Supplementary Table 1. The most popular guide RNA design tools and their main features.
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CRISPR-Cas9 edits

AsCasl2a— Acidaminococcus spp. Cas2a; CjCas9— Campylobacter jejuni Cas9; eSpCas9 1.1 —enhanced
specificity Streptococcus pyogenes Cas9 1.1; iSpyMacCas9—increased Streptococcus pyogenes and
Streptococcus macacae Cas9; LbCas12a— Lachnospiraceae spp. Cas12a; NmeCas9 — Neisseria meningitidis
Cas9; SaCas9— Staphylococcus aureus Cas9; SaCas9-KKH— Staphylococcus aureus Cas9 KKH mutant;
ScCas9 — Streptococcus canis Cas9; SpCas9— Streptococcus pyogenes Cas9; SpCas9-HF1 — Streptococcus
pyogenes Cas9 High Fidelity 1; SpCas9n— Streptococcus pyogenes Cas9 nickase mutant; SpCas9-
VQR—Streptococcus pyogenes Cas9 VQR mutant; SpCas9-VRER — Streptococcus pyogenes Cas9 VRER
mutant; StCas9— Streptococcus thermophilus Cas9; TALEN —Transcription Activator-Like Effector
Nuclease; TdCas9 — Treponema denticola Cas9; xCas9 —expanded PAM SpCas9.
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