The raw data were applied to the screening and functional analysis of differentially expressed circRNAs in PG and MG in the follicular and luteal phases, respectively. 
Table S1 Differentially expressed circRNAs between PG and MG, Table S2 Enriched GO terms of host genes of differentially expressed circRNAs, Table S3 Enriched KEGG pathways of host genes of differentially expressed circRNAs, Table S4 List of circRNA-miRNA pairs to construct the interaction network.
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