Figure S1 Compared with the stage I, the biological process and pathways enriched in
stage IIl and IV.
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Table S1 WGCNA analysis of 54 highly connected genes in the turquoise module.
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Table S2 Based on the results of WGCNA and transcriptome analysis, the FPKM values of
21 candidate genes related to zebrafish scale development were identified.
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