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INTRODUCTION RESULTS

Copy number variation (CNV) is an important feature of the cancer genome. Blood- Fig. 2: LP-WGS revealed distinct CNV patterns across different cancer indications
based low-pass whole genome sequencing (LP-WGS) has been increasingly used to

I identify CNVs of large genomic regions in cancer. In this study, we report the

Fig. 4: Clinical application of Predicine LP-WGS and CIN score for disease monitoring.

LP-WGS CNV profile of multiple cancer types
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higher recurrence in prostate cancer than the other cancers.

(log2
S A

Copy Number (lo

\

20 55 55 0 0 00 100 B. - BRCA2 - PIK3CA - RBf

Fig. 3: CIN can distinguish cancer patients from healthy individuals. ¢ < MYC =~ PTEN -~ TP53
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LP-WGS CNI score has high sensitivity to distinguish cancer patients from healthy




