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Supplementary Figure S1: Expression of known markers of MII oocytes and cumulus

granulosa cells. Box-and-whisker plots showing the expression level of MII oocyte markers

(NLRP4, WEE2, AURKC, OOEP, DPPAS5, DNMTI, ZP4 and SOX30) and cumulus cell

markers (SCD, StAR, HSPG2, GJAl, LHCGR, INHBA, ADAMTSI and ILIRI) in MII oocyte

(n=10) and cumulus granulosa samples (n=10), based on the SAM analysis of RNA-seq

expression data. The resulting data demonstrated the high and specific expression pattern of

these markers. O: Oocytes, C: Cumulus granulosa cells.
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Supplementary Figure S2: Ingenuity Pathway Analysis (IPA) showing the molecular and

cellular functions of age-related IncRNAs.
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