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Figure S3 As in Figure 3, we see logarithmic growth among pathways from the R 9
network and the E. coli metabolic network. In this figure, each curve represents the
pathway length or number of reactions (y-axis) from progressively growing starting
compounds (x-axis) to a given target compound. The red lines show the number of
reactions in each MBP with a different input metabolite size, and the blue lines show the
number of reactions predicted by equation (1) from the text. The black lines show the
average number of reactions to reach the target from the nearest starting compound —

similar to method used in Figure 3. (A) C,/a; output. (B) C,/a, output. (C) Cs/as output.



