Table 5. The effects of sound exposure on the energy metabolic pattern in E. coli K12
	Time of sound exposure
	up-regulated pathway
	down-regulated pathway

	
	Term of pathway
	genes differentially expressed in the pathway
	Term of pathway
	genes differentially expressed in this pathway

	6h
	Bacterial chemotaxis (ID ko02030)
	motB; cheZ; tar; cheY
	
	

	12h
	Glycerophospholipid metabolism

(ID ko00564)
	glpA; glpC; glpB
	
	

	24h
	Photosynthesis (ID ko00195)
	atpA;atpH;atpG;atpF;atpD
	Propanoate metabolism (ID ko00640)
	prpD;prpE;prpB;prpC

	
	Oxidative phosphorylation (ID ko00190)
	ppa;atpH;atpA;cyoB;atpG;atpF;atpD
	
	

	
	Sulfur metabolism (ID ko00920)
	tauB;sbp;cysN;cysJ;cysD;tauA
	
	

	36h
	Phenylalanine metabolism (ID ko00360)
	paaB;paaD;hcaE;paaZ;paaC;paaE;hcaF;mhpC;

mhpB;mhpA;paaA;paaF;paaG;mhpE;hcaC;

paaH;paaI;hcaB;hcaD;mhpD
	Alanine, aspartate and glutamate metabolism 

(ID ko00250)
	glnA;purB;purF;pyrI;carB; carA;asnB;pyrB;asnA

	
	Degradation of aromatic compounds (ID ko01220)
	hcaD;hcaB;hcaE;mhpD;hcaF;mhpC;mhpB

;mhpA;mhpE;hcaC
	Oxidative phosphorylation (ID ko00190)
	sdhB;cyoA;sdhA;atpA;cyoB;atpG;sdhD;atpD

	
	Valine, leucine and isoleucine biosynthesis 

(ID ko00290)
	leuD;leuB;le  uC;leuA;ilvN;ilvE;ilvB
	
	

	
	Xylene degradation

(ID ko00622)
	hcaD;mhpD;mhpF;mhpE;hcaC
	
	

	
	2-Oxocarboxylic acid metabolism(ID ko01210)
	leuD;leuB;leuC;leuA;ilvN;ilvE;ilvB
	
	

	
	Benzoate degradation 

(ID ko00362)
	paaH;paaF;mhpF;mhpE;mhpD
	
	

	
	C5-Branched dibasic acid metabolism (ID ko00660)
	leuD;ilvN;leuC;ilvB
	
	

	
	Cysteine and methionine metabolism (ID ko00270)
	thrA;metB;metC;metA;metK;metL
	
	

	
	Dioxin degradation 

(ID ko00621)
	mhpF;mhpE;mhpD
	
	

	
	Biosynthesis of amino acids (ID ko01230)
	leuD;leuB;leuC;leuA;ilvN;thrA;metB;metC;

metA;ilvE;metK;metL;ilvB
	
	


Note: E.coli K-12 exposed to acoustic field with 8 kHz frequency and 85 dB intensity level acted as treatment group. Samples without sound exposure served as a control group. The metabolic pathway presented in this table arrived to the significantly differences(corrected-Pvalue<0.05) , which below the level is not shown. There are 179 down-regulated genes at 6 hour and 37 down-regulated genes at 12 hour, some of them are found in the pathways without significant differences(corrected-Pvalue>0.05), while others do not involve in these pathways. Term is the functional description of this pathway in KEGG database. ID is the unique number of Pathway in KEGG database. 
