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Fig. S1 Relative abundance of predominant bacterial community at family level during composting
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Fig. S2 Correlation analysis between bacterial abundance at genus level and humificaiton index. * p<0.05, ** p<0.01, *** p<0.001.
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Fig.S3 Correlation analysis between bacterial abundance at genus level and gaseous emiison. * p<0.05, ** p<0.01, *** p<0.001.

















Table S1 The basic characteristics of raw materials used in composting experiment
	Feedstocks
	Moisture content %
	TOC content %
	TN content %

	Spent mushroom substrate (SMS)
	7.29
	425.21
	26.81

	Rice straw
	7.35
	493.93
	13.05

	Rice husk
	10.38
	502.18
	7.45

	Sawdust
	22.80
	738.36
	2.29

































Table S2 Topological indices of each network in Fig. 3
	Network specificity
	Treatments

	
	T1
	T2
	T3

	Number of nodes
	194
	229
	278

	Number of edges
	218
	372
	576

	Average degree
	9.132
	15.73
	17.28

	Closeness centrality
	0.303
	0.322
	0.356

	Network density
	0.0116
	0.0142
	0.0149

	Modularity_class
	1.952
	1.516
	1.618
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