–536. https://​doi.​org/​10.​1111/​imb.​12571 (2019).

	 99.	 Lang, M. L., Braun, C. L., Kanost, M. R. & Gorman, M. J. Multicopper oxidase-1 is a ferroxidase essential for iron homeostasis 
in Drosophila melanogaster. PNAS 109, 13337–13342. https://​doi.​org/​10.​1073/​pnas.​12087​03109 (2012).

	100.	 Habineza, P. et al. The promoting effect of gut microbiota on growth and development of Red Palm Weevil, Rhynchophorus 
ferrugineus (Olivier) (Coleoptera: Dryophthoridae) by modulating its nutritional metabolism. Front. Microbiol. https://​doi.​org/​
10.​3389/​fmicb.​2019.​01212 (2019).

	101.	 Kwong, W. K., Mancenido, A. L. & Moran, N. A. Immune system stimulation by the native gut microbiota of honey bees. R. Soc. 
Open Sci. 4, 170003. https://​doi.​org/​10.​1098/​rsos.​170003 (2017).

https://doi.org/10.32474/CIACR.2019.07.000262
https://doi.org/10.1371/journal.pone.0067007
https://doi.org/10.1603/029.102.0220
https://doi.org/10.1515/ci.2007.29.5.22b
https://doi.org/10.1104/pp.66.5.830
https://doi.org/10.1104/pp.66.5.830
https://doi.org/10.1371/journal.pone.0038718
https://doi.org/10.1042/bj2660475
https://doi.org/10.1042/bj2660475
https://doi.org/10.1016/j.scitotenv.2020.144116
https://doi.org/10.1159/000371837
https://doi.org/10.5402/2011/130289
https://doi.org/10.1002/ps.2212
https://doi.org/10.1002/etc.2268
https://doi.org/10.1002/etc.2268
https://doi.org/10.1039/c9ay00543a
https://doi.org/10.1080/19440049.2019.1577993
https://doi.org/10.1021/acs.jafc.8b02212
https://doi.org/10.1073/pnas.1701819114
https://doi.org/10.1038/srep11779
https://doi.org/10.1038/aps.2014.137
https://doi.org/10.1016/j.ecoenv.2016.01.028
https://doi.org/10.4172/2161-1009.1000321
https://doi.org/10.1016/j.ecoenv.2008.03.012
https://doi.org/10.1016/j.ecoenv.2008.03.012
https://doi.org/10.1146/annurev.bb.21.060192.002301
https://doi.org/10.1146/annurev.bb.21.060192.002301
https://doi.org/10.1016/j.chom.2007.10.010
https://doi.org/10.1016/j.chom.2007.10.010
https://doi.org/10.1016/B978-012373976-6.50006-9
https://doi.org/10.1016/B978-012373976-6.50006-9
https://doi.org/10.1111/brv.12206
https://doi.org/10.1007/s11356-014-2879-7
https://doi.org/10.1038/sj.cdd.4401807
https://doi.org/10.1111/j.1365-2583.2006.00695.x
https://doi.org/10.1016/0014-5793(89)80154-1
https://doi.org/10.1016/0014-5793(89)80154-1
https://doi.org/10.1016/j.biochi.2017.10.022
https://doi.org/10.1111/imb.12571
https://doi.org/10.1073/pnas.1208703109
https://doi.org/10.3389/fmicb.2019.01212
https://doi.org/10.3389/fmicb.2019.01212
https://doi.org/10.1098/rsos.170003


14

Vol:.(1234567890)

Scientific Reports |         (2022) 12:4281  | https://doi.org/10.1038/s41598-022-08009-2

www.nature.com/scientificreports/

	102.	 Paradis, D., Berail, G., Bonmatin, J. M. & Belzunces, L. P. Sensitive analytical methods for 22 relevant insecticides of 3 chemical 
families in honey by GC-MS/MS and LC-MS/MS. Anal. Bioanal. Chem 406, 621–633. https://​doi.​org/​10.​1007/​s00216-​013-​7483-z 
(2014).

	103.	 Wiest, L. et al. Multi-residue analysis of 80 environmental contaminants in honeys, honeybees and pollens by one extraction 
procedure followed by liquid and gas chromatography coupled with mass spectrometric detection. J. Chromatogr. A 1218, 
5743–5756. https://​doi.​org/​10.​1016/j.​chroma.​2011.​06.​079 (2011).

	104.	 Zufelato, M. S., Lourenco, A. P., Simoes, Z. L. P., Jorge, J. A. & Bitondi, M. M. G. Phenoloxidase activity in Apis mellifera honey 
bee pupae, and ecdysteroid-dependent expression of the prophenoloxidase mRNA. Insect Biochem. Mol. Biol. 34, 1257–1268. 
https://​doi.​org/​10.​1016/j.​ibmb.​2004.​08.​005 (2004).

