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Research progress on the nuclear regulation mechanism of pathogenic microorganisms
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In recent years,nuclear regulation has attracted much attention as a regulatory mechanism of host cell in-
fection by pathogenic microorganisms. The pathogen-secreted nucleomodulins interact with the relevant targets in the
host cell nucleus,and induce infection and pathogenesis by regulating specific life activities related to gene expression in
the nucleus. The process involves chromatin dynamic changes, histone modification, DNA methylation, mRNA cleavage,
cell cycle and signal transduction. In this review,in order to provide novel insights into the immune mechanism of patho-
genic microbial infection, we discussed the research progress in the regulation of host cell nucleus by pathogenic microor-
ganisms such as viruses,bacteria and parasites,and particularly investigated the mechanisms of regulating chromatin ac-
cessibility,changing the primary structure and methylation level of host DNA,and regulating the generation and cleavage

of host hnRNA.
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Note:a Regulation of histone modification level by adenovirus,
M. tuberculosis and C. trachomatis; b Regulation of host chromatin
remodeling protein recruitment by L. monocytogenes and T. gondii; c

Regulation of host cell cycle by Shigella and EPEC.
Fig. 1 Mechanisms abojieheut pathogenic microorganisms regulating
host chromatin accessibility (Created with Biorender. com)
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Note:a  Regulation of host DNA primary structure by HPV,
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methylation by HBV; ¢ Regulation of host hnRNA transcription ini-
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Fig.2 Mechanisms about pathogenic microorganisms regulating

host DNA and hnRNA
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