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Naturally inactive MmuCas12m TnpB, Ancestor of CRISPR-Cas12

 TnpB is encoded by the IS200/IS605 transposon superfamily

« MmuCas12m consists of 596 amino acid residues
and is an RNA-guided DNA endonuclease.

and has unique RuvC triad (His-Asp-Asp) CryoEM micrograph

« MmuCas12m cannot cleave dsDNA but still protect « CRISPR-Cas12 enzymes are thought to have evolved from

against MGEs through transcriptional silencing TnpB.
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« The ribosome alone can be resolved at 5 A resolution, but no density has been obtained for
the associated membrane proteins.

« We are currently performing cryo-single-molecule imaging using fluorescently labeled
NbALFA for cryo-nanoCLEM.
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