	105.	 Gallup, J. M. qPCR inhibition and amplification of difficult templates. in PCR troubleshooting and optimization: the essential 
guide. 23–65 (Horizon Scientific Press, 2011).

	106.	 Caporaso, J. G. et al. Global patterns of 16S rRNA diversity at a depth of millions of sequences per sample. PNAS 108, 4516–4522. 
https://​doi.​org/​10.​1073/​pnas.​10000​80107 (2011).

	107.	 Bolger, A. M., Lohse, M. & Usadel, B. Trimmomatic: A flexible trimmer for Illumina sequence data. Bioinformatics 30, 2114–2120. 
https://​doi.​org/​10.​1093/​bioin​forma​tics/​btu170 (2014).

	108.	 Callahan, B. J. et al. DADA2: High-resolution sample inference from Illumina amplicon data. Nat. Methods 13, 581–583. https://​
doi.​org/​10.​1038/​nmeth.​3869 (2016).

	109.	 McMurdie, P. J. & Holmes, S. phyloseq: An R package for reproducible interactive analysis and graphics of microbiome census 
data. PLoS One 8, e61217. https://​doi.​org/​10.​1371/​journ​al.​pone.​00612​17 (2013).

	110.	 Davis, N. M., Proctor, D. M., Holmes, S. P., Relman, D. A. & Callahan, B. J. Simple statistical identification and removal of con-
taminant sequences in marker-gene and metagenomics data. Microbiome 6, 226. https://​doi.​org/​10.​1186/​s40168-​018-​0605-2 
(2018).

	111.	 Schliep, K. P. phangorn: Phylogenetic analysis in R. Bioinformatics 27, 592–593. https://​doi.​org/​10.​1093/​bioin​forma​tics/​btq706 
(2011).

	112.	 Hothorn, T., Bretz, F. & Westfall, P. Simultaneous inference in general parametric models. Biom. J. 50, 346–363. https://​doi.​org/​
10.​1002/​bimj.​20081​0425 (2008).

	113.	 Belzunces, L. P., Theveniau, M., Masson, P. & Bounias, M. Membrane acetylcholinesterase from Apis mellifera head solubilized 
by phosphatidylinositol-specific phospholipase-C interacts with an anti-CRD antibody. Comp. Biochem. Physiol. B-Biochem. 
Mol. Biol. 95, 609–612. https://​doi.​org/​10.​1016/​0305-​0491(90)​90029-s (1990).

	114.	 Bergmeyer, H. U. & Gawehn, K. Principles of Enzymatic Analysis (Verlag Chemie, 1978).
	115.	 Al-Lawati, H., Kamp, G. & Bienefeld, K. Characteristics of the spermathecal contents of old and young honeybee queens. J. 

Insect Physiol. 55, 117–122. https://​doi.​org/​10.​1016/j.​jinsp​hys.​2008.​10.​010 (2009).
	116.	 Habig, W. H., Pabst, M. J. & Jakoby, W. B. Glutathione s-transferases—first enzymatic step in mercapturic acid formation. J. Biol. 

Chem. 249, 7130–7139 (1974).
	117.	 Bounias, M., Kruk, I., Nectoux, M. & Popeskovic, D. Toxicology of cupric salts on honeybees. V. Gluconate and sulfate action 

on gut alkaline and acid phosphatases. Ecotox. Envirom. Safe 35, 67–76. https://​doi.​org/​10.​1006/​eesa.​1996.​0082 (1996).
	118.	 Alaux, C. et al. Interactions between Nosema microspores and a neonicotinoid weaken honeybees (Apis mellifera). Environ. 

Microbiol. 12, 774–782. https://​doi.​org/​10.​1111/j.​1462-​2920.​2009.​02123.x (2010).
	119.	 Therneau, T. “Survival”: A Package for Survival Analysis in S. R package version 2.38. https://​CRAN.R-​proje​ct.​org/​packa​ge=​

survi​val. (2015).
	120.	 Kassambara, A. & Kosinski, M. “Survminer”: Drawing Survival Curves using “ggplot2”. R package version 0.4.2. https://​CRAN.R-​

proje​ct.​org/​packa​ge=​survm​iner. (2018).
	121.	 de Mendiburu, F. Statistical Procedures for Agricultural Research. Package “Agricolae” Version 1.44. Comprehensive R Archive 

Network. Institute for Statistics and Mathematics, Vienna, Austria. http://​cran.r-​proje​ct.​org/​web/​packa​ges/​agric​olae/​agric​olae.​
pdf (2013).

	122.	 Caraux, G. & Pinloche, S. PermutMatrix: A graphical environment to arrange gene expression profiles in optimal linear order. 
Bioinformatics 21, 1280–1281. https://​doi.​org/​10.​1093/​bioin​forma​tics/​bti141 (2004).

