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Pathological analysis of prognosis factor of follicular lymphoma
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Out of 108 genes identified by gene set enrichment analysis and functional
association network analysis for Follicular lymphoma (FL), we focused 4 molecules of BTLA for T-cells,
HVEM for dendritic cells, FOXP3 for regulatory T-cells and PD-1 for follicular helper T-cells. We also
retrieved 4 molecules as tumor associated macrophages (TAM) of CD68 for pan-macrophage, CD16 for M1-like,
and MiTF & CD163 for M2-like. Immunohistochemistr¥ using formalin-fixed paraffin-embedded sections of low
grade FL (LG-FL), high grade FL (HG-FL), diffuse large B-cell lymphoma transformed from FL (tDLBCL was
performed. Each of CD68+ cells and MiTF+ cells was increased in HG-FL other than LG-FL. PD-1+ cells was
decreased in transformed DLBCL compared to LG-FL and HG-FL. Each of CD68+ cells and CD163+ cells was
increased. Therefore, microenvironment including macrophages, dendritic cells and T-cells have important
role for progression of FL and transformation to DLBCL.
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