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Supplementary Figure S1: Developmentally Dynamic Genes (DDGs), GO, and KEGG of the transcript factors
(TFs) and co-factors of these DDGs. A) Overlap of DDGs between low and high H/L ratio group. B) Top 15
enriched GO terms for TFs of DDGs. C) KEGG pathways enrichment for TFs of DDGs.
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Supplementary Figure S2: Weighted Gene-Co-Expression Network Analysis (WGCNA) results show the
modules significantly correlated with different immune-related traits. A) Dendrogram and traits heatmap. B)
Scale-free topology model and Mean connectivity. C) Cluster dendrogram reveals the module’s colors and the
merged dynamic (n=19).

Supplementary Table S1: Summary statistics of the RNA-seq data.

Supplementary Table S2: GO terms and KEGG pathways enrichment of transcriptome analysis.
Supplementary Table S3: list of Transcript Factors (TFs) and Transcription Co-Factors (TCFs).
Supplementary Table S4: GO terms and KEGG pathways of TFs and TCFs.

Supplementary Table S5: GO terms and KEEG pathways of the four interesting modules (Blue, Brown,
Green and Yellow).

Supplementary Table S6: Unique and shared driver genes among different traits.

Supplementary Table S7: sequences of primers used for qRT-PCR verification.



