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[Abstract] Composed of multiple cell types,kidney is an organ with highly complex struc-
tures and functions. Thus it is quite important to clarify the gene transcription map and changes of
various types and subtypes of cells under physiological and pathological conditions to elucidate the
structure, function and pathogenesis of the diseases. The development of single-cell RNA sequen-
cing has triggered a shift in transcriptomic researches from analyzing the average level of gene
transcription in various tissues to transcribing single-cell genes in specific organs(or tissues)at the
cellular level. Based upon the elaboration of scRNA-seq technology and the newly discovered sub-
types and functions of kidney cells, this review focused upon research advances of scRNA-seq of
immune cells in kidney tissues of common kidney diseases.
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[Abstract] Belonging to the family of protein tyrosine phosphatases, DUSPs(dual-specifici-
ty phosphatases) can dephosphorylate both serine/threonine and tyrosine residues concurrently. In
recent years, with the in-depth study of DUSPs, they have been implicated as major participants in
various physiological and pathological activities. And DUSPs related to MAPK (mitogen-activated

protein kinase)play a vital regulatory role in a variety of kidney diseases. This review summarized



