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1. Introduction
The ridgetail white prawn, Exopalaemon carinicauda, one of the important

commercial shrimp species naturally distributed in the coasts of the Yellow Sea and the
Bohai Sea, China.

In recent years, an epidemic disease called "Zombie Disease" by local farmers has
appeared in the E. carinicauda breeding area of Jiangsu Province, and the pathogen
was found to be Metschnikowia bicuspidata after isolation and identification. However,
the organismal response mechanism of E. carinicauda after infection has not been
reported.
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/ \ Tab. 1 Quality control of the RNA-seq data obtained from different samples.
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Step 1 Sample Raw Reads Clean Reads Clean Bases Q30(%) GC Content (%)
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T c-2 69762456 69449584 10367317033 93.63% 43.91%
c3 72742586 72387824 10804261763 93.90% 43.42%
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