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Exposure to foreign gut microbiota 
can facilitate rapid dietary shifts
C. Heys1,2, A. M. Fisher1,3*, A. D. Dewhurst1, Z. Lewis4 & A. Lizé1,5,6

Dietary niche is fundamental for determining species ecology; thus, a detailed understanding of what 
drives variation in dietary niche is vital for predicting ecological shifts and could have implications 
for species management. Gut microbiota can be important for determining an organism’s dietary 
preference, and therefore which food resources they are likely to exploit. Evidence for whether the 
composition of the gut microbiota is plastic in response to changes in diet is mixed. Also, the extent to 
which dietary preference can be changed following colonisation by new gut microbiota from different 
species is unknown. Here, we use Drosophila spp. to show that: (1) the composition of an individual’s 
gut microbiota can change in response to dietary changes, and (2) ingestion of foreign gut microbes 
can cause individuals to be attracted to food types they previously had a strong aversion to. Thus, we 
expose a mechanism for facilitating rapid shifts in dietary niche over short evolutionary timescales.

Dietary niche is fundamental in determining species ecology and the impact that organisms have on the land-
scape. As such, an informed understanding of dietary niche is important for successful species management 
strategies, such as conservation or pest  control1,2. In addition, understanding the mechanisms that cause an 
organism’s dietary niche to change are important for predicting how species ecology will vary over time in 
response to environmental change. Rapid changes to the dietary niche of some organisms may create unexpected 
and potentially negative ecological challenges, such as increases in inter-species  competition3 or the emergence of 
new pest  species4. By contrast, shifting diet might be a way for a species/population to adapt and persist through 
rapid environmental changes such as reductions in food  resources5. Therefore, identifying potential mechanisms 
for rapid dietary shifts is of importance.

It is well-known that genetically-fixed phenotypic traits which determine an organism’s diet can vary across 
generations, allowing individuals to adapt to alternative food sources over evolutionary  timescales6. However, 
there are also non-fixed phenotypic traits which can determine an organism’s diet, allowing for dietary shifts to 
take place over much shorter  timescales7,8. The gut microbiome plays an integral role in determining the ability 
of individuals to exploit certain food  types9 and can vary within the lifetime of a host both autonomously and 
in response to environmental  change10. As such, changes to the gut microbiome may represent a mechanism by 
which individuals can rapidly adapt to a novel dietary niche. However, the relationship between the gut micro-
biome and dietary niche requires further research to be fully understood.

The fruit fly Drosophila sechellia feeds on Morinda citrifolia (Tahitan noni fruit) which contains octanoic acid. 
Octanoic acid is fatal to other Drosophila species, including Drosophila melanogaster11. As such, D. melanogaster 
has a strong aversion to M. citrifolia12. In this study, we sequenced the gut microbiota of D. sechellia reared on 
standard fly medium (N = 12) and those reared on M. citrifolia (N = 12) to see whether the composition of the 
gut microbiota was associated with the consumption of M. citrifolia. In addition, to test whether acquisition of 
gut microbes from another species could alter food preference, we compared aversion to octanoic acid between 
D. sechellia (N = 100), D. melanogaster reared on standard fly medium (N = 100), and D. melanogaster that had 
been reared on food containing D. sechellia gut microbes for one (N = 101) and 10 (N = 97) generations.

