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Figure S1: Population PCA for fast feathering (red) and slow-feathering samples (green).
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Figure S2: GWAS results for feathering rate at hatch on chromosome Z.
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Figure S3: Chicken (Galgal) and turkey (Melgal) PRLR protein alignment. Sequences share 90.24
percent identity. The red (turkey) and blue (chicken) arrows indicate the start location of the C-

terminal loss in both species.



