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Figure S1. Information on detected observed OTU richness (a) and similarity (b) of community
composition in Castanopsis carlesii deadwood mycobiomes subjected to different bioinformatics
parameters (rarified and non-rarified datasets/and rare OTUs included/removed).
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Figure S2. ITS sizes and their distribution of the representative sequences of Castanopsis carlesii
deadwood mycobiomes.
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Figure S3. Rarefaction curves of rarified datasets using all OTUs (left panel) and all OTUs detected at
least two sequences (right panel).
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Figure S4. Phylograms of Alternaria alternata (Dothideomycetes) generated by Randomized Axelerated
Maximum Likelihood (RAXML) analysis based on complete internal transcribed spacer (ITS) sequences.
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Figure S5. Phylograms of Scytalidium lignicola (Leotiomycetes) generated from Randomized Axelerated
Maximum Likelihood (RAXML) analysis based on complete internal transcribed spacer (ITS) sequences.
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Figure S6. Phylograms of Meliniomyces bicolor (Leotiomycetes) generated from Randomized Axelerated
Maximum Likelihood (RAXML) analysis based on complete internal transcribed spacer (ITS) sequences.
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Figure S7. Phylograms of Sugiyamaella novakii (Saccharomycetes) generated from Randomized
Axelerated Maximum Likelihood (RAXML) analysis based on complete internal transcribed spacer (ITS)
sequences.




Figure S8. Phylograms of Hawksworthiomyces crousii (Sordariomycetes) generated from Randomized
Axelerated Maximum Likelihood (RAXML) analysis based on complete internal transcribed spacer (ITS)
sequences.
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Figure S9. Phylograms of Pestalotiopsis maculiformans (Sordariomycetes) generated from Randomized
Axelerated Maximum Likelihood (RAXML) analysis based on complete internal transcribed spacer (ITS)
sequences.
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Figure S10. Phylograms of Trichoderma harzianum and Trichoderma virens (Sordariomycetes)
generated from Randomized Axelerated Maximum Likelihood (RAXML) analysis based on complete
internal transcribed spacer (ITS) sequences.




Figure S11. Phylograms of Dictyochaeta simplex (Sordariomycetes) generated from Randomized
Axelerated Maximum Likelihood (RAXML) analysis based on complete internal transcribed spacer (ITS)
sequences.
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Figure S12. Phylograms of Subulicystidium perlongisporum and Sistotremastrum guttuliferum
(Agaricomycetes, Trechisporales) generated from Randomized Axelerated Maximum Likelihood
(RAXML) analysis based on complete internal transcribed spacer (ITS) sequences.
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Figure S13. Phylograms of Dichomitus squalens, Porogramme albocincta and Tinctoporellus epimiltinus
(Agaricomycetes, Polyporales) generated from Randomized Axelerated Maximum Likelihood (RAXML)
analysis based on complete internal transcribed spacer (ITS) sequences.




Figure S14. Phylograms of Hymenochaete tongbiguanensis and Erythromyces crocicreas
(Agaricomycetes) generated from Randomized Axelerated Maximum Likelihood (RAXML) analysis
based on complete internal transcribed spacer (ITS) sequences.
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Figure S15. Phylograms of Jianyunia sakaguchii (Agaricostilbomycetes) generated from Randomized
Axelerated Maximum Likelihood (RAXML) analysis based on complete internal transcribed spacer (ITS)
sequences.
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