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Figure S1. Workflow for GroEL (left) and Hsp60 (right)
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Figure S2. Eigenvalues of the first 50 eigenvectors relative to the PCA from 300ns MD of GroEL 
subunit.

Figure S3.  Representative residue root mean square fluctuations from 300 ns MD of GroEL. 
GroEL domains are highlighted by different colors, i.e. equatorial (blue), intermediate (green) and 
apical (red) domains, respectively. The two flexible linkers are also shown in black.



Figure S4. Water molecules inside the single ring (heptamer) cavity of GroEL A structure.

Figure S5. SAXS experimental profiles of 3 gL−1 Hsp60 (open circle), compared with the curves 
obtained by QUAFIT considering only tetradecamers in solution (reduced χ2=1.81).  



Figure S6. SAXS experimental profiles of 3 gL−1 GroEL (open circle), compared with the curves 
obtained by QUAFIT considering the monomer as a single RD (reduced χ2=2.31).  


