Comparison of PacBio HiFi and ONT costs for genome assembly
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Non-UL ONT: Non-ultra-long ONT data; typically refers to data generated with standard ONT kits and protocols, resulting in a read length N50 20-50 kbp long

CCS: Circular consensus sequencing
@We define a “good” diploid human genome assembly as having a QV score 230 (or a base accuracy >99.9%) and a contig N50 = 10 Mbp
> Assumes 2000 CPU hours per SMRT Cell 8M

¢ AWS estimate: r5.4xlarge; 16 vCPUs; reported in Nurk et al., bioRxiv, 2020
9 ONT basecalling is usually done live, where it would have $0 additional cost. However, if not done live, high-accuracy basecalling would require the indicated GPU hours

¢ AWS estimate: p3.2xlarge; 1 Tesla V100; reported in Shafin et al., Nat Biotechnol, 2020

fReported in Nurk et al., bioRxiv, 2020
9Reported in Shafin et al., Nat Biotechnol, 2020



