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Tab.1 Models and sequences for constructing phylogenetic trees
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ANALYSIS OF THE STRUCTURE AND EXPRESSION OF IMMUNE-RELATED GENES
IN BLOODY CLAM TEGILLARCA GRANOSA BASED ON HAEMOCYTE
TRANSCRIPTOME SEQUENCING

ZHONG Ai-Hua, CHU Zhang-Jie, WANG Wei-Hong, MOU Yi
(School of Fishery, Zhejiang Ocean University, Zhoushan 316022, China)

Abstract The haemocytes of shellfish are directly involved in the phagocytosis and encapsulation of foreign materials.
They also play an important role in the process of wound repair and inflammatory response. They are the undertaker of
immune defense. RNA sequencing technology was used to study the transcriptome of haemocytes from bloody clam
Tegillarca granosa. By sequence assembly, the sequences of a-glucosidase (GAA), a-mannosidase (LAMAN),
arylsulfatase B (ASB), asparagine glucosaminase (AGA), integrin 3 subunit (ITB3), heat shock protein 9 (HSPA9) and
toll interaction protein (TOLLIP) were obtained. The encoded proteins were obtained by Orfinder. The physical and
chemical properties, secondary structure, conserved domain, and tertiary structure were analyzed. The results showed that
the secondary structures of the seven proteins contained a-helix, B-fold, and irregular curl. The ITB3 and TOLLIP
conserved domains of clam and human are similar. The homology of the tertiary structure and template from Swiss-Model
was more than 35% (except TOLLIP). After stimulation by Vibrio anguillarum, the expression of GAA, LAMAN, ASB,
AGA, and HSPA9 increased significantly, while the expression of ITB3 and Tollip did not change significantly. This study
complemented and improved the understanding of immune related genes, and provided important information for further
research on the disease resistance mechanism of 7. granosa.

Key words bloody clam Tegillarca granosa; haemocyte; RNA sequencing; immune-related gene