Acknowledgements
The authors thank Sylvie Tchamitchian for her technical assistance in this study, Jacques Sénéchal for its expert 
beekeeping and Weixin Ke for her help during DNA extraction.

Author contributions
L.P.B. provided funding acquisition and project administration; L.P.B., J.L.B., P.E. and J.L. designed research; 
H.A., J.L., L.P.B. conducted investigations and formal analysis; L.P.B., J.L.B. and P.E. conceived methodology; 
L.P.B. and P.E. provided resources. L.P.B., J.L.B., P.E. supervised the project; H.A., L.P.B. J.L. wrote the original 
draft; L.P.B., H.A. J.L.B., J.L. and P.E. conducted review and editing. All authors discussed the results and com-
mented on the manuscript.

Funding
This study was supported in part by recurrent funding of the Institut National de Recherche pour l’Agriculture, 
l’Alimentation et l’Environnement (INRAE) and by the Agence Nationale de la Recherche (ANR) (Grant ANR-
15-CE34-0004-01). Half of the research work was conducted at the University of Lausanne with the support of the 
Swiss National Science Foundation (Grant No 31003A_160345), a Starting Grant (MicroBeeOme) from European 
Research Council (ERC), and the NCCR Microbiomes (all awarded to Philipp Engel). Hanine Almasri was sup-
ported by grants from Lebanese University (Grant number 2364) and PACA Region, and by a scholarship from 
Avignon Université (Bourse Perdiguier). Joanito Liberti was supported by the European Union’s “Horizon 2020” 
research and innovation programme under the Marie Skłodowska-Curie Grant agreement BRAIN (No 797113).

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https://​doi.​org/​
10.​1038/​s41598-​022-​08009-2.

https://doi.org/10.1007/s00216-013-7483-z
https://doi.org/10.1016/j.chroma.2011.06.079
https://doi.org/10.1016/j.ibmb.2004.08.005
https://doi.org/10.1073/pnas.1000080107
https://doi.org/10.1093/bioinformatics/btu170
https://doi.org/10.1038/nmeth.3869
https://doi.org/10.1038/nmeth.3869
https://doi.org/10.1371/journal.pone.0061217
https://doi.org/10.1186/s40168-018-0605-2
https://doi.org/10.1093/bioinformatics/btq706
https://doi.org/10.1002/bimj.200810425
https://doi.org/10.1002/bimj.200810425
https://doi.org/10.1016/0305-0491(90)90029-s
https://doi.org/10.1016/j.jinsphys.2008.10.010
https://doi.org/10.1006/eesa.1996.0082
https://doi.org/10.1111/j.1462-2920.2009.02123.x
https://CRAN.R-project.org/package=survival
https://CRAN.R-project.org/package=survival
https://CRAN.R-project.org/package=survminer
https://CRAN.R-project.org/package=survminer
http://cran.r-project.org/web/packages/agricolae/agricolae.pdf
http://cran.r-project.org/web/packages/agricolae/agricolae.pdf
https://doi.org/10.1093/bioinformatics/bti141
https://doi.org/10.1038/s41598-022-08009-2
https://doi.org/10.1038/s41598-022-08009-2


15

Vol.:(0123456789)

Scientific Reports |         (2022) 12:4281  | https://doi.org/10.1038/s41598-022-08009-2

www.nature.com/scientificreports/

Correspondence and requests for materials should be addressed to J.L. or L.P.B.

Reprints and permissions information is available at www.nature.com/reprints.

Publisher’s note  Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access   This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http://​creat​iveco​mmons.​org/​licen​ses/​by/4.​0/.

© The Author(s) 2022

www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Mild chronic exposure to pesticides alters physiological markers of honey bee health without perturbing the core gut microbiota
	Results
	Effect of pesticide treatments on gut microbiota loads and community composition. 
	Physiological effects of pesticides. 
	Effect of gut colonization on physiological markers. 
	Effect of exposure to pesticide and gut colonization on honey bee survival. 
	Effect of exposure to pesticide and gut colonization on food consumption. 

	Discussion
	Materials and methods
	Materials. 
	Exposure to pesticides. 
	Preparation of gut homogenate for bacterial inoculation of newly emerged bees. 
	Experimental colonization of honey bees and exposure to pesticides. 
	DNA extraction from honey bee gut tissue. 
	Quantitative PCR for the determination of absolute abundance. 
	16S rRNA gene amplicon sequencing. 
	Processing of 16S rRNA gene amplicon-sequencing data. 
	Statistical analyses of combined 16S rRNA gene amplicon-sequence and qPCR data. 
	Survival and food consumption. 
	Analysis of physiological life history traits. 
	Statistical analyses. 

	References
	Acknowledgements


