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Supplementary Materials 

Figure S1. Population structure of the three Andean study populations (marked in bold) and comparative 
populations.  
Figure S2. Runs of homozygosity of the Andean study populations and comparative populations. 
Figure S3. Genome-wide XP-EHH selection scans for the three Andean study populations. 
Figure S4. Genome-wide LSBL selection scans for the three Andean study populations. 
Table S1. Putatively selected genes overlapping across the Andean populations according to any selection scan 
method. 
Table S2. Gene symbol mapping by IPA from the list of putatively selected genes shared across the three 
Andean populations (n = 116). 
Table S3. List of pathways (IPA; Canonical) enriched in the putatively selected genes across the three Andean 
populations. Top 50 results. 
Table S4. List of pathways (IPA; Disease or Function) enriched in the putatively selected genes across the three 
Andean populations. Top 50 results. 
Table S5. List of pathways (WebGestalt; KEGG) enriched in the putatively selected genes across the three 
Andean populations. Top 10 results. 
Table S6. List of pathways (WebGestalt; PANTHER) enriched in the putatively selected genes across the three 
Andean populations. Top 10 results. 
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Table S7. Putatively selected genes overlapping across selection scan methods in the SAC study population. 
Table S8. Putatively selected genes overlapping across selection scan methods in the Aymara-Quechua study 
population. 
Table S9. Putatively selected genes overlapping across selection scan methods in the Uru study population.  
Table S10. Genes within the top five peaks for potential positive selection in the iHS selection scans. 
Table S11. Genes within the top five peaks for potential positive selection in the XP-EHH selection scans. 
Table S12. Genes within the top five peaks for potential positive selection in the LSBL selection scans. 
 

 

Figure S1. Population structure of the three Andean study populations (marked in bold) and comparative 
populations. (A) Principal component analysis and approximate geographical locations of the populations. (B) 
Population-averaged cluster analysis for K = 3, 5, and 8. Figure reproduced from De Loma et al. [1] with permission 
of Elsevier.   



Human Population Genetics and Genomics 2025;5(1):0002  Page 3 of 5 

 

Figure S2. Runs of homozygosity of the Andean study populations and comparative populations. 
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Figure S3. Genome-wide XP-EHH selection scans for the three Andean study populations. To avoid spurious 
results due to single SNPs, we averaged the XP-EHH values with a sliding window of 10 SNPs. The top five peaks 
in each population are marked with red lines, as well as the location for OPRM1, CSMD1, and GSG1L. A further 
description of the genes within these top peaks is included in Table S11. The top 0.5% (solid line) and top 0.01% 
(dashed line) are shown. 
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Figure S4. Genome-wide LSBL selection scans for the three Andean study populations. To avoid spurious 
results due to single SNPs, we averaged the LSBL values with a sliding window of 10 SNPs. The top five peaks in 
each population are marked with red lines, as well as the location for OPRM1, CSMD1, and GSG1L. A further 
description of the genes within these top peaks is included in Table S12. The top 0.5% (solid line) and top 0.01% 
(dashed line) are shown. 
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