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Figure S1. Chrl7 has shorter overlap regions among CNVs than the average of autosomes.
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Figure S2. Percentage of genic region on each autosome.
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Figure S3. B allele frequency distribution and Log R ratio values for SNP probes near false
positive CNVRs caused by assembly errors of sequences from chrY. Five upstream and
downstream probes were included to represent the basal level. (a) FP_CNVR1; (b) FP_CNVRY5;
(c) FP_CNVRS; and (d) FP_CNVRO.
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Figure S4. B allele frequency distribution and LogR ratio values for SNP probes in false positive
CNVRs caused by assembly errors of sequences from chrX and ChrUn. (a) FP_CNVR3; (b)
FP_CNVR4; and (c) FP_CNVRS.



