
S23 Fig. Haplotype structure of two major contrasting human haplotypes at SCL30A9 and 

comparison with archaic humans. Schematic representation of the two major human haplotypes as 

defined by 84 SNPs in high linkage disequilibrium (r2>0.8) with rs1047626 in CEU and CHB along 

the putatively inferred introgressed region (chr4: 41,977,828-42,048,441; GRCh38) and the 

corresponding allele states found in four high coverage Denisovan and Neanderthal genomes. Derived 

states are indicated in black, and ancestral alleles in white. Den to Papuan and Den to Melanesian 

indicate Denisovan introgression segments previously described in Melanesians [34] and Papua New 

Guineans [35]. The black arrow point to the rs1047626 position. GWAS hits are indicated with an 

asterisk (see S4 Table for details).  


