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Supplementary Figure S1: Rarefaction Curve of 16S and ITS sequencing.
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Supplementary Figure S2: Phylum level gut microbiome composition of swan geese of three

dominant bacteria phylum.
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Supplementary Figure S3: Heatmap showing the relative abundance of some selected species

across herbivorous geese.
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Supplementary Figure S4: LefSe showing comparison of swan geese bacterial species between two

habitats at all levels. (A) The module plots the biomarkers found by LEfSe ranking them

accordingly to their effect size and associating them with the class with the highest median. (B) The

raw data of a single feature as an abundance histogram with four significant different dominant

genus. (C) This module produces cladograms representing the LEfSe results on the hierarchy

induced by the label names. Red blocks represent significant difference at genus level. Blue blocks

represent significant difference of Proteobacteria.




Supplementary Figure S5: Phylum level individual gut microbiome composition of swan geese

including bacteria and fungi community.
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Supplementary Figure S6: Z-P plot showing the distribution of OTUs based on their topological

roles.
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