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Links:
1 bescreen.charite.de
2 fgcz-shiny.uzh.ch/
3 flyrnai.org/tools/snp_crispr/web/
4 pypi.org/project/beditor/
5 rgenome.net/be-designer/
6 github.com/mhegde/base-editor-design-tool
7 skl.scau.edu.cn/targetdesign/
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Supplementary Figure 1:  Comparison of BEscreen’s features with alternative tools.
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