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The sixth Chinese Census Data (year 2010) was downloaded from the National Bureau 

of Statistics of the People's Republic of China 

(http://www.stats.gov.cn/tjsj/pcsj/rkpc/6rp/indexch.htm). Genes associated with aging 

in humans were downloaded from GenAge Database of Ageing-Related Genes 

(http://genomics.senescence.info/genes/, 2015-12-18). Human genes involved in 

metabolism were downloaded from Virtual Metabolic Human database 

(https://vmh.uni.lu/#home). Human genes involved in the hypoxia response pathway 

were retrieved from a previous study 1. 

Genome wide single-nucleotide polymorphisms (SNPs) data genotyped by the 

Affymetrix Genome-Wide Human SNP 6.0 Array, from 31 unrelated Tibetans were 

from a previous study 2, and genotype data of Han people were downloaded from 

HapMap (phase II, http://hapmap.ncbi.nlm.nih.gov/). Genome wide SNPs from 327 

whole genome sequence data from sheep, goats, cattle, dogs, pigs and horses, which 

included 134 genomes from the Tibetan Plateau and 193 genomes from domestic 

populations from lowland areas, called by a stringent pipeline implemented in the 

GATK program, were from our unpublished paper. Differentiation of each SNP was 

calculated using FST
3, XP-EHH (cross population extended haplotype 

homozygosity)4, and ΔDAF (the difference of the derived allele frequencies). 

Transcriptome data on aging was from 7,074 human peripheral blood samples 

obtained from a previous study 5. Detailed information about the samples, expression 

data analysis can be found in the original publication 5. Lung tissue transcriptomes 

http://www.stats.gov.cn/tjsj/pcsj/rkpc/6rp/indexch.htm
http://genomics.senescence.info/genes/
http://hapmap.ncbi.nlm.nih.gov/


from four Tibetan pigs and four Min pigs from the lowlands were profiled by RNA-

sequencing. Reads were aligned against the reference genome of Sus scrofa (Sscrfa 

10.2) using TopHat v2.0.4 with default parameters6 using the gene annotation 

available at Ensembl v77. Transcripts were first assembled using the reference 

annotation based transcript assembly method using Cufflinks7. Novel transcripts were 

subsequently extracted from the output of the assemblers using a custom Perl script. 

The reference annotation was then merged with the novel transcripts to generate a 

new reference annotation file. To quantify gene expression, the FPKM (Fragments Per 

Kilobase of transcript per Million mapped reads) values were calculated using 

Cuffmerge without RABT. One-to-one orthologous genes between human and dog, 

pig, horse, cattle, and sheep were downloaded from Ensembl 

(http://www.ensembl.org/) by BioMart. The one-to-one orthologous genes between 

human and goat were retrieved by reciprocal best hit BLASTP search. Protein-protein 

interaction data in human was downloaded from BioGRID (http://thebiogrid.org/, 

BIOGRID-ALL-3.3.124.tab) and InWeb 8 

(http://www.broadinstitute.org/~rossin/InWeb3_HC_NonRed.txt). The interaction 

between aging associated genes and hypoxia response genes were counted. For 1000 

random simulation, 154 genes and 305 other genes were randomly chosen and the 

interactions were counted for each simulation. 

http://thebiogrid.org/
http://www.broadinstitute.org/~rossin/InWeb3_HC_NonRed.txt
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