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Figure 2: Patterns of Neandertal and modern human nonsynonymous SNP diversity
genome wide, in innate immune genes, and in MHC genes
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Figure 3: Patterns of Neandertal and modern human nonsynonymous SNP diversity
genome wide and for genes with high genetic diversity in non-human apes

Genome-wide genes
(excluding top 1% ape diversity genes; n = 7186 genes)
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Supplementary Materials

Supplemental Database 1: Database of nonsynonymous and synonymous SNP genotypes
and population frequencies (https://scholarsphere.psu.edu/files/v405s943f)

Supplemental Database 2: Database of great ape gene diversity data
(https://scholarsphere.psu.edu/files/5d86p0267)

Supplemental Figure 1: Innate immune system gene permutation analyses — 10,000 sets of 73
randomly selected genes containing nonsynonymous SNPs

Supplemental Figure 2: MHC gene permutation analyses — 10,000 sets of 13 randomly
selected genes containing nonsynonymous SNPs

Supplemental Figure 3: Significantly enriched gene ontology categories (red) among top 1%
ape diversity genes

Supplemental Table 1: A comparison of genome-wide nonsynonymous SNPs versus total
(nonsynonymous + synonymous) SNPs between Neandertal and modern human populations

Supplemental Table 2: PolyPhen-2 predictions for genome-wide nonsynonymous SNPs —
damaging versus not damaging — for Neandertal and modern human populations

Supplemental Table 3: List of Innate immune system genes

Supplemental Table 4: List of MHC genes

Supplemental Table 5: A comparison of nonsynonymous SNPs (benign + damaging) in innate
immune system genes versus genome-wide genes (not including innate immune genes)
between Neandertal and modern human populations

Supplemental Table 6: A comparison of nonsynonymous SNPs (benign + damaging) in MHC
genes versus genome-wide genes (not including MHC genes) between Neandertal and modern
human populations

Supplemental Table 7: Neandertal MAF comparison of nonsynonymous SNPs in MHC genes

Supplemental Table 8: A comparison of nonsynonymous SNP (benign + damaging) MAFs in
MHC genes between Neandertal and modern human populations

Supplemental Table 9: List of top 1% ape diversity genes
Supplemental Table 10: Results of the top 1% ape diversity genes Gene Ontology analysis

Supplemental Table 11: A comparison of nonsynonymous SNPs (benign + damaging) in top
1% ape diversity genes between Neandertal and modern human populations
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