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Fig. S1 Effects of different treatments on appearance (A) and sensory quality (B) of tobacco leaves.Different lowercase letters (a, b, ab and c) indicate significant differences between different treatments at same growth stage at P< 0.05 level.
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Fig. S2 Effects of different treatments on appearance (A) and sensory quality (B) of tobacco leaves.Different lowercase letters (a, b, ab and c) indicate significant differences between different treatments at same growth stage at P< 0.05 level.

Table S3 The total reads and effective sequences of soil microbial community in tobacco field under different treatments
	
	Treatments
	Total reads
	Effective
sequences

	
	
	
	

	Bacteria
	CK
	 14.94×106 b*
	55930b

	
	St
	17.88×106 a
	66526a

	
	St+D
	18.51×106 a
	68112a

	
	St+L
	18.09×106 a
	67405a

	
	
	
	

	Fungus
	CK
	14.46×106 a
	56964a

	
	St
	17.30×106 a
	66282a

	
	St+D
	16.02×106 a
	63696a

	
	St+L
	14.68×106 a
	58848a


* Values fallowed by different small letters within a column are significantly different (P < 0.05).
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Fig. S4 The α-diversity of soil bacteria in tobacco field under different treatments. A, B, C, D, E, F, G and H represent richness, Shannon, Simpson, Pielou, invsimpson, Chao1, ACE and goods_coverage.
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Fig.S5 The α-diversity of soil fungus in tobacco field under different treatments. A, B, C, D, E, F, G and H represent richness, Shannon, Simpson, Pielou, invsimpson, Chao1, ACE and goods_coverage.
Table S6 Composition and relative abundance of soil bacteria community in different treatments at the phylum level (%)
	Bacterial community
	CK
	St
	St+D
	St+L
	Fungal community
	CK
	St
	St+D
	St+L

	Proteobacteria
	41.4a*
	39.9a
	37.8a
	37.4a
	Ascomycota
	40.7b*
	53.2ab
	60.6a
	48.9ab

	Acidobacteria
	13.9a
	15.7a
	14.6a
	15.8a
	Eukaryota_norank
	45.1a
	31.2b
	32.2ab
	44.6a

	Chloroflexi
	6.7b
	10.6a
	10.4ab
	9.8ab
	Basidiomycota
	9.3a
	12.6a
	1.6b
	1.7b

	Gemmatimonadetes
	8.0a
	5.9a
	7.9a
	8.3a
	Mucoromycota
	0.8a
	0.1a
	0.1a
	0.7a

	Bacteroidetes
	5.1b
	5.1b
	7.5a
	5.6ab
	Chytridiomycota
	0.6a
	0.1a
	0.1a
	0.3a

	Actinobacteria
	5.9a
	5.2a
	3.6a
	4.1a
	Unclassified
	3.3a
	2.7a
	5.1a
	3.4a

	Verrucomicrobia
	3.2a
	4.8a
	2.6a
	3.2a
	　
	　
	　
	　
	　

	Rokubacteria
	3.3a
	2.5a
	3.0a
	4.2a
	　
	　
	　
	　
	　

	Planctomycetes
	3.2a
	2.6a
	3.1a
	2.5a
	　
	　
	　
	　
	　

	Latescibacteria
	1.5a
	1.4a
	3.0a
	3.0a
	　
	　
	　
	　
	　


* Values fallowed by different small letters within a row are significantly different (P < 0.05).
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Fig.S7 The relationship between the relative abundance of microorganism on phylum and soil physicochemical properties. A and B represent bacterium and fungal communities.
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