Results/discussion
Dietary changes can drive variation in gut microbiota. The gut microbiota of D. sechellia reared on 
standard fly medium was characterised by three species of bacteria: Lactobacillus plantarum, Paenibacillus sp. 
and Bacillus cereus (Table 1, supplementary material). In our model analysing variation in bacterial abundance, 
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the most parsimonious model included an interaction between bacterial species and diet as the only fixed effect 
(sex was omitted from the fixed effects), and the model fit was greatly improved by logging the response vari-
able (abundance). The abundance of all three bacterial species was reduced when individuals were moved from 
an initial diet of ASG (ASG1) to a diet of M. citrifolia (Fig. 1A). However, this reduction was only significant 
for Paenibacillus sp. (t = − 4.17, p < 0.001) and was marginally non-significant for both L. plantarum (t = − 1.85, 
p = 0.078) and B. cereus (t = − 1.98, p = 0.061). Furthermore, prior to exposure to M. citrifolia, the gut microbiota 
of all individuals included at least two of these bacterial species, with 58.3% of individuals containing all three 
bacterial species. However, when D. sechellia were reared on a diet of M. citrifolia, the species richness of the gut 
microbiota was reduced such that in 75% of individuals, L. plantarum was the only bacterial species detected 
(Fig. 1B). Thus, our results suggest that feeding on M. citrifolia can reduce both the abundance and species rich-
ness of gut microbes in D. sechellia.

We detected no significant difference between the abundance of L. plantarum (t = − 0.30, p = 0.77), Paenibacil-
lus sp. (t = 0.81, p = 0.43) or B. cereus (t = 0.50, p = 0.62) in individuals of the ASG1 and ASG2 treatment (Fig. 1A). 
Moreover, after returning to a diet of standard fly medium gut microbe species richness was restored such that 
the gut microbiota of all but one individual contained all three species of bacteria (Fig. 1B). Thus, our results 
also suggest that after feeding on M.citrifolia, gut microbe abundance and species richness in D. sechellia can be 
restored upon returning to a diet of standard fly medium.

Our findings are consistent with previous work showing reduced diversity of certain gut microbes in other 
fruit fly species which fed on acidic  fruit13. Interestingly, despite undergoing a marginally non-significant reduc-
tion in abundance when their hosts fed on M. citrifolia, L. plantarum persisted in the guts of all the individuals 
used in this experiment, regardless of diet. The persistence of L. plantarum in the gut of D. sechellia could be 
explained by L. plantarum evolving to be resistant to the toxins contained in M. citrifolia. Additionally, certain 
species of Drosophila may have evolved to harbour L. plantarum in the gut as it incurs a fitness advantage. In 
other Drosophila spp., L. plantarum is known to act as a growth promoter when resources are  scarce14, and can 
provide protection against gut  pathogens15. It may also be the case that L. plantarum acts as a detoxifying agent, 
allowing individuals to metabolise the otherwise toxic compounds found in certain plant species.

To-date, the cross-species evidence regarding the determinants of gut microbe community composition has 
been mixed. Several studies indicate that gut microbiota is phylogenetically  constrained9,16,17, while others suggest 
that the gut microbiota can be plastic in response to host  diet18,19. In this experiment, our data from D. sechellia 
shows that the gut microbiota can change in response to dietary variation. This variation could represent an 
adaptation that facilitates the exploitation of new food resources. Indeed, there is already evidence that larval 
Drosophila spp. switch to a cannibalistic diet when other food sources become  scarce20,21, although whether this 
dietary switch in larvae is facilitated by changes to the gut microbiota is unknown. Our findings could have 
important implications for how individuals adapt to a changing environment, how their role in the ecosystem 

Figure 1.  Variation in (A) the abundance (as measured by Colony Forming Units) of, and (B) the proportion 
of individuals harbouring L. plantarum, Paenibacillus sp., and Bacillus cereus in the gut. Data is derived from gut 
dissections of adult D. sechellia that were fed on: (1) ASG for 1 week (ASG 1), (2) ASG for 1 week followed by M. 
citrifolia for 1 week (M. citrifolia), and (3) ASG for 1 week followed by M. citrifolia for 1 week before a final week 
of feeding on ASG (ASG 2).
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changes over time, and how these changes are facilitated by variation in gut microbiota. However, our result 
should be interpreted with caution, as we cannot say from our data whether the changes in the gut microbiota 
we observed serve an adaptive purpose, or are merely a by-product of variation in the resistance of different 
species of gut microbes to acidic food sources (in this case, M. citrifolia).

