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CLONE AND ANALYSIS OF HEMOBLOBIN GENE (Tg-Hbl1A) AND IMMUNE
EXPRESSION RESEARCH IN TEGILLARCA GRANOSA

WANG Qing"?, LIN Zhi-Hua', BAO Yong-Bo', HUO Li-Hui"?, GU Hai-Long"?

(1. College of Biological & Environmental Sciences, Zhejiang Wanli University, Ningbo, 315100; 2. College of Fisheries and Life
Sciences, Shanghai Ocean University, Shanghai, 201306; 3. College of Life Sciences and Bioengineering,
Ningbo University, Ningbo, 315211)

Abstract The Tg-HbIIA ¢cDNA was cloned and then the bioinformatics, expression and immune defense analysis of
Tg-HbITA ¢cDNA were carried out. The full length of Tg-HbIIA cDNA was 73 1bp, which consists of an open reading frame
of 450bp encoding a polypeptide of 150 amino acids, a 5'-UTR of 63bp and a 3'-UTR of 246bp; the deduced amino acid
sequence of Tg-HbIIA shared 89% and 88% similarity with HbIIA from two species of the genus Scapharca respectively.
The structure prediction of Tg-HbIIA showed the hemoglobin domain and the ten potential heme binding sites. The mRNA
expression of Tg-HbIIA in haemocytes was detected highest in all the clam cells/tissues including haemocytes, adductor
muscle, foot, hepatopancreas, gill and mantle. The Quantitative Real-time PCR showed that the mRNA transcript level of
Tg-HbIIA, significantly up-regulated after Vibrio parahaemolyticus, Lipopolysaccharide and Peptidoglycan challenge
which indicated that Tg-HbIIA was involved in the immune defense responses against bacterial infection and exposure to
bacterial pathogenic factors. However, the temporal and level of expression were different in three challenge groups.

Key words Tegillarca granosa, Hemoglobin, mRNA expression,

Bacteria challenge, Immune response



