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Supplementary Figure
Figure S3. Manhattan plot representing the haplotype-based genome-wide
suggestive association with interferon (IFN)-y at 105 kg body weight in Landrace

pigs.
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Figure S3. Manhattan plot representing the haplotype-based genome-wide suggestive association
with interferon (IFN)-y at 105 kg body weight in Landrace pigs. The x-axis indicates the
chromosome number and the y-axis indicates —log,,(p-value). The dotted horizontal line indicates the
significant threshold.
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