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[bookmark: _Hlk72146100][image: ]Additional File 1: Figure S1: Correlation heatmap between different measures of inbreeding coefficient. 
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The respective coefficients are the SNP-based genomic inbreeding (F), the whole-genome ROH-based inbreeding (FROH), and the FROH by the respective size classes (ROH segment length) 2–4 Mb (FROH2_4), 4–8 Mb (FROH4_8), 8–16 Mb (FROH8_16), >16 Mb (FROH16).
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