Data tables single cell datasets:

Spatial sequencing:

Dataset # of spots under Mean Reads per Median Genes per
Tissue Spot Spot

Young 1 1.596 226.296 2.929

Young 2 563 363.437 4.208

Old 1 1.488 182.380 3.138

Old 2 1.846 186.812 3.619

scATAC:
Dataset Estimated Median high- Fraction of

number of cells

quality
fragments per

transposition

events in peaks

cell in cells

Tissue young 8.286 21,557 64.4%
and old
combined |
Tissue young 4.767 27,028 63.7%
and old
combined Il

SMART-seq3:
Nuclei Age Cells Genes
2n Old 173 1464
2n Young 103 3447
4n Old 136 4312
4n Young 95 3945
8n Old 19 4060
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