Figure S1. Comparison between this method and SegSeq for test samples.
The figure below shows a comparison of our method’s performance of CNVs identification and that of SegSeq’s and the distribution of RRNs and CRNs against GC content. Figure A shows the karyotype of part of chromosome 5 and 19 and the distribution of RRNs and CRNs against GC content in single-cell sample SC 1. Figure B shows the karyotype of part of chromosome 1 and 13 and the distribution of RRNs and CRNs against GC content in single-cell sample SC 7. The karyotypes were produced by our CNV identification method (left), SegSeq (middle). The color red, green, dark gray and light gray represent deletion, duplication, N regions on the genome, and normal regions, respectively. The black dots and green triangles on right figures show the distribution of RRNs and CRNs against GC content on genome and false positive region (on the chromosome 19 of SC1 and the chromosome 13 of SC3). 
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Figure S2. Evaluation of specificity and sensitivity for this method by simulation.
This figure shows the correlation between CNV size (x-axis), the number of observation windows (color-code lines) and performance (y-axis) of this method. 
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Figure S3. The distribution of observation window size.
This histogram shows the distribution of observation window size using in this study. The x-axis and y-axis represent the window size (bp) and frequency of the same window size, respectively.
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Table S1. Effect of GC bias on the relative reads number (RRN).

	Case
	Before GC correction
	After GC correction
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	YH-1
	0.0714
	0.0645
	0.0968
	0.0629
	0.0629
	0.0001

	YH-2
	0.0648
	0.0576
	0.1117
	0.0553
	0.0553
	0.0001


