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Regulation of GAPDH secretion in Edwardsiella tarda
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Abstract: [Objective] As one of the key enzymes of the glycolysis in E. tarda, GAPDH was
previously identified to be a broad-spectrum antigen and could be used as the target of bacterial
vaccine design in aguaculture. We explore the mechanism of secretion of GAPDH in E. tarda.
[Methods] Secretion of GAPDH in E. tarda EIB202 and mutants of several secretory pathways were
analyzed by Western blot and ELISA. The levels of GAPDH in the supernatants of mutant library
were analyzed through high-throughput screening. Quantitative real-time PCR was used to compare
the mRNA expressions of mutants obtained from screening. [Results] Secretion of GAPDH in E.
tarda is associated with classical secretion systems. Through high-throughput screening, two mutants
AesrA and desrC were found to have higher levels of GAPDH in the supernatants. Lacking of these
two genes lead to significant up-regulation of secretion of GAPDH. [Conclusion] EsrA and EsrC
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both played a negative regulation role in GAPDH secretion.
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Note: RNA polymerase and GAPDH in the supernatants of different mutants were analysed by Western blot (A) and ELISA (B) respectively.

F1 REBRXEREFSEK

Tablel Strainsscreened from the mutant library

o O

Gene No. Gene name Description of gene Up (1) or Down (|)-regulation of secretion
ETAE_0861 esrC Transcriptional regulator EsrC 1
ETAE_2804 pilw Type IV pilus biogenesis/stability protein 1
ETAE_0986 NULL Major facilitator superfamily transporter 1
ETAE_2152 fliP Flagellar biosynthesis pathway protein FliP 1
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