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Fig.1 The rarefaction curve (a), the rank abundance curves (b) and the species accumulation boxplots (c¢) of PDD-infected silver
pomfret and healthy silver pomfret at midgut and hindgut microbial communities at 24 h and 72 h
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EFFECTS OF PHOTOBACTERIUM DAMSELAE INFECTION ON GUT
MICROBES IN SILVER POMFRET PAMPUS ARGENTEUS

WANG Fei-Yang"?, CHEN Su-Yang?, XIE Jia-Song’, JIANG Jian-Hu', GUO Jian-Lin', ZHANG Hai-Qi'
(1. Zhejiang Institute of Freshwater Fisheries, Huzhou 313001, China; 2. School of Marine Sciences, Ningbo University, Ningbo 315211,
China)

Abstract The intestinal microbiota of fish plays a vital role in the host. Photobacterium damselae subsp. damselae (PDD) is a
common pathogenic microbe in cultured silver pomfret (Pampus argenteus), often cause massive mortality. However, the impact of PDD
infection on the intestinal microbiota of P. argenteus during the development of PDD disease is unclear. In this study, P. argenteus was
infected with PDD by intramuscular injection, and the midgut and hindgut of healthy and diseased P. argenteus were collected at 24 h
and 72 h for 16S rRNA gene amplicon sequencing. The results showed that PDD proliferated and dominated in the intestinal tract of P.
argenteus after infection, reducing the relative abundance of other microbial groups, disrupting the normal balance of the intestinal
microbiota, and causing a disorder in the composition of the microbial community in the intestinal tract of P. argenteus.

Key words silver pomfret Pampus argenteus; intestinal microbiota; Photobacterium damselae; disease; balance of

community structure



