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Elucidation of phenotypic determinants in pediatric primary focal
glomerulosclerosis by RNA-seq analysis

Tanaka, Eriko
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We performed RNA sequencing to analyze RNA expressions in the glomerulus of
pediatric nephrotic syndrome patients. Nine samples (7 minor glomerular abnormalities, and 2 focal
segmental nephrotic syndrome) were analyzed. We found that RNA expressions concerning cell motility
and cellular differentiation significantly changed. There were no differences between disease types.

Comparing the result of RNA sequencing of whole kidney specimens from five samples revealed that
the whole kidney showed significant changes in RNA expressions concerning immunity, whereas the
glomerulus showed no changes in RNA expressions of immunity. Taken together, we speculated that the
immunity alternation in the kidney affects the cell functions in the glomerulus, leading to
development of nephrotic syndrome.
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Enriched pathways for each cluster

Pathways

Movement of cell or subcellular component
Locomotion

Blood vessel morphogenesis
Cell motility

Blood vessel development
Cellular developmental process
Cell differentiation
Angiogenesis

Cell differentiation

Cellular developmental process

Animal organ development






