Comparative transcriptome analysis of mixed tissues of black

porgy (Acanthopagrus schlegelii ) with differing growth rates
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® Black porgy belongs to the order Perciformes, the family Sparidae, and the genus
Acanthopagrus. It is an essential marine aquaculture fish (Haomiao Zhu et al., 2014).
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We identified a total of 25 extremely
significant GO enrichment terms (FDR < 0.1),
focusing on material metabolism, enzyme
activity regulation, and hormone-mediated
signal pathway regulation.

We hoped to find candidate genes and regulatory pathways involved in the growth of
black porgy through the detection of differentially expressed genes of black porgy at
different growth rates, and ultimately to provide a theoretical reference for breeding
black porgy strains with excellent growth characteristics.
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DEGs were screened out. the differences in genes in individuals

According to the results of KEGG pathway

with different growth rates. analysis, we screened 39 significant related
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