[bookmark: _GoBack]Supplementary table 1. Sequencing, de novo transcriptome assembly, and annotation summary. The three biological replicates were indicated as F1, F2, and F3 for female specimens, while were indicated as M1, M2, and M3 for male specimens. Analysed tissues were indicated as L for liver and G for gonads.
	sequencing output (clean reads)

	F1L
	51,363,864

	F2L
	47,892,384

	F3L
	48,048,274

	F1G
	39,678,734

	F2G
	46,642,618

	F3G
	43,842,956

	M1G
	43,861,250

	M2G
	49,592,478

	M3G
	51,509,058

	assembly and annotation metrics

	number of contigs
	45,831

	mean length
	1,594 bp

	N50
	3,475 bp

	total assembly size
	73,056,960 bp

	contigs with BLASTx hits
	43.55%

	contigs with ORFs (>100 aa)
	42.84%

	EggNOG annotation rate
	31.20%

	KEGG annotation rate
	38.76%

	Gene Ontology annotation rate
	41.61%



