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A Seurat (4 threads)
Mean speedup: 85.8%

B Scanpy (4 threads)
Mean speedup: 73.7%

Fold Time (s) Peak mem (GB) Concordance
208k cells before after before after 208k cells

27× 15.2 → 0.56 19 → 18 1.000

14× 12.1 → 0.86 20 → 23 1.000

11× 7.7 → 0.68 24 → 29 1.000

40× 174 → 4.3 29 → 36 1.000

3.0× 53.3 → 17.9 29 → 42 1.000

3.9× 340 → 86.0 29 → 51 0.997

22× 468 → 21.3 41 → 51 1.000

7.4× * 247 → 33.4 43 → 16 1.000

Fold Time (s) Peak mem (GB) Concordance
208k cells before after before after 208k cells

7.8× 2.2 → 0.28 9.0 → 9.3 1.000

12× 2.4 → 0.20 8.9 → 7.6 1.000

5.6× 1.9 → 0.34 8.6 → 7.6 1.000

25× 65.3 → 2.6 14 → 7.7 1.000

1.6× 8.4 → 5.1 8.7 → 7.8 1.000

1.3× 115 → 86.6 8.7 → 9.1 0.997

35× 244 → 7.0 7.3 → 8.3 1.000

Windows 11  ·  AMD Ryzen 9 7950X (16-core)  ·  128 GB DDR5  ·  4 threads Dataset size
68 k cells
208 k cells
486 k cells
110 k cells (mouse, held-out)


