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Figure 1 (Color online)Antiviral mechanism of the Gabija bacterial defense system 11 (a) The B. cereus VD045 Gabija gene cassette contains two
genes, GajA(1737 bp) and GajB(1500 bp), with a 14-bp overlap. (b) Growth curves of Gabija-expressing (solid) and control (empty) cultures with and

without infection by phages T7 and T4 at MOIs of 0, 0.05, or 5. (c) ATP hydrolysis activity assay to compare the activation of GajB by intact T7
genomic DNA or T7 genomic DNA nicked by GajA. (d) ATP hydrolysis by GajB in the presence of various DNA. (¢) Model for the Gabija antiviral

defense mechanism
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