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Help me cluster my 
scRNA-seq data. The 
data are in a file called 
clustered.csv 
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C1: Mature B cells
C2: Fibroblasts
C3: Epithelial cells 
... 
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Ground truth
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Epithelium, crypt, mixed 

Crypt Epithelial Cells; Crypt Epithelium; 
Basal epithelial cells (crypt basal layer); 
Basal epithelial cells of the tonsil 
surface/crypt; 

Squamous Epithelial Cells; Specialized 
mucous/secretory crypt epithelium 
(CCL21-producing)

strati��ed squamous epithelium; Epithe-
lial/Mucosal Cells; Possibly Keratinized 
epithelial cells or transitional B cells

Secretory epithelial cells 

Cluster 1: 
•Key markers: Slc12a1, Umod, 
Wfdc15b, Egf 

•Cell type: Thick Ascending Limb 
(TAL) of Loop of Henle 

•Evidence: Slc12a1 (NKCC2) and Umod 
(Uromodulin) are well-established 
TAL markers

 ...

Cluster 5: 
•Key markers: Inmt, Cyp4b1, Odc1
•Cell type: Proximal Tubule (likely 
S3 segment)

•Evidence: Metabolic enzymes 
characteristic of proximal tubule
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KLKim lab

# Typical marker genes for different kidney compartments include:
# • Podocytes: NPHS1, NPHS2, WT1 (Glomerular filtration barrier)
# • Proximal tubule cells: LRP2 (megalin), CUBN (cubilin), 
SLC34A1, AQP1
# • Thick ascending limb (Loop of Henle): UMOD, SLC12A1

# Example mapping (assuming we had the mapping):
# - Cluster 1: Top genes map to NPHS1, NPHS2, WT1, SYNPO, and PODXL
#     -> Suggesting these spots represent Glomerular Podocytes.                                                                                    
# - Cluster 2: Top genes map to LRP2, CUBN, SLC34A1, AQP1, and PCK1
#     -> Indicative of Proximal Tubule Epithelial Cells.

Based on the expected kidney structure and typical marker genes 
in mouse:
• Cluster 1: Glomerular Podocytes
• Cluster 2: Proximal Tubule Epithelial Cells
• Cluster 3: Thick Ascending Limb (Loop of Henle) Cells
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QR code here


