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Abstract
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Abstract:

This study aimed to elucidate the relationship of miRNAs and immune response mediated
by PRR-signaling pathway in the giant freshwater prawn, Macrobrachium rosenbergii. To identify
the immune-related miRNA, we conducted a miRNAs analysis on the hepatopancreas of M.
rosenbergii injected with NaCl (C), LPS, and poly IC (IC). In total 19,157,854, 13,916,666, and
32,346,034 clean reads representing 509,371, 451,521, and 888,863 unique sequences of 18-
32 nt length were obtained from the C, LPS and IC libraries, respectively. After comparing the
miRNA sequences with the miRBase database, 1,723, 1,580, and 1,933 known mature miRNAs
were identified from the C, LPS and IC libraries, respectively. Differential expression analysis
revealed that 173 miRNAs were up-regulated significantly and 234 miRNAs were down-regulated
significantly upon LPS, and 450 miRNAs were up-regulated significantly and 314 miRNAs were
down-regulated significantly upon poly IC. Then, four differentially expressed miRNAs upon LPS
and poly IC were selected for validation by stem-loop qPCR. The expression trend of most the
miRNAs from stem-loop qPCR were consistent with the high-throughput sequencing data.
Interestingly, several differentially expressed miRNAs were reported to be involved in innate
immune response. Identification of the target genes of these miRNAs will provide better

understanding in the relationship of miRNAs and immune response in prawn.
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