Ingestion of foreign gut microbes can alter dietary preference. D. melanogaster is highly averse 
to the scent profile of octanoic  acid12, compared to D. sechellia for which it is a  chemoattractant22. In this study, 
model selection using AIC showed that variation in aversion to octanoic acid was best explained by the effect 
of treatment only (no effect of sex). D. melanogaster that hadn’t been exposed to D. sechellia gut microbiota, or 
had only been exposed to D. sechellia gut microbiota for one generation, were significantly more averse to octa-
noic acid than D. sechellia (Fig. 2: z = − 3.778, p < 0.001, and z = − 4.433, p < 0.001 respectively). However, after 
10 generations of being reared on food supplemented with D. sechellia gut microbiota, there was no difference 
in the aversion of D. melanogaster and D. sechellia to food containing octanoic acid (Fig. 2: z = 1.173, p = 0.241). 
Furthermore, after 10 generations, D. melanogaster displayed an active preference for food containing octanoic 
acid (proportion choosing food with octanoic acid > 0.5). Thus, we have shown that dietary exposure to gut 
microbes can cause individuals to evolve not only to tolerate, but display an active preference for food that was 
previously repulsive to them.

Highlighting the molecular/physiological mechanism that led to D. melanogaster evolving to prefer food 
containing octanoic acid over standard fly food is beyond the scope of this study. We make three suggestions as to 
the processes that may have led to the patterns observed in our data: (1) gut microbiota was maternally inherited, 
meaning L. plantarum accumulated in the gut over 10 generations, (2) incorporating L. plantarum into the gut 
provided a fitness advantage; thus, over 10 generations individuals evolved to harbour more L. plantarum in their 
guts, and (3) food preference is driven by L. plantarum. Prediction 2 seems unlikely given that, between choice 
trials, D. melanogaster were reared on standard food—meaning there would be no obvious fitness advantage 
to having increased amounts of L. plantarum in the gut. However, prediction 1 is plausible given that there is 
evidence to suggest that gut microbiota is a heritable trait in D. melanogaster23. Moreover, prediction 3 is also 
plausible, since gut microbes, like all organisms, are under selective pressure to increase their fitness. One way 
for gut microbes to increase fitness could be through the manipulation of the feeding behaviour of their  host24,25. 

Figure 2.  The proportion of flies that chose to disperse to fly medium containing octanoic acid versus regular 
fly food. The treatments include: D. melanogaster reared on regular fly food (D. mel), D. melanogaster reared on 
fly food supplemented with D. sechellia gut microbiota for one generation (D. mel 1), D. melanogaster reared on 
fly food supplemented with D. sechellia gut microbiota for 10 generations (D. mel 10) and D. sechellia (D. sech) 
reared on M. citrifolia. Sample means and 95% confidence intervals from 10,000 bootstrap simulations shown.
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This could lead to hosts displaying a preference for food items that maximise the fitness of said microbes. The 
impact of a given host dietary preference on gut microbe fitness is likely to vary between microbe species. This 
potentially creates an evolutionary conflict between different species of microbe which may ultimately limit the 
impact that any one microbe species can have on host foraging behaviour. As such, Alcock et al.24 hypothesise 
that manipulation of host feeding behaviour by gut microbes is more likely to occur when gut microbiota diver-
sity is low. It could be that the foreign gut microbiota ingested by D. melanogaster in our experiment displaced 
the original gut microbiota, reducing microbiome diversity thereby increasing potential for gut microbes to 
manipulate host feeding behaviour. The ability of gut microbes to manipulate host feeding behaviour has already 
been demonstrated empirically. For example, Acetobacter spp. and Lactobacillus spp. have been shown to alter D. 
melanogaster food preferences and foraging decisions, with flies whose gut microbiota was suppressed or mono-
associated with one or the other of the bacteria demonstrating a shift in dietary  preference26. This Alcock et al.24 
hypothesis could explain why octanoic acid aversion was not expressed from the first generation but after ten 
generations of our gut microbiota manipulated D. melanogaster. Indeed, attraction/repulsion changes toward 
a food resource induced by gut microbiota is not expected until the bacteria population grows  sufficiently24,25.

