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| “ | B Figure 3. Methylation context, CpG coverage and methylation level over select chromatin features.
2o fme ncludes clustering, sequencing and netrument wash or rom ndoxed reads. For comparison, an equivalent number of NA12878 EM-Seq reads were analyzed from the

3 Paired reads passing filter for F2 and F3 are dependent on application and read length.

4 Performance metrics may be impacted by application, sample quality, library preparation, loading concentration, and other sequencing considerations. Metrics as generated on reference bacterial and human genomes. N Ovaseq 60 O O (S RA d ata ba Se reCO rd S R R 1 O 53 2 1 44) .

5 Max Read kits specifications are projected, and kits are currently only compatible with 10x Genomics Chromium™ 3 and 5" Gene Expression assays and Visium™ Spatial Gene Expression. Kits allow for 1 sample per lane.



