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A figure in the article by Baba et al. [(2021), J. Synchrotron Rad. 28, 1284–1295]

is corrected.

The x-axis ranges (0–120) shown in Fig. 2 on p. 1290 of the

article by Baba et al. (2021) are incorrect. The correct figure

with the x-axes in the range 0–200 is published here.
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Figure 2
Correlation between the number of data merged for each dose and CCmap

for (a) � = 1.4 Å, (b) � = 1.7 Å. Mean values of the correlation coefficient
(CCmap) derived from the phase determinations for ten randomly selected
merged sub-datasets were plotted against the number of sub-datasets.
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