
  Ref Pan AFR AFR_YRI 

  All reads 

Number of input reads 63,949,386 63,949,386 63,949,386 63,949,386 

Uniquely mapped reads % 91.21% 91.17% 91.19% 91.19% 

Average mapped length 101.7 101.7 101.7 101.7 

Mismatch rate per base, % 0.19% 0.18% 0.18% 0.18% 

Deletion rate per base 0.00% 0.00% 0.00% 0.00% 

Insertion rate per base 0.00% 0.00% 0.00% 0.00% 

% of reads mapped to multiple loci 6.72% 6.76% 6.75% 6.74% 

  Reads that overlap personal homozygous SNPs 

Number of input reads 1,384,158 1,384,158 1,384,158 1,384,158 

Uniquely mapped reads % 92.55% 93.70% 94.45% 94.49% 

Average mapped length 101.6 101.7 101.7 101.7 

Mismatch rate per base, % 1.30% 0.58% 0.50% 0.49% 

Deletion rate per base 0.01% 0.01% 0.01% 0.01% 

Insertion rate per base 0.01% 0.00% 0.00% 0.00% 

% of reads mapped to multiple loci 7.45% 6.23% 5.48% 5.44% 

  Read that overlap personal homozygous indels 

Number of input reads 93,119 93,119 93,119 93,119 

Uniquely mapped reads % 96.12% 98.04% 98.04% 98.04% 

Average mapped length 99.1 100.8 100.9 100.9 

Mismatch rate per base, % 0.52% 0.33% 0.32% 0.31% 

Deletion rate per base 0.45% 0.20% 0.16% 0.16% 

Insertion rate per base 0.38% 0.12% 0.12% 0.12% 

% of reads mapped to multiple loci 3.88% 1.83% 1.83% 1.82% 

Supplementary Table S1: Summary statistics for alignment to the reference and consensus genomes for individual 

NA12938. 

  



Supplementary Table S2: Gene names, biotypes, descriptions, and phenotypes obtained from ENSEMBL BioMart 

for the genes significantly differentially expressed between the pan-human consensus and the reference genome in 

the T-cell cluster (Figure 4). 


