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cfDNA SNV detection in tumor with 15000 SNVsPromethION Sequencing throughput over time

Supplemental Figure S3. Simulation of tumor-specific SNVs detection with NanoRCS over time 
across different tumor fractions. (A) The accumulation of cfDNA (NanoRCS consensus) bases 
sequenced over time (minutes) of six selected PromethION sequencing runs. (B-C) Tumor-specific SNVs 
over time across five different TFs: 0.01, 0.1, 0.2, 0.4, and 0.6, in comparison with background errors in 
tumor with (B) 6000 and (C) 15000 tumor-specific SNVs. Tumor fractions greater than 0.1 are detectable 
within 20 to 110 minutes of experiment time, with higher tumor fractions being detected sooner. For TF at 
0.01, with 6000 and 15000 tumor-specific SNVs, 280 and 110 minutes is required to distinguish from 
background errors, respectively.


