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Supplementary Fig. S1. qRT-PCR validation of RNA-seq data using six selected lncRNAs differentially expressed over stages. GAPDH was used as the reference genes. Error bars represent the range of relative expression calculated by 2-(ΔΔCt±SD). 
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Supplementary Fig. S2. Functional analysis of the differentially expressed lncRNAs.

(a) KEGG pathways and (b) GO terms of co-expressed targets of differentially expressed lncRNAs in early, middle, and late developmental stages of embryos.
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Supplementary Fig. S3. Motifs enriched in lncRNAs related to (a) oxidation-reduction processes or (b) ubiquitin-protein transferase activity.
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Supplementary Fig. S4. lncRNAs related to circadian rhythm during Ginkgo embryo development. (a) Expression of selected lncRNAs and their predicted co-expression target PCgenes and (b) co-expression network of lncRNAs and PCgenes involved in pathways of circadian rhythm. Circles represent PCgenes and diamonds represent lncRNAs. Solid lines represent positive correlations and dashed lines represent negative correlations.
