
Human 17.6 0.6% 57.4 1.9% 7.3 0.2% 82.4 2.7% 1,409 46%
Worm 4.2 4.2% 26.3 26% 4.1 4.1% 34.6 35% 33.5 33%
Fly 6.9 5.0% 22.9 16% 6.3 4.5% 36.1 26% 51.4 37%

Human 1,384 13% 6,438 62% 292 2.8% 8,114 78% 1,031 9.9%
Worm 107 4.7% 1,961 86% 156 6.8% 2,224 97% 21.0 0.9%
Fly 378 5.5% 4,917 71% 1236 18% 6,532 94% 84.3 1.2%

Human 0.97 7.7 0.96 11.1 0.95 4.0 0.96 9.8 0.43 0.16
Worm 0.96 11.6 0.98 33.3 0.94 17.6 0.97 28.8 0.72 0.38
Fly 0.99 8.0 0.99 31.5 0.98 29.0 0.99 26.5 0.94 0.25
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ED Fig. 2
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ED Fig. 3
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ED Fig. 4
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ED Fig. 5
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