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TRANSCRIPTOMIC PROFILES OF LATEOLABRAX JAPONICUS
LIVER INJURED BY PENTACHLOROPHENOL STRESS

ZHENG Dan"? JIAO Hai-Feng®, YAN Xiao-Jun', ZHANG Le’, RUAN Song-Lin®

(1. School of Marine Science, Ningbo University, Ningbo 315211, China;
2. Ningbo Academy of Oceanology and Fishery, Ningbo 315103, China;
3. Hangzhou Academy of Agricultural Sciences, Hangzhou 310021, China)

Abstract To analyze the toxic mechanism of Lateolabrax japonicus liver injury after exposure to different
concentrations of pentachlorophenol (0, 0.1, 1.0, 10.0, and 100pug/L), we conducted the transcriptome sequencing and

TM2000 A total of 247914284 clean reads and 53716 genes were determined by software Trinity.

analysis by Illumina HiSeq
By comparing the four stress groups with the control, the number of common differentially expressed genes was 135, and
the number of specific differentially expressed genes was from 127 to 819. These unigenes were partially matched with
known proteins in the National Center for Biotechnology Information (NCBI) database, as determined by BLAST search,
with 21459, 26464, 18896, 12403, 17262, and 19159 unigenes assigned to Swiss-Prot, Nr database, Pfam database, KEGG,
KOG and Gene Ontology (GO), respectively. The KEGG pathway analysis indicated that differentially expressed genes
were enriched in 141 pathways of six categories. These differentially expressed genes were enriched in the signaling
pathways that associated with environmental information process and immune system, and as well as in the signal
endocrine system, cell communication, transport and catabolic processes. The result of KOG database prediction and
classification indicates that 16571 genes are enriched in the 25 categories. About these genes, the function of general
functional predictions and signal transduction mechanisms accounted for the largest proportion. The pathways involved in
post-translational modification, protein conversion, and molecular chaperone pathways also accounted for a large
proportion. Overall, the signal transduction system of L. japonicus was first responded after pentachlorophenol stress,
resulting in the body disorder.

Key words Lateolabrax japonicus; transcriptome; pentachlorophenol; differentially expressed genes



