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	Raw Bases
	Clean Bases
	Raw Reads
	Clean Reads
	>30Q(%)
	Read Length (bp)
	GC(%)
	N Bases Ratio (%)

	Control-1
	6879602100
	6192650040
	44377296
	44377296
	92.98%
	139.55
	47.05%
	0.10%

	Control-2
	5983398000
	5148855515
	38433284
	38433284
	92.40%
	133.97
	47.72%
	0.11%

	Control-3
	5541361500
	4741150037
	35897210
	35897210
	89.85%
	132.08
	48.06%
	0.16%

	NaF-1
	5538372300
	4939702701
	35297392
	35297392
	91.37%
	139.95
	46.93%
	0.13%

	NaF-2
	7249376400
	6424754941
	47233402
	47233402
	93.49%
	136.02
	48.93%
	0.10%

	NaF -3
	7254689100
	6585708216
	46929450
	46929450
	93.42%
	140.33
	46.77%
	0.10%


Table S3. Clean reads compared with the zebrafish reference genome.