In conclusion, we have shown that the composition of an individual’s gut microbiota can be highly plastic 
in response to changing food resources. Also, we have shown that the ingestion of gut microbes from other 
species can lead to large changes in dietary preference over short evolutionary timescales. In an era where the 
spatial overlap of species is ever-increasing27, exposure to microbes from other species is becoming increasingly 
 common28,29. As such, exposure to foreign microbes and the capacity for an individual’s gut microbiota to vary in 
response to changing food availability may become a potent evolutionary driver of dietary niche differentiation.

Methods
We purchased three outbred lines of D. sechellia collected from Cousin Island (lines 0.21, 0.07 and 0.08), Sey-
chelles in 1980 from the National Drosophila Species Stock Centre, formerly in San Diego (California, USA). 
Experimental D. melanogaster were wild-type Wolbachia-free stocks isolated from an outbred population col-
lected in Lyon, France. All flies were kept in standard 75 × 25 mm Drosophila vials at 25 °C on a 12:12 h light–dark 
cycle and fed by a yeast/agar/maize/sugar (ASG) food medium [for 1 l of water: 85 g of sugar, 60 g of corn, 20 g 
of yeast, 10 g of agar and 25 ml of nipagin (100 g  l−1)]. Flies were moved to new vials every 4 days.

Manipulating diet in D. sechellia. Newly emerged adults during the nights were removed at 9 am every 
morning. Newly emerged adults during the day were collected at 12 p.m. and 5 p.m. to ensure they were virgin. 
Collected virgin adults from the three D. sechellia lines were transferred onto ASG where they remained for 
1 week. Two male and two female adults from each of the three lines were then removed from the population 
for microbial analysis. The remaining flies were then transferred into new vials containing 25 g of M. citrifolia. 
After 1 week, two male and two female adults from each of the three lines were removed from the population 
for microbial analysis. The remaining flies were then transferred back to ASG where they remained for one more 
week before two male and two female adults were removed from the population for microbial analysis.

Sequencing of gut microbiota. Collected flies were surface sterilised in 70% ethanol, rinsed in distilled 
water and air dried. The head was then removed and guts from two flies were dissected and isolated in Eppendorf 
tubes containing 250 μl of sterile Lysogeny Broth (LB)30. Gut tissue was homogenised with a sterile plastic pestle, 
and 100 μl of gut homogenate was pipetted onto BHI (Brain, Heart Infusion)31 agar before being spread-plated 
using a sterile glass loop. Plates were left to air dry aseptically, before being closed and sealed with parafilm for 
incubation at 25 °C for 72 h. Bacterial load was quantified by performing Colony Forming Unit (CFU) counts. 
Single colonies were isolated using a sterile 1 μl loop and placed into an Eppendorf with 10 μl sterile water before 
being analysed using PCR and Sanger sequencing, as described  previously32. PCR amplification was performed 
in a 25 μl reaction volume consisting of 10 μl nuclease-free water, 13 μl Taq green master mix, 0.5 μl of forward 
primer 27F (5’- AGA GTT TGATCMTGG CTC AG-3’) and reverse primer 1492R (5′-GGT TAC CTT GTT ACG 
ACT T-3’) and 1 μl of template DNA. Thermal cycling was performed for 90 s at 95 °C as initial denaturation, 
followed by 35 cycles of 30 s at 95 °C for denaturation, 30 s at 55 °C as annealing, 90 s at 72 °C for extension, and 
final extension at 72 °C for 5 min. 1500 bp 16S PCR products were purified with Ampure beads and subjected to 
Sanger sequencing. The resulting sequences were identified using NCBI BLAST against the nt  database33.

