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Transcriptome analysis of microglia using animal model of brain diseases
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Transcriptome analyses of microglia revealed that not only inflammatory but
interferon- and lipid metabolism-associated genes were upregulated at the peak stage of experimental
autoimmune encephalomyelitis. Using co-culture model of bone marrow immature cells and astrocytes,
interleukin34 proved to be crucial for the proliferation and differentiation of microglia. Microglal
adenosine A2A receptor was upregulated in the context of inflammation and negatively regulated

interleukin 13 production.
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