














 
 
 

Figure  5. Evolved CasTA functions in multiple bacterial species.  (A) Multiple 

sequence alignment of AsiA homologs from different phage genomes at residue 

positions 50-61. Highlighted red residues indicate positions that are mutated in AsiA-

m2.1. (B) CRISPRi in S. enterica and K. oxytoca using CasTA2.1. (C) CRISPRa in S. 

enterica and K. oxytoca using CasTA1.0 (dCas9-AsiA_wt), CasTA2.1 (dCas9-

AsiA_m2.1) or ancestral strain with basal promoter expression (none). All data are 3-4 

biological replicates with +/- SEM. * StudentÕs t-test, p<0.0001 NS non-significant. 

  

 

 

.CC-BY-NC-ND 4.0 International licenseavailable under a
was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprint (whichthis version posted May 5, 2020. ; https://doi.org/10.1101/2020.01.03.882431doi: bioRxiv preprint 


