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Figure S1. Data processing wdfkﬂow. Processing of proteoliposomal RyR1 was performed in
cryoSPARC with 3d classification in Relion. Related to STAR Methods.
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Figure S2. GSFSCs and viewing angle distributions. A. GSFSC curves of proteoliposomal RyR1
in the primed (left) and open (right) states. B. Viewing angle distributions of proteoliposomal RyR1.

Related to STAR Methods.



