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Figure S1:

Electron density map. The refined model was used to calculate a 2mFoDfc map

using Phenix (/). The map was displayed around all atoms in two neighboring subunits and a
region corresponding to the peptide in groove interaction and orientation similar to Figure 4D of
the main text is shown. blue, green, orange, and red. This figure was prepared with Pymol (2, 3).
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A structure-based alignment between Hspl6.5 and Hsp27. Secondary structure

elements are indicated above the alignment: arrows are strands, coils are alpha helices, and T
denotes turns. Amino acids are shown in standard one-letter abbreviations. White on red
background denotes identity. Red on white background denotes similarity. This figure was
prepared with ESPript (4, 5).



Figure S3: A ribbon diagram colored by B-factor of Ca atoms. Lowest B-factors are dark blue,
followed by light blue, green, orange, and red. This figure was prepared with Pymol (2, 3).
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