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Supplemental Table 1: metrics summary  (Related to Supplementary Figure 1)
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Sham 1,173 361,220 968 423,712,047 97.80% 64.00% 66.40% 2.00% 1.30% 1.60% 51.40% 97.10% 89.60% 97.00% 3.70% 13,117 3,680
BDL 1,186 340,465 3,303 403,792,392 97.40% 71.00% 73.70% 7.10% 2.80% 2.70% 85.00% 96.90% 82.30% 96.80% 44.40% 17,538 12,542


