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Figure 5 in the original publication of this article [1]
was incorrectly cut-off during the publication process.
The incorrect and correct version of Fig. 5 are shown in
this correction article. Furthermore, in figure 7 the anno-
tation bars above and below the heatmap were not prop-
erly represented, the correct version of figure 7 is shown
in this correction article. The original article has been
updated. The publisher apologizes for the inconvenience
caused to authors & readers.

The original article can be found online at https://doi.org/10.1186/s13073-
023-01237-9.
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Incorrect figure
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Correct figure
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Fig. 7
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