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Integrated Analysis of Transcriptome and Histone Modifications in Granulosa
Cells During Ovulation in Female Mice
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Genome-wide gene expression analysis using RNA sequencing revealed that the
expression of about 6000 genes changes within 12 hours after the LH surge in mouse granulosa cells.
Furthermore, ChIP sequencing revealed that genome-wide changes of the histone modification H3K4me3
are induced. Genes with H3K4me3 changes have greater expression changes than genes without H3K4me3
changes. These H3K4me3-regulated genes are involved in various cellular functional changes and may
contribute to the luteinization of granulosa cells.
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