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Table S1 The basic characteristics of PP and MP (mean ± S.E., n = 5).
	Plantation type
	Altitude
 (m)
	Slope 
(°)
	Age
 (yr)
	SD
(trees ha-1)
	DBH (cm)
	TH (m)
	LF 
(kg· hm-2 yr-1)

	PP
	232
	24
	15
	580±23
	20.43±1.32
	24.82±0.93
	4907.19±127.25

	MP
	241
	22
	15
	
	
	
	8434.85±199.90

	E. urophylla
	
	
	
	300±14
	21.22±1.56
	24.65±2.31
	

	A. mangium
	
	
	
	310±31
	15.81±1.08
	20.82±1.69
	


SD, stand density; DBH, diameter at breast height; TH, tree height; LF, litterfall mass.
Table S2 PLFA signatures chosen to characterize microbial community structure.
	Microorganism
	Fatty acid

	
	
	

	total bacterial 
	i14:0, 14:1ω5c, 15:0, i15:0, a15:0, 15:03OH, i16:0, 16:1ω7c, 17:0, a17:0, i17:0, cy17:0, 17:1ω9c,18:1ω7c, 18:1ω9c, cy19:0
	

	
	
	

	Gram-positive bacteria
	i14:0, i15:0, a15:0, i16:0, a17:0, i17:0
	

	
	
	

	Gram-negative bacteria
	14:1ω5c, 15:03OH, 16:1ω7c, cy17:0, 17:1ω9c, 18:1ω7c, 18:1ω9c, cy19:0
	

	
	
	

	total fungi 
	18:2ω6c, 18:3ω6c, 18:3ω3c, 18:2ω9c
	

	
	
	

	actinomycetes
	10Me16:0, 16Me16:0, 10Me17:0, 10Me18:0
	

	
	
	

	arbuscular mycorrhizal fungi
	16:1ω5c
	

	
	
	



