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Results and discussion
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Fig. 1. Heatmap of lignocellulolytic enzyme activities of the fungal consortia composed of the four fungi. R, D, N, and T, which are T. reesei, P. decumbens, A. niger, and A.
tubingensis, respectively.
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Fig. 1. Heatmap of lignocellulolytic enzyme activities of the fungal consortia composed of the four fungi. R, D, N, and T, which are T. reesei, P. decumbens, A. niger, and A.
tubingensis, respectively.
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Fig. 1. Heatmap of lignocellulolytic enzyme activities of the fungal consortia composed of the four fungi. R, D, N, and T, which are T. reesei, P. decumbens, A. niger, and A.
tubingensis, respectively.
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Fig. 1. Heatmap of lignocellulolytic enzyme activities of the fungal consortia composed of the four fungi. R, D, N, and T, which are T. reesei, P. decumbens, A. niger, and A.
tubingensis, respectively.




Table 1
Correlations between the activities of different enzymes and the fungi.

FPase CMCase pNPCase Xylanase

( T. reesei S 0.754 0.704 0307 0.859
P 0.000 0.000 0.002 0.000
P. decumbens S 0.192 0.207 0.147 0.021
P 0.035 0.025 0.084 0.424

A. niger S ( -0.208 —-0.248 ] 0.005 -0.180
P 0.024 0.009 0.481 0.045

A. tubingensis S | -0.231 —0.208 | —-0.074 —0.051
P 0.014 0.025 0244 0.318

There were 90 sets of data from Fig. 1, S is the Spearman correlation coefficient. Four fungi were set as dummy variables with “not added” set at level 0 and “added"” at level 1.
Results of 0.000 mean <0.001.
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Fig. 1. Heatmap of lignocellulolytic enzyme activities of the fungal consortia composed of the four fungi. R, D, N, and T, which are T. reesei, P. decumbens, A. niger, and A.

tubingensis, respectively.
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Fig. 2. Heatmap of lignocellulolytic enzyme activities of the microbial consortia composed of the four fungi and the cellulolytic microbial community. C, R, D, N, and T are the
cellulolytic microbial community, T. reesei, P. decumbens, A. niger, and A. tubingensis, respectively.
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Fig. 2. Heatmap of lignocellulolytic enzyme activities of the microbial consortia composed of the four fungi and the cellulolytic microbial community. C, R, D, N, and T are the
cellulolytic microbial community, T. reesei, P. decumbens, A. niger, and A. tubingensis, respectively.
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Fig. 3. Heatmap analysis based on the fungal genus distributions and abundances
of the consortia.
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