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n = 23,324 genes
Spearman rho = 0.450
direction agreement = 68.3%

A Induction -> patient replication
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PRJNA772047 camera: 291 / 1526 pathways
Formal inference: PRJNA772047 only (3 DMD / 2 Normal)

B Patient-muscle replication
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C Correction depends on genotype
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D Organoid heterogeneity

Measured DMD evidence and experimental boundaries
Engineered induction -> patient muscle -> CRISPR correction -> organoid stress test

MEASURED EVIDENCE    DMD induction    |    patient replication    |    3 correction backgrounds    |    organoid heterogeneity
INFERENCE    descriptive axis    |    sample competition    |    genotype-specific reversal    |    shared-WT stress test