Exposure of D. melanogaster to D. sechellia gut microbiota. Using the procedure described above, 
we extracted gut solute from an equal number of male and female D. sechellia reared on M. citrifolia and evenly 
applied 30 µL of gut solute to the surface of ASG and left to dry for 20 min. Newly emerged D. melanogaster 
virgin flies from the stock population were collected and placed into vials containing the gut solute at a constant 
density of 10 males and 10 females per vial. After pupation, adults were removed to prevent them breeding with 
offspring. When new adult flies emerged, they were placed into a new vial containing the same ASG and 30 µL 
gut solute mix. This process was repeated for 10 generations. At generations 1 and 10, a sample of the population 
were removed (generation 1: nmale = 50, nfemale = 51; generation 10: nmale = 48, nfemale = 49) for use in the aversion 
trials. The introduction of the ASG/gut solute diet was staggered such that aversion trials using individuals from 
the generation 1 treatment could be run simultaneously with trials using individuals from the generation 10 
treatment.

It should be noted that conventional D. melanogaster (harbouring a microbiota) were used and not axenic 
(which would lack a microbiota) flies. Indeed, axenic D. melanogaster are known to have altered physiology in 
terms of weight and egg to adult survival but also behaviours, notably reduced locomotion in  females32. There-
fore, since aversion assays inherently involve movement towards a food/patch source, conventional flies were 
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preferred. Thus, our experiment is likely to be informative of how food preferences in wild D. melanogaster 
change in response to exposure to novel gut microbes.

Aversion to octanoic acid. Flies used in the aversion trials were separated by sex from emergence to 
prevent mating and maintained in vials containing ASG for 3 days prior to experimentation. Aversion trials 
were performed using a similar methodology to that utilised  previously34. Flies were moved to individual petri 
dishes (100 mm diameter and 15 mm height) containing 10 g of ASG at either end with a marked line half-way 
across clearly showing the two separate sides. On one side of the petri dish, 10 µL of ≥ 99% octanoic acid (Sigma-
Aldrich) was added to the ASG. After 5 min, we recorded the food source that the fly had settled on as the fly’s 
choice, flies that did not choose a food source after 5 min were not recorded.

Data analysis. The abundance of Colony Forming Units (CFU) was analysed using a generalised linear 
mixed effects model. Our maximal model included an interaction between dietary treatment and bacterial spe-
cies as a fixed effect along with sex. Because several CFU readings were taken from single individuals, a random 
intercept for individual was included in the model. So that the best-fitting model could be selected, the distri-
bution of the residual error was compared between models using logged and non-logged response data. Data 
from the aversion trials was analysed using a generalised linear model with treatment and sex as fixed effects 
and binomial error correction. The minimum adequate model for both analyses was determined using Akaike’s 
information Criterion (AIC). Following the reasoning of Arnold (2010)35, fixed effects that changed the AIC 
score by < 2 were removed from the model. All data was analysed in R version 3.6.1 (2019)36. The mixed effects 
model and associated p-values were generated using the ‘lme4’ and ‘lmerTest’  packages37,38.

Data availability
All data related to bacterial counts are presented in Table 1 in the supplementary material. Raw data and analysis 
code related to the aversion trials can be found at: https:// doi. org/ 10. 5281/ zenodo. 51798 55.

Received: 11 February 2021; Accepted: 31 July 2021

References
 1. Shiels, A. B. et al. Dietary niche differentiation among three species of invasive rodents (Rattus rattus, R. exulans, Mus musculus). 

Biol. Invasions 15, 1037–1048 (2013).
 2. Gulka, J. et al. Dietary niche shifts of multiple marine predators under varying prey availability on the northeast Newfoundland 

coast. Front. Mar. Sci. 4, 324 (2017).
 3. Davey, C. M., Chamberlain, D. E., Newson, S. E., Noble, D. G. & Johnston, A. Rise of the generalists: Evidence for climate driven 

homogenization in avian communities. Glob. Ecol. Biogeogr. 21, 568–578 (2012).
 4. Wilby, A. & Thomas, M. B. Natural enemy diversity and pest control: Patterns of pest emergence with agricultural intensification. 

