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Table S1. Processing of raw reads after Illumina HiSeq 2500 sequencing of Korea endemic land snails, A. chejuensis and A. quelpartensis. The thinning and trimming analyses while processing of raw reads was done with Cutadapt program.
	Data Processing Parameters
	Aegista chejuensis
	Aegista quelpartensis

	Raw reads
	
	[bookmark: _GoBack]

	Number of sequences
	256,655,870
	239,242,058

	Number of bases
	32,338,639,620
	30,144,499,308

	Total read pairs processed
	128,327,935
	119,621,029

	Read 1 with adapter
	4,568,630 (3.6%)
	4,690,011 (3.9%)

	Read 2 with adapter
	5,653,389 (4.4%)
	5,800,573 (4.8%)

	Pairs written (passing filters)
	128,327,935
	119,621,029

	Total base pairs processed (bp)
	32,338,639,620
	30,144,499,308

	Read 1 (bp)
	16,169,319,810
	15,072,249,654

	Read 2 (bp)
	16,169,319,810
	15,072,249,654

	Total written (filtered) (bp)
	32,284,657,766
	30,081,242,627

	Read 1 (bp)
	16,143,957,105
	15,042,310,920

	Read 2 (bp)
	16,140,700,661
	15,038,931,707

	% of reads after trimming
	99.83
	99.79

	% of reads discarded
	0.17
	0.21

	average length after trimming (bp)
	125.8
	125.7

	Adapter 1 sequence
	AGATCGGAAGAGCACACGTCTGAACTCCAGTCAC

	Adapter 2 sequence
	AGATCGGAAGAGCGTCGTGTAGGGAAAGAGTGTA
GATCTCGGTGGTCGCCGTATCATT




