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Supplementary Figure S1. Plot of the percent of Bos taurus content for each sequenced animal. Blue represents the percent of Bos taurus and
orange represents indicine or unclear (FST for Bos taurus/Brahman and Gir/Brahman is too similar) regions. Bos taurus content was determine by
calculating the fixed windows that had the top 5% most significantly large percent difference in the FST between Bos taurus/Brahman and Gir/
Brahman with the FST for bos Taurus being closer to 0. The y-axis is the total percent of either Bos taurus or indicine/unclear regions and the x-
axis represents the sequenced animals. Animals are sorted based on date of birth, from oldest to youngest.
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Length of Bos Tamrus Segment

Supplementary Figure S2. Plot of the length of Bos taurus chromosomal segments (each 250,000 represents a single fixed window) on
the x-axis with the frequency the Bos taurus segment is found in the genome (represented as a percent in proportion to total Bos taurus
segments). The orange plot represents the simulated Brahman animals and the blue plot represents the real Brahman animals. Here, we can
see that in the simulated animals there is a higher frequency of shorter Bos taurus introgressed segments (<250,000 bp) whereas in the real
Brahman data, there is greater frequency of larger Bos taurus introgressed segments (>250,000bp).
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Supplementary Figure S3. Figure showing where the 10 bp deletion is found as seen in the IGV tool when zooming in the positions of where the Celtic
mutation is described. The deletion is found between 1,706,045 - 1,706,060 bp on chromosome 1. The thick horizontal black lines, represent unmapped reads.
The 3 PP animals have the ID 48, 49, 50. The animal 47 is Pp polled.
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