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 Supplemental Figure 1: C3 construct sequence analysis 

 
 
Supplemental Figure 1: C3 construct sequence analysis. Sequence analysis of the RyR1 C3 
construct (2733-2940) through several species indicates that this is a highly conserved region 
showing ≥ 82% sequence homology through all seven species with 96% homology between 
rabbit and human RyR1. Red indicates known phosphorylation site Ser 2843.  
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Supplemental Figure 2: Docking of the RyR domain into the cryo-EM maps of RyR  

 
Supplemental Figure 2: Docking of the RyR domain into the cryo-EM maps of RyR. Top 
ten docking solutions using cryo-EM maps of RyR in the open state (EMDB-1607) and the 
closed-state (EMDB-1606) are indicated by the RyR domain in various colours. The docked 
structures are shown from the top view (top panel), the side view (middle panel) and the close-
up view (bottom panel). Low fitting contrast of these solutions are shown by plotting 
normalized correlation coefficients for the top ~40 docking solutions. 
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Supplemental Figure 3: C3 construct sequence analysis between RyR1 and RyR2 

 
Supplemental Figure 3: C3 construct sequence analysis between RyR1 and RyR2. Amino 
acid sequence comparison between the RyR domain of RyR1 and the equivalent domain in 
RyR2 (2699-2907) showed 64% sequence homology between the two paralogs. 
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Supplemental Table 1.   Diffraction data collection, processing and model refinement 
statistics 

 Data collection and processing  

Resolution 50-2.16 Å  

Rmerge
a 10.3% (84.6%)b 

#Unique reflections 12353 

Completeness 100% (100%) 

Mean redundancy 9.2 (8.5) 

<I>/<σ> 19.7 (2.0) 

Refinement  

# Protein atoms 1407 

# Solvent atoms 118 

Rcryst
c 21.3% 

Rfree
d 26.5% 

Estimated coordinate errore 0.3 Å 

Deviations from ideal stereochemistry 

RMSD bonds 0.010 Å 

RMSD angles 1.03º 

Ramachandran plot analysish  

Core region 98.4% 

Allowed region 1.6% 

Generously allowed region 0 

Disallowed region 0 
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        Supplemental Table 2: CaMKIIβ peptides found in each mass spectrometry run for    

RyR1 C1-C3 constructs.   
 

 
 
 
Supplemental Table 2: CaMKIIβ peptides found in each mass spectrometry run for RyR1 
C1-C3 constructs.  The constructs were immobilised on His-link beads and incubated with 
mouse skeletal muscle lysate to allow the formation of protein interaction complexes between 
the RyR1 constructs and in vivo binding partners. Control spectra were obtained from beads 
only incubated with skeletal muscle lysate. All experiments were run in triplicate (n.d – none 
determined). Shown are charges (z), log e scores and parent ion mass for each identified 
peptide. 

 5




