
S1 Table. Indigenous high-altitude individuals for whole genome sequencing and Illumina array 
genotyping 
 
A. Whole genome sequencing 

Population Coverage 
group 

Sampling 
scheme N Platform Coverage Source 

Tibetan High Unrelated 2 HiSeq 2000 ~30x [1] 
 High Duo 8 HiSeq 2500 ~20x This study 

 Low Unrelated 27 HiSeq 2500 ~5x This study 

Sherpa High Unrelated 4 HiSeq 2500 ~30x [1, 2] 

 High Trio 9 HiSeq 2500 ~20x This study 
 Low Unrelated 9 HiSeq 2500 ~5x This study 

 
B. Illumina array genotyping 

Population N Genotyping Platform Source 

Tibetan 657 HumanCore-12 v1.0A This study 

 344 HumanCore-12 v1.0A, OmniExpress-24 v1.0 This study 

Sherpa 103 OmniExpress-24 v1.0 This study 

 69 Omni1-Quad [1] 
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