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Investigation of pathophysiologies by genomic analyses in interstitial cystitis
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We performed immune repertoire analyses and whole-transcriptome sequencing

for interstitial cystitis and bladder pain syndrome (IC/BPS). Clonal expansion of infiltrating T and

B lymphocytes was confirmed. Especially, B cell clonal expansion was characteristic feature of
IC/BPS. Hierarchical clustering analysis identified a distinct gene expression profile in samples
from patients with IC/BPS with Hunner lesions, and subsequent pathway analysis revealed
up-regulation of biological processes involving immune responses and infection in these cases.
Overexpression of VEGF and BAFF in IC/BPS with Hunner lesions was confirmed by quantitative PCR and
immunohistochemistry. VEGF and BAFF could serve as potential disease biomarkers or therapeutic
targets for IC/BPS with Hunner lesions.
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