
	Table S1. Sequencing and mapped characteristics of all samples in the study

	　
	Median(range)

	　
	40 negative control cfDNA samples
	92 clinical NSCLC samples
	518 clinical NSCLC samples

	Raw data(Mb)
	4435.75(2204.35-8136.08)
	3806.37(2222.48-6101.59)
	3853.96(2222.48-9708.96)

	Mapped data(Mb)
	4367.54(2180.83-8036.08)
	3780.74(2207.01-6040.85)
	3792.56(2207.01-9604.05)

	Fractions of mapped data(%)
	98.79(96.01-99.43)
	99.12(96.53-99.61)
	98.97(95.87-99.72)

	Properly paired data(Mb)
	41.82(20.82-76.20)
	33.32(20.05-55.12)
	33.00(20.05-89.01)

	Fractions of properly paired data(%)
	33.16(13.65-69.33)
	26.85(15.30-41.73)
	28.32(15.30-62.52)

	Average depth(rmdup)(×)
	3168.92(2453.50-4504.87)
	2629.48(1519.03-7332.72)
	2498.78(1415.00-7610.54)

	On-target fraction(%)
	62.67(55.60-67.62)
	64.55(37.10-71.52)
	85.21(79.80-97.08)

	Fraction of target region coverage(>0×)(%)
	99.90(99.89-100.00)
	99.60(99.08-99.96)
	99.60(99.08-100.00)

	Uniformity*
	[bookmark: _GoBack]1.27(1.25-1.31)
	1.16(1.13-1.43)
	1.14(1.10-1.91)

	Insert size(bp)
	164(158-171)
	171(159-176)
	172(163-183)

	*Uniformity was assessed by the fold-80 base penalty
	
	
	



