Table S1. Statistics of genome sequencing and assembly.
	
	Numbers

	Sequencing

	454 single-end reads
	2,149,957

	454 reads total length (bp)
	866,418,223

	454 reads average length (bp)
	403

	SOLiD mate-paired reads
	110,118,319

	Assembly

	Assembly size (Mb)
	30.19

	Contigs
	344

	Scaffods
	9

	Contig N50 (bp)
	157,054

	Scaffold N50 (bp)
	3,855,354