Ecol. Lett. 5, 353–360 (2002).
 5. Ducatez, S., Sol, D., Sayol, F. & Lefebvre, L. Behavioural plasticity is associated with reduced extinction risk in birds. Nat. Ecol. 

Evol. 4, 788–793 (2020).
 6. Gould, J. Description of new species of finches collected by Darwin in the Galapagos. In Vol. 5, pp. 4–7 (1837).
 7. Jung, K. & Kalko, E. K. Where forest meets urbanization: Foraging plasticity of aerial insectivorous bats in an anthropogenically 

altered environment. J. Mammal. 91, 144–153 (2010).
 8. Manenti, R., Denoël, M. & Ficetola, G. F. Foraging plasticity favours adaptation to new habitats in fire salamanders. Anim. Behav. 

86, 375–382 (2013).
 9. Amato, K. R. et al. Evolutionary trends in host physiology outweigh dietary niche in structuring primate gut microbiomes. ISME 

J. 13, 576–587 (2019).
 10. Schlomann, B. H. & Parthasarathy, R. Timescales of gut microbiome dynamics. Curr. Opin. Microbiol. 50, 56–63 (2019).
 11. Legal, L., Chappe, B. & Jallon, J. M. Molecular basis of Morinda citrifolia (L.): Toxicity on drosophila. J. Chem. Ecol. 20, 1931–1943 

(1994).
 12. R’kha, S., Capy, P. & David, J. R. Host-plant specialization in the Drosophila melanogaster species complex: A physiological, behav-

ioral, and genetical analysis. Proc. Natl. Acad. Sci. 88, 1835–1839 (1991).
 13. Chandler, J. A., Lang, J. M., Bhatnagar, S., Eisen, J. A. & Kopp, A. Bacterial communities of diverse Drosophila species: Ecological 

context of a host–microbe model system. PLoS Genet. 7, e1002272 (2011).
 14. Storelli, G. et al. Lactobacillus plantarum promotes Drosophila systemic growth by modulating hormonal signals through TOR-

dependent nutrient sensing. Cell Metab. 14, 403–414 (2011).
 15. Ryu, J.-H. et al. Innate immune homeostasis by the homeobox gene caudal and commensal-gut mutualism in Drosophila. Science 

319, 777–782 (2008).
 16. Nishida, A. H. & Ochman, H. Rates of gut microbiome divergence in mammals. Mol. Ecol. 27, 1884–1897 (2018).
 17. Ochman, H. et al. Evolutionary relationships of wild hominids recapitulated by gut microbial communities. PLoS Biol. 8, e1000546 

(2010).
 18. Gomez, A. et al. Plasticity in the human gut microbiome defies evolutionary constraints. MSphere 4, e00271-e319 (2019).
 19. Chen, C.-Y., Chen, P.-C., Weng, F.C.-H., Shaw, G.T.-W. & Wang, D. Habitat and indigenous gut microbes contribute to the plasticity 

of gut microbiome in oriental river prawn during rapid environmental change. PLoS ONE 12, e0181427 (2017).
 20. Vijendravarma, R. K., Narasimha, S. & Kawecki, T. J. Predatory cannibalism in Drosophila melanogaster larvae. Nat. Commun. 4, 

1–8 (2013).
 21. Fisher, A. M. et al. Relatedness modulates density-dependent cannibalism rates in Drosophila. In review.
 22. Amlou, M., Moreteau, B. & David, J. Genetic analysis of Drosophila sechellia specialization: Oviposition behavior toward the major 

aliphatic acids of its host plant. Behav. Genet. 28, 455–464 (1998).
 23. Early, A. M., Shanmugarajah, N., Buchon, N. & Clark, A. G. Drosophila genotype influences commensal bacterial levels. PLoS 

ONE 12, e0170332 (2017).
 24. Alcock, J., Maley, C. C. & Aktipis, C. A. Is eating behavior manipulated by the gastrointestinal microbiota? Evolutionary pressures 

and potential mechanisms. BioEssays 36, 940–949 (2014).
 25. Lizé, A. & Lewis, Z. The microbiome and host behaviour. In Microbiomes of Soils, Plants and Animals: An Integrated Approach 

