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Figure S1. The gene expressions of candidate genes associated with melanin spot deposition in Chr13. The global gene expression dataset in duck beak skin was from transcriptome data. Therefore, the gene names marked in red represent the average CPM value of this gene is more than 1.

Figure S2. The gene expressions of candidate genes associated with melanin spot deposition in Chr25. The global gene expression dataset in duck beak skin was from transcriptome data. Therefore, the gene names marked in red represent the average CPM value of this gene is more than 1.

Table S1. The information of significant SNPs in Chr13 associated with melanin spot deposition.

Table S2. The information of significant SNPs in Chr25 associated with melanin spot deposition.

Table S3. The POU transcription factors were predicted within the promoter region of duck MITF.


