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Figure S1 Representative cryo-EM images and resolution estimation. (A, B) TRiC CCT2-eGFP 

and TRiC CCT3-CBP in the closed state (in the presence of ATP-AlFx). (C, D) TRiC CCT4-

eGFP and TRiC CCT5-eGFP in the open NPP state. (E) Resolution estimation of the TRiC 

CCT2-eGFP (red curve), TRiC CCT3-CBP (blue curve), and TRiC CCT4-eGFP (green curve) 

maps according to the gold-standard FSC criterion of 0.143.  
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Table S1 Insertion location of eGFP tag in TRiC subunits, linker information, and cryo-EM 

3D reconstructions performed. 

              

* For CCT3, a CBP tag (containing Strep, CBP and 6xHis) was inserted instead of eGFP tag. 

** 3D reconstructions performed in the current study are shown in red, and in previous study in 

green28, through which we determined the locations of subunits CCT1, CCT6, and CCT7 in the 

map. 
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Table S2 Statistics of cryo-EM data collection, processing, and structure refinement. 

                

                     

 

 

 


