Table 1. The data quality of transcriptome sequencing for gene expression 
	Sample
	Total_gene_count
	gene_count(Reads>0)
	gene_count(Reads>1)
	gene_count(Reads>2)
	gene_count(Reads>5)
	gene_count(Reads>10)

	C1
	4,097
	4,039(98.58%)
	4,030(98.36%)
	4,008(97.83%)
	3,968(96.85%)
	3,897(95.12%)

	C2
	4,097
	4,026(98.27%)
	4,010(97.88%)
	3,995(97.51%)
	3,964(96.75%)
	3,898(95.14%)

	C3
	4,097
	4,058(99.05%)
	4,054(98.95%)
	4,052(98.90%)
	4,040(98.61%)
	4,008(97.83%)

	C4
	4,097
	4,058(99.05%)
	4,057(99.02%)
	4,056(99.00%)
	4,050(98.85%)
	4,043(98.68%)

	S1
	4,097
	3,933(96.00%)
	3,914(95.53%)
	3,881(94.73%)
	3,820(93.24%)
	3,714(90.65%)

	S2
	4,097
	4,044(98.71%)
	4,036(98.51%)
	4,017(98.05%)
	3,984(97.24%)
	3,906(95.34%)

	S3
	4,097
	4,047(98.78%)
	4,037(98.54%)
	4,027(98.29%)
	3,988(97.34%)
	3,915(95.56%)

	S4
	4,097
	4,057(99.02%)
	4,057(99.02%)
	4,051(98.88%)
	4,036(98.51%)
	4,014(97.97%)


Note: C1 represents 6 hours sample without acoustic stimulation, C2 represents 12 hours sample without acoustic stimulation, C3 represents 24 hours sample without acoustic stimulation, C4 represents 36 hours sample without acoustic stimulation, S1 represents 6 hours sample exposed to acoustic field with 8 kHz frequency and 85 dB intensity level, S2 represents 12 hours sample exposed to acoustic field, S3 represents 24 hours sample exposed to acoustic field, S4 represents 6 hours sample exposed to acoustic field. Total gene count is the total gene number of this species. Gene_count is the number of genes expressed in the sample and the proportion to the total gene (reads>0, indicating that each gene has at least 1 read support, and so on).
