
All protein-coding 
genes in human
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structural complexity

(excluding proteins with <3 alpha helix 
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or in silico predicted 

mitochondrial proteins
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NAD+/NADH binding proteins
(excluding protein complex)

n=165

No prior knowledge suggesting 
proteins involves in any function 
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Blind docking with three different 
molecular docking tools

Vina
Avg. Score
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Blind docking with three different 
molecular docking tools
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n=9

Priotize on enzymes without
known function in metabolite transformation
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siSelO-2 targets UTR of SelO mRNA
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Extended Data  Fig. 4
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