Sweep dimension Variant Disagreements % stable

Normalisation loglp (default) 0/23 100%
Pearson residuals 0/23 100%
Mt-fraction threshold 0% 0/23 100%
25% 0/23 100%
45% 0/23 100%
Bin count N = 30 0/23 100%
N = 50 (default) 0/23 100%
N = 100 0/23 100%
N =150 0/23 100%

0/23 candidate-headline genes change sign across any sweep dimension — well within the pre-declared =2-disagreers threshold.



