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Fig.7 The staining results of hemocytes after V. alginolyticus challenge
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THE TRANSCRIPTOMIC ANALYSIS OF IN VITRO HEMOCYTES OF BLOOD CLAM
(TEGILLARCA GRANOSA) CHALLENGED WITH VIBRIO ALGINOLYTICUS

ZHONG Ai-Hua, WANG Ying-Bin, BI Lan-Fang, XU Hao-Lei
(College of Fishery, Zhejiang Ocean University, Zhoushan 316022, China)

Abstract Blood clam (Tegillarca granosa) is a traditional cultured shellfish in China. The mortality caused by
bacterial diseases has become an important issue restricting the development of clam breeding industry. Hemocytes are the
executor of immune defense, and they can directly swallow foreign bodies and wrap them up by encapsulation. Hemocytes
also play a role in inflammatory reaction and wound repair. In this paper, RNA sequencing was used to study the dynamic
changes of transcriptome of in vitro hemocytes stimulated by Vibrio alginolyticus in 3 h and 6 h. Compared with
unstimulated hemocytes, the expression of 1 790 genes were significantly changed at 3 h, including 1 319 up-regulated
genes and 471 down-regulated genes. In 6 h, the expression of 3 183 genes changed significantly, including 2 629
up-regulated genes and 554 down regulated genes. KEGG pathway enrichment analysis found that many immune-related
signal pathways or biological processes changed significantly after V. alginolyticus stimulation, such as phagosome,
apoptosis, proteasome, endoplasmic reticulum processing, local adhesion and other pathways. The expression abundance of
some immune-related genes did not change significantly in 3 h, but changed significantly in 6 h, and the expression
abundance of some immune-related genes changed significantly in 3 h and 6 h. This study provided a new insight into the
early immune response of the hemocytes of blood clam and a theoretical basis for the study of disease resistance
mechanism of blood clam.

Key words Tegillarca granosa; Vibrio alginolyticus; hemocytes; transcriptome



