Table 2. The data quality of transcriptome sequencing for mapping
	Sample
	Input
	Mapped
	Mapped(%)
	Multiple_alignments
	Multiple_alignments(%)
	Uniq_mapped
	Uniq_mapped(%)

	C1
	25,712,838
	24,124,019
	93.80%
	189,177
	0.70%
	23,934,842
	93.10%

	C2
	20,517,122
	19,455,650
	94.80%
	239,493
	1.20%
	19,216,157
	93.70%

	C3
	21,243,230
	20,222,226
	95.20%
	183,059
	0.90%
	20,039,167
	94.30%

	C4
	22,120,548
	21,374,225
	96.60%
	255,590
	1.20%
	21,118,635
	95.50%

	S1
	15,510,048
	14,495,295
	93.50%
	112,857
	0.70%
	14,382,438
	92.70%

	S2
	18,916,864
	18,007,091
	95.20%
	182,066
	1.00%
	17,825,025
	94.20%

	S3
	16,089,770
	15,105,299
	93.90%
	141,484
	0.90%
	14,963,815
	93.00%

	S4
	18,384,248
	14,389,892
	78.30%
	154,622
	0.80%
	14,235,270
	77.40%


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.  Input is the number of read. Mapped is the number of Reads match to genome. Multiple_alignments is the Reads number of multiple alignments. Uniq_mapped is the Reads number of uniq mapped.
