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Abstract

High temperature requirement protein A2 (HtrA2) is an apoptosis-activating protein to enhance apoptosis
process via its inhibitor of apoptosis protein (IAP)-binding motif with apoptosis dependent caspase activation. In this
study, a full-length ¢cDNA of HtrA2 named FmHtrA2 was cloned and characterized from the banana shrimp,
Fenneropenaeus merguiensis by means of reverse transcription-polymerase chain reaction (RT-PCR) and rapid
amplification of cDNA ends (RACE) method. It was consisted of 1,919 bp including an open reading frame (ORF)
of 1338 bp encoding 445 amino acids with a 5' untranslated region (UTR) of 43 bp and 3' UTR of 538 bp. The
predicted molecular mass of FmHtrA2 was 47.87 kDa with the theoretical isoelectric point of 9.35. FmHtrA2
contains five different domains, namely, a mitochondrial targeting signal (MTS), a transmembrane (TM) domain, an
IAP-binding motif (IBM), a serine protease domain, and a PDZ domain. The BLAST analysis revealed that the
amino acid sequence of FmHtrA2 was highly homologous (95% identity) to the high temperature requirement
protein A2 of Penaeus monodon (PmHtrA2). By RT-PCR analysis, the expression of FmHtrA2 was mainly found in
the hepatopancreas and muscle but less in other tissues. These results suggested that FmHtrA2 might function in the

apoptosis regulation in shrimps.
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