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Extended Data Fig. 8 | Characterization of partially bound samples of 
sr312. a. Range of partially bound XY oligomeric states of sr312 that would be 
expected to be populated in a non-cooperative scheme of peptide-binding,  
or that are transiently populated in the KNF model. X-state chains (pink) and 
Y-state chains (blue) are indicated for each modeled oligomer, with the number 

of chains and their states labeled. b. nsEM micrograph (top) and most 
populated 2d class averages (bottom) for the 50% liganded sample of sr312 
shown in Fig. 4e c. nsEM micrograph (top) and most populated 2d class 
averages (bottom) for a partially liganded species isolated via SEC from the 
~10% liganded sample of sr312 shown in Extended Data Fig. 7J.
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Extended Data Fig. 9 | Characterization of inducible homodimer systems. 
a. NanoBit luciferase measurements from 11 soluble designs at 5 nm of each 
tagged-luciferase construct shown in the absence (pink) and presence (blue)  
of 5 μM cognate peptide. Bars and error-bars represent average and standard 
deviation of three measurements b. Luminescence readings for each inducible 
dimer design derived from an equimolar mixture of NanoBit luciferase parts 
tagged to the design, where each component is held constant at 10 nM, while 
the peptide is titrated in two-fold steps down from a maximum concentration 
of 10 μM. Tested designs include IHA10 (black), IHA8 (red) and a lg and smBit 
tagged hinge construct, js007, (gray) that does not assemble into oligomers  
as a control for off-target luciferase activity. Bars and error-bars represent 

average and standard deviation of three measurements. c. SEC on IHA10 at 1 μM 
in the presence and absence of 10 μM peptide. d. Interfacial sites (green 
spheres) that were mutated to alanine in IHA10. The LHD regions of the two 
opposing chains are shown in different pink shades. e. SEC comparison of 
IHA10 (dashed pink) and the alanine mutant IHA10_F311A (solid pink) at 2 μM.  
f. SEC on 1 μM IHA10_F311A in the presence (blue) and absence (pink) of 20 μM 
peptide. The additional peak in the blue trace corresponds to free, unbound 
peptide. g. Two interface-adjacent sites in IHA10 that were chosen for FRET 
labelling are shown as green spheres, with Y-state chains (blue) and peptide 
(red) displayed. 8 C and 323 C were labeled with AlexaFluor 555 and AlexaFluor 
647 respectively.



Extended Data Table 1 | Cryo-EM data collection, refinement and validation

Columns represent statistics for different solved Cryo-EM structures.










