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IDENTIFICATION AND CHARACTERISTIC EXPRESSION ANALYSIS OF
miR-8245a-5p TARGET GENE RELATED TO AMMONIA NITROGEN
STRESS IN SINONOVACULA CONSTRICTA

CHEN Kai-Feng', DONG Ying-Hui', YAO Han-Han', LIN Zhi-Hua', SUN Chang-Sen’

(1. Key Laboratory of Aquatic Germplasm Resource of Zhejiang Province, Zhejiang Wanli University, Ningbo 315100, China; 2. Ninghai
Institute of Marine Biology Seed Industry, Zhejiang Wanli University, Ningbo 315604, China)

Abstract To identify the miRNA target genes and their expression characteristics of Sinonovacula constricta under
ammonia nitrogen stress, miR-8245a-5p with significant expression difference in hepatopancreas, was studied in detail.
The Result of qRT-PCR (Quantitative Reverse Transcription-Polymerase Chain Reaction) in target gene verification
showed that GOT gene expression changed most significantly (P<0.01), indicating that GOT gene was the target gene of
mir-8245a-5p. Bioinformatic analysis showed that the length of Sc-GOT gene was 1227bp, encoding 408 amino acids.
Multiple sequence alignment and phylogenetic analysis indicated S. constricta had higher homology to scallop and oyster,
but lower homology to other species on the GOT gene sequences. The results of qRT-PCR in different tissues presented that
expression level of Sc-GOT gene in hepatopancreas was very significantly higher than in other tissues (P<0.01). Under
140mg/L ammonia nitrogen stress, the expression level of GOT gene in hepatopancreas increased abruptly after 1h, and
then the upregulated level gradually decreased; and under 60mg/L ammonia nitrogen stress, the upregulated level reached
peak value after 12h. Under different ammonia nitrogen levels, the GOT enzyme activity in hepatopancreas presented early
increase and later decrease trend, but higher ammonia nitrogen level prompted a faster response. These results provide a
theoretical basis for further study on the regulation mechanism of miR-8245a-5p and GOT gene.

Key words Sinonovacula constricta;, miRNA; glutamic oxaloacetic transaminase (GOT); ammonia nitrogen
stress



