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Role of liver in infectious diseases through high-throughput single-cell technology and spatial transcriptomics
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Abstract The mammalian liver is a front-line immune organ that plays a vital role in the detection, capture and clear-

ance of pathogens and foreign antigens entering the human body. With advancement of burgeoning high-throughput single-cell

technology, we can now decipher the heterogeneity, differentiation, and intercellular crosstalk at single cell level, in sophis-

ticated organs and diseases. In this concise review, we summarize how emerging high-throughput single-cell technologies

have advanced or re-defined our understanding of the liver function toward infection, and unravel unknown pathogenic

pathways and disease mechanisms for the development of new therapeutics. Moreover, as these technologies mature, their in-

tegration into spatial transcriptomics, epigeneticomics, proteomics, metabolomics, microbiome and clinical data analysis will

aid in patient stratification and in developing treatment plans for patients suffering from infectious disease.
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