Functional Roles of Microbial Communities in Litter Decomposition Across Pure and Mixed Forest Types
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There are three figures in this document.

Fig. S1. Evolutionary cladogram of bacterial taxa identified by LEfSe analysis.
Fig. S2. Evolutionary cladogram of fungal taxa identified by LEfSe analysis.
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[image: image2]
[image: image1]Fig. S1. Evolutionary cladogram of bacterial taxa identified by LEfSe analysis. (A) Robinia pseudoacacia forest; (B) Platycladus orientalis forest; (C) mixed forest of R. pseudoacacia and P. orientalis. RL1–RL6, PL1–PL6, and ML1–ML6 represent litter samples collected at 0, 90, 180, 270, 360, and 540 days from R. pseudoacacia, P. orientalis, and mixed forests, respectively. Branches indicate taxonomic levels from phylum to genus/species. Each node represents a taxon, with circle size proportional to relative abundance. Yellow nodes denote taxa with no significant differences among groups, while colored nodes correspond to taxa enriched in each forest type. Highlighted taxa represent biomarkers with significant contributions within their respective groups.
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Fig. S2. Evolutionary cladogram of fungal taxa identified by LEfSe analysis. (A) Robinia pseudoacacia forest; (B) Platycladus orientalis forest; (C) mixed forest. RL1–RL6, PL1–PL6, and ML1–ML6 represent litter samples collected at 0, 90, 180, 270, 360, and 540 days from R. pseudoacacia, P. orientalis, and mixed forests, respectively.
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