Highly abundant proteins favor more stable 3D structures in yeast
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Figure S1. (A) Relationship between length and abundance of regions in Yeast that
have been verified and assigned a domain type. Domain assignments are derived
from (1) and abundance from (2). (B, C) Low abundant genes tend to be longer
because they have more distinct folding units. Indicated are the values of the
Spearman rank correlation.
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