Supplementary Information
Blood-based screening panel for lung cancer based on clonal hematopoietic mutations

1. Contribution of each mutation to the predicted LOR of cancer.
This contribution of each mutation to the predicted LOR of cancer varies considerably from sample to sample (Supplementary Fig. S1). For some mutations the contribution is clear. The S177A mutation in SEC61A2 with the most negative βi = -10.45 occurred in 55.96% of non-cancer samples but in only 5.61% of lung cancer samples (Supplementary Fig. S1). On the other hand, the T165P mutation in PRAMEF20 with the largest βi = +5.95 is predictive of cancer with all other mutations being the same. However, the mutation occurred in 57.43% of non-cancer samples and in only 28.05% of lung cancer samples. These results highlight the complex combination of weights and mutations in the LR model contributing to the predicted probability of cancer.














Figure S1. Average LOR contribution to predicted LOR of cancer. LOR contribution was averaged separately over cancer and control samples. Black bars show the value of LOR (βi) for each mutation.  
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