Antibacterial compounds-macrolactin alters the soil bacterial community and abundance of the gene encoding PKS
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Supplementary figure 1
HPLC chromatograph of the extracted macrolactin mixture extracted from fermentation of Bacillus amyloliquefaciens NJN-6. A, macrolactin A; B, 7-O-malonyl macrolactin A; C, 7-O-succinyl macrolactin A.
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Supplementary figure  2

Rarefaction curves of bacterial communities based on observed OTUs at 3 % distance for individual samples. Error bars indicate 95 % confidence intervals
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Supplementary Table 1. Primer sets and PCR conditions in this experiment.
	Target gene
	Primer set
	Sequence (5'-3')a
	[bookmark: RANGE!F4]Thermal profile
	Reference

	
	
	
	
	

	16S rRNA 
(V4 region for sequencing)
	520F
	
AYTGGGYDTAAAGNG
	30 s at 98 °C, followed by 27 cycles of 30 s at 98 °C, 30 s at 50 °C and 30 s at 72 °C, and a final elongation at 72 °C for 5 min
	(1) 


	
	802R
	TACNVGGGTATCTAATCC
	
	

	[bookmark: _Hlk418703661]16S rRNA
(for Q-PCR)
	347F
	
GGAGGCAGCAGTRRGGAAT


	 30 s at 95 °C, followed by 40 cycles of  5 s at 95 °C, 34 s at 60 °C; melting curve program is 15 s at 95 °C, followed by 1 min at 60 °C, and continuous fluorescence measurement at 95 °C for 30 s,
and finally cooling of multiwell plate at 60 °C for 15s.   
	(2) 



(3) 

	
	531R
	CTNYGTMTTACCGCGGCTGC
	
	

	PKS gene
	KS2F
	
GCIATGGAYCCICARCARMGIVT


	30 s at 95 °C, followed by 40 cycles of 5 s at 95 °C, 1 min at 55 °C, and 1 min at 72 °C; melting curve program is 15 s at 95 °C, followed by 1 min at 60 °C, and continuous fluorescence measurement at 95 °C for 30 s , and finally cooling of multiwell plate at 60 °C for 15s.  
	(4) 




	
	KS2R
	GTICCIGTICCRTGISCYTCIAC
	
	


a Boldface letters denote degenerate positions: R, A/G; S, G/C; Y, C/T; M, A/C; V, A/C/G; D, A/G/T; N, A/G/C/T. Rare bases: dI.
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Supplementary table 2. The sequencing reads of order level which was significant different between treatments.
	Phylum
	Order
	Macrolatin
	Control

	Acidobacteria
	Acidobacteria_Gp1
	460±59 b
	1164±137 a

	　
	Acidobacteria_Gp13
	45±14 b
	203±48 a

	　
	Acidobacteria_Gp2
	168±27 b
	674±107 a

	Actinobacteria
	Actinobacteria
	882±124 b
	1970±365 a

	Bacteroidetes
	Sphingobacteria
	31±10 b
	56±7 a

	Firmicutes
	Clostridia
	41±24 a
	12±3 b

	Proteobacteria
	Alphaproteobacteria
	1293±555 b
	1974±21 a

	　
	Betaproteobacteria
	1638±474 a
	259±60 b

	　
	Deltaproteobacteria
	25±6 b
	39±7 a

	　
	Gammaproteobacteria
	3803±665 a
	511±105 b

	TM7
	TM7_class_incertae_sedis
	4±2 b
	72±24 a

	Verrucomicrobia
	Spartobacteria
	262±38 b
	392±65 a

	　
	Subdivision3
	40±4 b
	74±13 a


The different letters “a” and “b” here used for the marker of statistically significant difference (p<0.05), if there is significant difference between macrolactin treatment and water control, they are marked as “a” and “b” separately, if not, they are both marked as “a”. Data show a mean ± SD (n=3).
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