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Background

/. Scavenger Receptors (SRs) are crucial Pattern Recognition Receptors (PRRs) in innate immunity, responsible for recognizing diverse pathogenh
and damage-associated molecules and modulating immune responses.

® The intensively farmed grouper, Epinephelus coioides, faces major threats from Vibrio harveyi infection and acute low-salinity stress.

® Both stressors can compromise immune competence, yet the underlying molecular mechanisms, particularly the role of SRs, remain poorly defined.

\. Systematic research on the SR family in E. coioides is lacking, and its response patterns to bacterial challenge and osmotic stress are poorly
characterized.
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Conclusion

° We identified 13 SRs in E. coioides and found key members respond to both infection and low-salinity stress, indicating their role in dual stress
responses.

This study provides a foundational resource for understanding fish immune adaptation and informs strategies for enhancing disease resistance in
aquaculture.




