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Supplementary Figure 1: Illustration of the effect of perfect global 

and local filters on the Filter-Sum xFSC. The noise within a map is 

progressively reduced and the resulting xFSC with the original noisy 

volume shown in each case. The half-set FSC and Cref are also shown to 

highlight the relationship between Cref and the xFSC for a volume 

within which noise has been effectively suppressed. 

 

  



 

 

 

Supplementary Figure 2: LAFTER application to a synthetic proteasome 

map recovers features to expected resolution and FSC limits. To 

demonstrate that the type of synthetic density is unimportant, 

figures 2 and 3 are recapitulated with a synthetic proteasome. LAFTER 

output for synthetic input truncated at 20 voxels (A), 10 voxels (B) 

and 5 voxels (C) and with FSCs of 0.333 (D), 0.144 (E) and 0.072 (F). 

In each case the noisy volume and the filtered density are shown as 

transparent “solids” as the signal in the half volumes is weak. The 

half-set FSC, Cref and xFSCs between the filtered, true and summed 

densities in each case are shown adjacent as described in the key. 

 

  



 

 

 

Supplementary Figure 3: LAFTER suppresses noise more effectively than 

other available local filters. The output of the RELION (B) and 

BLOCFILT (C) local filters for the FSC 0.144 and 0.333 synthetic 

densities is compared to that of LAFTER (A). 

 

  



 

 

 

Supplementary Figure 4: Model-agreement is retained after LAFTER 

filtering. xFSC curves calculated between the indicated filtered 

density and the theoretical protein density of PDB-5MBV for LAFTER 

(A), RELION (B) and BLOCFILT (C). The filtered-volume to PDB-volume 

xFSC is shown in red in each case, while the xFSC with the unfiltered 

density is shown in blue for comparison. 
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