Behind the discrepancy in susceptibility to bovine tuberculosis: insights from African zebu cattle
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[bookmark: _GoBack]Supplementary Fig. S1 The geographical origin of the three relatively resistant breeds Arsi, Ethiopian Boran, and Kenyan Boran and putative origin of bovine tuberculosis (region in circle) that were reported from previous studies1,2. The figure was drwan with ggplot 3.4.2 (https://ggplot2.tidyverse. org/ ).

Supplementary Fig. S2 Linkage disequilibrium and haplotype block within 20kb region of SHC3 gene (8:89026345-8:89046345) in Res group viewed by Haploview. Missense variants found from the study is in the center (8:89036345). Thick lines in black indicate the haplotype blocks with sizes of 3kb, 3kb, 8kb from left to right. LD nodes were colored according to D’ values and the standard Haploview color scheme.

Supplementary Fig. S3 Linkage disequilibrium and haplotype block within 20kb region of SHC3 gene (8:89026345-8:89046345) in NRes group viewed by Haploview. Missense variants found from the study is in the center (8:89036345). Thick lines in black indicate the haplotype blocks with size of 16kb. LD nodes were colored according to D’ values and the standard Haploview color scheme.

Supplementary Fig. S4 Linkage disequilibrium and haplotype block within 20kb region of LRRK2 gene (5:40583443-5:40603443) in Res group viewed by Haploview. Missense variants found from the study is in the center (5:40593443). Thick lines in black indicate the haplotype blocks with size of 12kb. LD nodes were colored according to D’ values and the standard Haploview color scheme.

Supplementary Fig. S5 Linkage disequilibrium and haplotype block within 20kb region of LRRK2 gene (5:40583443-5:40603443) in Res group viewed by Haploview. Missense variants found from the study is in the center (5:40593443). Thick lines in black indicate the haplotype blocks with size of 10kb. LD nodes were colored according to D’ values and the standard Haploview color scheme.

[bookmark: _Hlk96247834]Supplementary Table S1. Summary of the genes identified as related to bovine tuberculosis through literature review

Supplementary Tables 2, 3 and 4 are in individual files.

Supplementary Table S2. Sample information and alignment statistics
Supplementary Table S3. David Go and Kegg pathway terms on selection signature results.
Supplementary Table S4. Average Copy number differences and overlapping gene information of CNVR regions.
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