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Figure S1. Identification of proteins in hair follicles of coarse and fine wool. (A)
Molecular weight distribution of protein. Abscissa, molecular weight of the identified
proteins; ordinate, number of the identified proteins. (B) Distribution of peptides in
proteins.
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Figure S2. Proteins grouped according to the values of fold change.
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Figure S3. Heatmap analysis of differentially expressed proteins with different fold
changes, and relevant Kyoto Encyclopedia of Genes and Genomes pathways in
different Q groups are gathered together. Red, strong enrichment; blue, weak
enrichment. Q1<0.5, 0.5<Q2<0.667, 1.5<Q3<2.0, and Q4>2.0.



