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Fig. 4. Nest environment has a stronger effect than antibiotic/probiotic treatments on
shaping the gut microbiomes of developing chicks. Microbial communities of manipulated

chicks of Great (A, B) and Blue (C, D) tits. Individuals in A and C are colored according to the
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753  treatment, while individuals in B and D are colored according to nest. Shapes indicate day of
754  sampling across all four plots.
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757  Fig. 5. Alpha diversities of parent microbiomes did not differ from chicks, but maternal
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763

microbiomes contributed notably to the composition of chick microbiomes. (A) Box plots
depicting the observed ASV richness in chicks and adults. (B) Upset plots showing the number
of shared and unique ASVs found between chicks and adults. Unique ASVs found between
chicks and female or male are indicated with colored bars. (C) Flower plots depicting the shared

core microbiome between chicks and adults.
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Fig. 6. Nest microbiomes tend to influence cloacal microbiomes of chicks. Observed ASV
richness (A) and Faith’s phylogenetic diversity (B) of chick and nest microbiomes during first
and last sampling days. Statistical differences are indicated with asterisks. Ordination plot
depicting the compositional differences (measured with Bray-Curtis distances) in chick and

nest microbiomes during first and last sampling days of Blue (C) and Great (D) tits. Association
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770  between distance among nests and average chick microbiome per nest in first (E) and last (F)

771  sampling days. Mantel test statistics are given within each graph.
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