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	Samples
	Total Reads
	Clean reads
	%≥Q30
	mapped Reads

	H0-1
	41184290 (100%)
	20,592,145
	94.04%
	32106132 (77.96%)

	H0-2
	38499922 (100%)
	19,249,961
	94.13%
	29935728 (77.76%)

	H0-3
	39174778 (100%)
	19,587,389
	94.85%
	30461068 (77.76%)

	H12-1
	52918178 (100%)
	26,459,089
	94.85%
	38858254 (73.43%)

	H12-2
	42326604 (100%)
	21,163,302
	93.80%
	34042487 (80.43%)

	H12-3
	42491816 (100%)
	21,245,908
	94.41%
	34255178 (80.62%)

	J0-1
	39342840 (100%)
	19,671,420
	93.96%
	31333019 (79.64%)

	J0-2
	53646212 (100%)
	26,823,106
	94.80%
	42588032 (79.39%)

	J0-3
	39448840 (100%)
	19,724,420
	93.84%
	30939100 (78.43%)

	J12-1
	46657520 (100%)
	23,328,760
	93.71%
	37111642 (79.54%)

	J12-2
	50238206 (100%)
	25,119,103
	93.88%
	40067852 (79.76%)

	J12-3
	46703432 (100%)
	23,351,716
	93.78%
	36833183 (78.87%)





