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S21 Table eQTLs and matched control variants census in the data set used. The eQTLs and
control variants from [I] were projected onto templates of ~2.5 million variants (~9 million variants for
analyses involving brain eQTLs) with known pairwise LD.

eQTL Control

Tissue 2m (9m/Brain™) 2m (9m)
Adipose 1193 (8334/564) 11389 (29385)
Epidermal 4130 (8002/579) 11831 (30072)
LCL 4441 (8623/480) 10172 (26604)
Whole blood 2406 (4898/336) 9341 (20385)
All 13624 (26866/1399) 20194 (101990)
Brain™" (8992) -

*  GTEx [2] eQTLs

**  GTEx [2] and CommonMind [3] consensus set
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