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Table S1. Summary of G. pennsylvanicus transcriptome de novo assembly. 
	
Sequencing & Quality Control
	

	Libraries 
	26

	50-bp reads (raw)
	286 million

	50-bp reads (trimmed/cleaned)
	266 million

	Trinity assembly
	

	Assembly length (bp) 
	92 million

	Contigs
	260,407

	Mean contig length (bp)
	352

	Median contig length (bp)
	156

	N50
	716

	GC %
	38

	Cufflinks refined assembly
	

	Length (bp) 
	59 million

	Contigs
	70,037

	Mean contig length (bp)
	839

	Median contig length (bp)
	459

	N50
	1524

	GC %
	39

	Identification
	

	Contigs with BLAST hit
	30,666

	Contigs with GO description
	5292

	
	





