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Figure S1. Foam nest of Physalaemus cuvieri (A), Leptodactylus vastus (B) and Adenomera hylaedactyla

(C,D). Figure D shows the foam nest after excavated from ground.
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Figure S2. UPGMA cluster based on Bray-Curtis dissimilarities between bacterial amplicon sequence
variants at genus level presents in the Leptodactylidae and Rhacophoridae foam nests, leptodactylid’s
nest environments and tissues of L. vastus. Sequences from Rhacophoridae foam nests were taken from
the study of McGrath-Blaser et al. (2021) under the access number (SAMN18106736, SAMN18106737,
SAMN18106738, SAMN18106756, SAMN 18106757, SAMN18106758, SAMN 18106776, SAMN18106775
and SAMN18106774) via BioProject ID PRINA705959.



