Dataset S1. COPILOT summary files of col0 toy data, col0 full data, and PBMC data,
related to Step “Run COPILOT for quality filtering”
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col0 Analysis

Processed by COPILOT
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col0 Analysis
Processed by COPILOT
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Dataset S2. CellRanger v6.1.2 summary files of col0 toy data,
data, related to Step “Run COPILOT for quality filtering”
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