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Figure S1 Dependence between CA-atom positions root mean square difference (rmsd) and 

sequence identity for the hen egg-white lysozyme crystal structure identification benchmark set target 

structures (PDB id codes 2hub, 4rln, and 4gce) and corresponding search models. Sequence 

identities and rmsd values were calculated using CLUSTALW2 (Larkin et al., 2007) and GESAMT 

(Krissinel, 2012) respectively with default parameters. A cumulative histogram of the benchmark set 

search models to corresponding targets is shown in grey (in arbitrary units). 



 

 

 

 
Figure S2 Comparison of sequence identification benchmark results for 909 cryo-EM models of 

ribosomal proteins and corresponding proteomes for a Neural Network (NN) residue type classifier 

presented in this work and corresponding Support-Vector Machine (SVM) classifier implemented in 

ARP/wARP 8.0 (Chojnowski et al., 2019). The two methods were compared for a) refined deposited 

coordinates and b) models built de novo. The continuous curves are logistic-regression estimates of a 

probability that an identified sequence will have at least 80% sequence identity to the target sequence. 
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