Table 4. The effects of sound exposure on metabolic network structures 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
	Flagellar assembly (ID ko02040)
	flgC;flgH;flgE;flhC;fliM;flgB;fliO;

fliN;flgG;fliH;flhD;flgD;fliG;fliF;fliK;flgF
	Bacterial secretion system (ID ko03070)
	gspC;gspI;gspK

	
	Ribosome

(ID ko03010)
	rplC;rpsC;rplV;rplW;rpsJ;rplP;

rplQ;rpsS;rplD;rplB;rpmD;rplA
	
	

	
	Alanine, aspartate and glutamate metabolism

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

	
	Pyrimidine metabolism

(ID ko00240)
	ndk;pyrD;codA;pyrI;carB;carA;pyrC;pyrB;upp
	
	

	36h
	
	
	Flagellar assembly (ID ko02040)
	flgC;fliM;flgB;fliO;fliN;flgG;fliH;flgE;

flgD;fliG;fliF;flgF

	
	
	
	Geraniol degradation (ID ko00281)
	fadB;fadI;fadA;fadJ

	
	
	
	Valine, leucine and isoleucine degradation (ID ko00280)
	fadB;fadI;lpd;fadA;fadJ

	
	
	
	Citrate cycle (TCA cycle) (ID ko00020)
	lpd;sucA;sucC;sucD;sdhA;sdhB;sdhD

	
	
	
	Fatty acid degradation (ID ko00071)
	fadB;fadI;fadA;fadE;fadJ


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. 
