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[ Abstract]) Bacteriophages are the most common and widely distributed group of viruses, present in all ecosystems.

Bacteriophages replicate in bacterial hosts through either a lytic or lysogenic cycle. Due to the increasing severity of
antibiotic-resistant bacteria, particularly the emergence of "superbugs" ,research on bacteriophage-based therapies has been
highly valued. However,the molecular mechanisms of bacteriophage-bacteria interactions are still unclear. Recent studies
have shown that sSRNAs play a key role in the interaction between bacteriophages and bacteria. This article provides a

systematic review of the regulatory function of sSRNAs in the interaction between bacteriophages and bacteria, which can

serve as a reference for further research on the mechanism of bacteriophage-bacteria interactions.
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