S6 Table. QTL and eQTL evidence for the 43 FADS variantsand their proxies using HaploReg.

<D Correlated gene* Cells Brain Skin Sun Serum
9 Artery Transformed Colon Colon Esophagus Heart Left Nerve Whole Cerebellar  Brain Esophagus Muscle Lymphoblastoid ~ Lymphoblastoid ~ Artery Heart Atria Exposed Lower lipids
Tissuest Aorta fibroblasts  Sigmoid Transverse Muscularis Ventricle  Tibial  Thyroid Blood Hemisphere Cerebellum  Mucosa  Skeletal Pancreas EUR exonlevel EUR genelevel Tibia Appendage Lung Leg Spleen Stomach QTL¥
rs174599 FADS2 9+ + + + + + + + + +
rs174599 FADSL 6 + + + + + + +
rs174599 TMEM258/C110
rf10 1 + +
ENSG000001348
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rs174601 TMEM258/C110
rf10 1 ++ +
ENSG000001348
rs174601 24.9 61595233
61634826
1 + +
ENSG000001348
rs174601 25.8 61556435
61560274
1 + +
ENSG000001494
rs174601 85.10_ 61595922
61596180
1 + +
rs174601 FTHL16/BEST1
1 + +
rs5792235  FADS2 14 + + + + + + + + + + + + +
rs5792235  FADSL 8 4 4 4 4 4 4 4 ¥
1s5792235 TMEM258/C110
rf10 3 + + +
ENSG000001348
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1 +
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rs11230827

0
rs76133863 0
rs11501631 0
rs74771917 INCENP 1 "
rs3168072  INCENP 1 N
rs182008711 0
rs73487492 0 N
rs116985542 0
174626285 0
rs174602 FADS2 1 N N
rs174602 FADSL 1 . .
1s174602 %EM 258/Cllo . . .
rs73491252 0
rs12577276 0

*Correlated gene column represents loci the variant in thersiD columnisan eQTL for. The underlined loci in red font represent trans eQLTs (the variant does not locate in the locus). T Tissues column indicates the number of tissues in which
thisvariant isan eQTL.¥Serum lipids QTL column "+" sign indicates that this variant is a known QTL for serum lipids.eQTL - expression quantitative trait locus, QTL - quantitative trait locus.



