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Following publication of the original article [1], the authors received valuable feedback 
from readers in the field regarding our paper that was published in a special issue of 
BMC Bioinformatics in 2020 (BMC Bioinformatics, 21(S21):534, 2020), we discovered 
some visualization errors and typos in two Figures (Figs.  17 and 18) in the published 
manuscript. The Fourier Shell Correlation (FSC) values in Figs. 17b and 18b in the pub-
lished paper were plotted in the incorrect order by mistake. The error only occurred in 
visualizing the data, while the original raw data are still the same as before. Therefore, 
we replot the data to create a new version of Figs. 17 and 18 and fix some typos (e.g., the 
title of the x-axis of Figs. 17b and 18b) according to the feedback. Figures 17 and 18 are 
given below.
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(a) (b)

(c) (d)

Approach No. of 
Micrograph

Picked 
Particles Selected Particles FSC @ 

.143 (Å)
AutoCryo3D

Map 82 1,146 1,089 Fully 
Automated 2.19

RELION 3.1 82 1195 1,151 Semi-
Automated 2.22

EMAN 2.31 82 1,804 902 Manually 4.38

(e) (f)

Fig. 17  Top and side-view molecular structural analysis using the KLH dataset. a Particles picking from a KLH 
micrograph using DeepCryoPicker [10]. b Fourier shell correlation plots for the final 3D reconstruction. The 
red curve is based on using the RELION 3.1 [8], the blue is based on using Auto3DCryoMap, and the green 
one is based on using EMAN 2.31 [7]. The average resolution of our 3D density map reconstruction using 
Auto3DcryoMap is ~ 2.19 Å, whereas that one generated from RELION 3.1 is ~ 2.215 Å and EMAN2 2.31 is 
~ 4.378 Å. c Summary of particle selection and structural analysis. d The preprocessed versions of the original 
top and side and top-view particles that are used to generate the 3D density map structure. e, f Top and side 
views of the KLH 3D density reconstruction obtained with Auto3DCryoMap respectively
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(a) (b)

(c) (f)

Approach No. of 
Micrograph

Picked 
Particles Selected Particles FSC @ 

.143 (Å)
AutoCryo3D

Map 279 32,818 24,024 Fully 
Automated 2.40

RELION 3.1 279 33,660 24,640 Semi-
Automated 2.75

EMAN 2.31 279 28,152 20,502 Manually 3.51

(d)

Fig. 18  Top-view molecular structural analysis using the Apoferritin dataset. a Particles picking from 
the Apoferritin micrograph using DeepCryoPicker [10]. b Fourier shell correlation plots for the final 
3D reconstruction. The red curve is based on using the RELION 3.1 [8], the blue is based on using 
Auto3DCryoMap, and the green one is based on using EMAN 2.31 [7]. The average resolution of our 3D 
density map reconstruction using Auto3DcryoMap is ~ 2.4 Å, whereas that one generated from RELION 
is ~ 2.75 Å and EMAN 2.31 is ~ 3.51 Å. c Summary of particle selection and structural analysis. d The 
preprocessed versions of the top-view particles that are used to generate the 3D density map structure. e 3D 
density map reconstruction of Apoferritin top-view protein that is obtained by the Auto3DCryoMap
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