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Figure 2. A simplified mathematical model of cholesterol biosynthesis. Black blocks represent metabolites (squares), enzyme reactions (circles)
and metabolite sources (triangles). Dark grey blocks represent enzymes (large squares), their biochemical control (triangles and small squares), and
enzyme production regarding gene expression (circles). White blocks represent gene expressions (squares) and their control (triangles). Light grey
blocks represent transcription factors (squares), their production regarding gene expression (circles), and their activation/inactivation (squares).
Gene names are listed in Table 1 in Supplement.






