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S27 Fig. SLC30A9 haplotype variation and structure in an extended genomic region. Note that Oceanians and Chagyrskaya were not 

included in the analysis to maximize the number of SNPs in the haplotypes. A total of 603 SNPs in an extended genomic region around the 

SLC30A9 gene (chr4:41905811-42146424; GRCh37) defined 347 unique haplotypes when considering the three remaining high coverage 

archaic genomes (Altai, Vindija and Denisova), and the CEU and CHB populations together with an extended panel of African populations 

(ESN, Esan in Nigeria; YRI, Yoruba in Ibadan, Nigeria; MSL, Mende in Sierra Leone; GWD, Gambian Mandinka; LWK, Luhya in Webuye, 

Kenya). Note that all sites with a maximum within-population minor allele frequency below 0.05 were removed. A) Haplotypes depicted in 

decreasing order according to their similarity to the Denisovan genome, shown in the top. Each column corresponds to a SNP. The white colour 

in each cell indicates the ancestral allele; blue, indicates a derived allele shared with the Denisovan; whereas black indicates a derived allele that 

is not shared with the Denisova. The red arrow highlights the location of rs1047626. B) Number of differences observed to the Denisovan 

haplotype (see values and individual haplotype codes per population in S9 Table). 


