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Abstract: In order to investigate the disease resistance and metabolic regulatory network of Micropterus salmoides to M. sal-
moides rhabdovirus (MSRV), uncover the immunomolecular mechanism of its disease resistance, and provide genetic data refe-
rences for subsequent molecular biology investigation of M. salmoides, we used the Illumina NovaSeq 6 000 sequencing platform
to analyze the transcriptome sequencing of liver tissues from susceptible group, disease-resistant group and control group of M.
salmoides infected with MSRV. Functional annotation of obtained genes reveals that the annotated differentially expressed genes

were mainly associated with functions such as cellular process, cell, binding and catalytic activity, etc. The KEGG pathway en-
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richment analysis indicates that the differentially expressed genes with high expression levels in M. salmoides liver tissue with

MSRYV infection were enriched in metabolic pathways, including drug metabolism-cytochrome P450, metabolism of xenobiotics

by cytochrome P450, proteasome, ascorbate and aldarate metabolism, fatty acid degradation, as well as other metabolic pro-

cesses. Further screening of immune-related genes for pathway analysis shows that the main pathways associated with the im-

mune response against MSRV were NOD-like receptor signaling pathway, C-type lectireceptor signaling pathway, cytosolic

DNA-sensing pathway, Toll-like receptor signaling pathway, RIG-I-like receptor signaling pathway, etc. Finally, we verified the

consistency of the differential gene trends with the results of transcriptome sequencing analysis by qRT-PCR, demonstrating the

reliability of the transcriptome data. The differential genes and regulatory pathways identified in this study will provide a theore-

tical basis for research on the molecular mechanism of M. salmoides immunity against MSRV as well as disease prevention and

control.

Keywords: Micropterus salmoides; M. salmoides rhabdovirus; Liver; Transcriptome sequencing; Differentially expressed genes
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F: ACAGCGTGAGCAGCCAGGAG
txnipa
R: TTGGTCCAGGCGGCAGTCTC
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Table 2 Summary of sequencing data
e Clan e et GC Coment Q20 asone
CL1 23 397 649 6999 847 928 48.72 98.38 95.29
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SL1 20 875 161 6245 826 768 48.27 98.44 95.42
SL2 23111479 6915706 788 48.33 98.41 95.34
SL3 20557 039 6151 902 784 48.18 98.34 95.13

. CL.XFBRZH; RL.HUR4; SL. 5%,

Note: CL. Control group; RL. Disease-resistant group; SL. Susceptible group.
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Fig. 1 Statistical chart of DEGs for each group

Note: CL. Control group; RL. Disease-resistant group;
SL. Susceptible group.
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