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® Using airborne DNA metabarcoding coupled with visual counting of acari morphospecies, we propose a first insight HenhIouse
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Fig. 1: Number of sequences and operational taxonomic units (OTUs) in the main taxa. The
significance of the correlation between the abundance of D. gallinae and other OTUs was computed
on relative abundance using Spearman rank test and corrected p-values for multi-testing.
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® Molecular (air) and visual count (morphospecies) measured consistent abundances (Tab. 1) but
inconsistent community compositions (Mantel test on Bray distance among samples: p=0.08).

p—d
I

® Excluding Cordata and Plants (Fig. 1), D. gallinae was the second most abundant OTU (1.2M
seq.) after a fungal OTU belonging to the Sordariomycetes family (9.7M seq.).

® None of the acari morphospecies was negatively correlated with D. gallinae for either
molecular or visual data (Tab. 2). However, farming practices may blur the overall signal.

Conclusion /~

® Farming practices is negligible in structuring Eukaryota communities identifiable via DNA in air.

® Alpha-diversity of Eukaryota and Acari were not affected by farming practices (Wilcoxon
test: p-values > 0.05; Fig. 2).
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e Farming practices explained significatively (Permanova: p=0.001) though very weakly the
variation in Eukaryota communities (Fig. 3). Moreover, Acari communities vary far less
across seasons than communities of other Eukaryota.

® We identified some species of fungi that may have a negative impact on D. gallinae. Moreover,
- some Acari morphospecies, positively correlated with D. gallinae, could be good candidate for
biological control by favoring their possible predation on the pest mite.
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® Very few taxa displayed a significant negative correlation with the abundance of D.
gallinae, and all these taxa belong to fungal Kingdom (Fig. 1).

Fig. 3: Variance decomposition of B-diversity (Permanova)
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e We pave the way for further investigations of Eukaryote trophic networks involving the pest mite
D. gallinae and thus help progress biocontrol in henhouses thanks to DNA metabarcoding.



