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Introduction

Welcome to explore!

This site provides an interactive spatial transcriptomics dataset related to DKD, enabling visualization of spatial distribution of cell types, gene expression levels, pathway activity scores, and metadata queries.

Study Description

In the current study, we administered 75.5 mg/kg body weight of TFA (TFA Group), 20.0 mg/kg body weight of IRB (IRB Group), or an equivalent volume of water (DKD Group) via gavage to BKS.Cg-Dock7m +/+ Leprdb/J (db/db) mice
for a period of four weeks, with db/m mice serving as healthy controls. The progression of diabetic kidney disease (DKD) and the therapeutic effects of the treatment groups on renal function were assessed by collecting urine samples

using metabolic cages and measuring the urinary albumin-to-creatinine ratio (UACR) via ELISA.

Summary s

Utilizing a combination of single-cell full-length RNA sequencing (scFAST) and subcellular-resolution SpaTial Enhanced REsolution Omics-sequencing (stereo-seq) (A), we obtained a comprehensive dataset encompassing 16 distinct cell
types, including proximal tubule cells (PTC), descending loop of Henle (DLH), ascending loop of Henle (ALH), distal convoluted tubule (DCT), connecting tubule principal cells (CD-PC), collecting duct intercalated cells (CD-IC),
endothelial cells (EnC), parietal epithelial cells (PEC), podocytes (Podo), smooth muscle cells (SMC), mesangial cells (MC), T cells, macrophages (Mac), B cells, Neutrophil (Neu), and natural killer cells (NKC) (B).We have confirmed the
biological identity of these cells through the canonical cell marker. RT included PTC (Kap, Pck1, 1,020,959), DLH (Cryab, Aqp1, 7,394), ALH (Slc12a1, Umod, 101,460), DCT (Slc12a3, Pvalb, 38,735), CD-PC (Aqp2, Fxyd4, 19,925), and
CD-IC (Atp6vi1g3, S100a1, 18,749). Glomerular cells included EnC (FIt1, Ptprb, 13,359), PEC (H2-K1, C3, 4,971), Podo (Nphs2, Pdoxl|, 12,676), SMC (Acta2, Myl9, 6,172) and MC (Ccar1, Nr3c1, 9). IC include T Cell (Cd3g, Cd3e, 129),

Mac (Lyz2, C1qb, 6,804), B Cell (Spi, Iglvi, 1,409), Neu (5100a8, $100a9, 1,569), and NKC (l12rb, Kirk1, 43).(C)
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Chenhua Wu, Haitao Tang, Yihong Yu, Yuhui Song, Haitao Ge, Yiming Shen, Jie Wu, et al. 2025. Single-cell and
spatial transcriptomics reveals potential molecular mechanisms of Abelmoschus manihot (L.) Medic in treating
diabetic kidney disease. iMeta 4: €70099. https://doi.org/10.1002/imt2.70099
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