(Eds. Antwis, R. E. et al.) 98–121 (Cambridge University Press, 2020).

https://doi.org/10.5281/zenodo.5179855


6

Vol:.(1234567890)

Scientific Reports |        (2021) 11:16791  | https://doi.org/10.1038/s41598-021-96324-5

www.nature.com/scientificreports/

 26. Wong, A.C.-N. et al. Gut microbiota modifies olfactory-guided microbial preferences and foraging decisions in Drosophila. Curr. 
Biol. 27, 2397–2404 (2017).

 27. Hulme, P. E. Climate change and biological invasions: Evidence, expectations, and response options. Biol. Rev. 92, 1297–1313 
(2017).

 28. Han, B. A., Kramer, A. M. & Drake, J. M. Global patterns of zoonotic disease in mammals. Trends Parasitol. 32, 565–577 (2016).
 29. Gibb, R. et al. Zoonotic host diversity increases in human-dominated ecosystems. Nature 584, 398–402 (2020).
 30. Bertani, G. Lysogeny at mid-twentieth century: P1, P2, and other experimental systems. J. Bacteriol. 186, 595–600 (2004).
 31. Atlas, R. M. Handbook of microbiological media (CRC Press, Boca Raton, 2010).
 32. Heys, C. et al. The effect of gut microbiota elimination in Drosophila melanogaster: A how-to guide for host–microbiota studies. 

Ecol. Evol. 8, 4150–4161 (2018).
 33. Altschul, S. F., Gish, W., Miller, W., Myers, E. W. & Lipman, D. J. Basic local alignment search tool. J. Mol. Biol. 215, 403–410 (1990).
 34. Dekker, T., Ibba, I., Siju, K., Stensmyr, M. C. & Hansson, B. S. Olfactory shifts parallel superspecialism for toxic fruit in Drosophila 

melanogaster sibling, D. sechellia. Curr. Biol. 16, 101–109 (2006).
 35. Arnold, T. W. Uninformative parameters and model selection using Akaike’s information criterion. J. Wildl. Manag. 74, 1175–1178 

(2010).
 36. R Core Team. R: A language and environment for statistical computing. (R Foundation for Statistical Computing, Vienna, Austria, 

2019).
 37. Bates, D., Sarkar, D., Bates, M. D. & Matrix, L. The lme4 package. R Package Version 2, 74 (2007).
 38. Kuznetsova, A., Brockhoff, P. B. & Christensen, R. H. lmerTest package: Tests in linear mixed effects models. J. Stat. Softw. 82, 1–26 

(2017).

Acknowledgements
This work was supported by the Natural Environment Research Council (NE/L002450/1). The authors wish to 
thank Andrea Betancourt, Alistair Darby, Greg Hurst and Tom Price for their constructive suggestions.

Author contributions
C.H. conceived the study and collected the data; C.H. and A.F. led the writing of the manuscript; A.F. performed 
the statistical analyses and produced the figures; A.D. participated in data collection and critically revised the 
manuscript; Z.L. and A.L. conceived the study, critically revised the manuscript and supervised the project.

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- 021- 96324-5.

Correspondence and requests for materials should be addressed to A.M.F.

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) 2021

https://doi.org/10.1038/s41598-021-96324-5
https://doi.org/10.1038/s41598-021-96324-5
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Exposure to foreign gut microbiota can facilitate rapid dietary shifts
	Resultsdiscussion
	Dietary changes can drive variation in gut microbiota. 
	Ingestion of foreign gut microbes can alter dietary preference. 

	Methods
	Manipulating diet in D. sechellia. 
	Sequencing of gut microbiota. 
	Exposure of D. melanogaster to D. sechellia gut microbiota. 
	Aversion to octanoic acid. 
	Data analysis. 

	References
	Acknowledgements


