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Figure S1. Eight H1 Polymorphic SNPs and Three Inversion-Marking SNPs 

 
 
This figure shows the data from figure 4 divided into populations instead of regional averages. Like in figure 4 the 

haplotypes presented here are composed of eight H1 polymorphic SNPs that have a difference in frequency 

between Africa and Southwest Asia (rs242924, rs242940, rs171440, 173365, rs171443, rs4616318, rs962885, and 

rs242933), as well as three inversion marker SNPs (rs11079718, rs1396862, and rs1078830; the H2 alleles are red 

in the legend). The red striped bar represents the inversion. The inversion is most similar to the blue striped 

haplotype (differing at only the three inversion marker SNPs). The blue striped haplotype is more common in 

Africa compared to Southwest Asia. In Africa the blue-striped haplotype ranges in frequencies from 7% to 25%, 

whereas in Southwest Asia the frequencies range 4.7% to 9.2%.  



Table S1. SNPs Typed 



 



 
 



 
Table S2. Non-Human Primate Alleles of Inversion Marking SNPs  

 
NHP 
Consensus 

Gorilla 
gorilla Hylobates 

Pan 
paniscus 

Pan 
troglodytes 

Pongo 
pygmaeus 

H1 alleles 13 11 10 11 11 8 
H2 alleles 7 6 3 5 6 9 
unknown 1 4 8 5 4 4 
       
Table S3. Non-Human Primate Alleles of SNPs Polymorphic only on 
H1  

 
NHP 
Consensus 

Gorilla 
gorilla Hylobates 

Pan 
paniscus 

Pan 
troglodytes

Pongo 
pygmaeus 

H2 Allele 55 54 39 56 57 38 
non-H2 Allele 4 5 7 4 4 6 
unknown 3 3 16 2 1 18 

 
Table S4. STRPS Primers  
STRP forward primer reverse primer 
MAPT07 TCAGATTCGGTTTCGGGGGTCGTTATCG GCTGGAGGGTCTTCACCACCAGATTCGC 
MAPT08 CAATGAGCCAAGATCACACCTACTG GGGTCCTATCATTCTCTCTGCTATCA 
MAPT09 TTCTTCTTGCCAATAGCAAGGATAC CAGTATATACCCAGAAAAGTGCAATGTG 
MAPT14 CTCACAAATGTTCTCTGTCTCTTCTGTC GATGCATCTAATTTAAGGCATCTTATGA 
 

 
Table S5. Relationships between HGDP H2 Individuals  
Population Ind. 1 Ind. 1 Genotype Ind. 2 Ind. 2 Genotype Relationshipa 

Mandenka HGDP00914 Heterozygous HGDP00919 Heterozygous HS or AV 
Palestinian HGDP00681 H1 Homozygous HGDP00684 Heterozygous HS or AV 
Palestinian HGDP00682 H1 Homozygous HGDP00743 Heterozygous HS or AV 
Palestinian HGDP00723 H2 Homozygous HGDP00743 Heterozygous HS or AV 
Bedouin HGDP00616 Heterozygous HGDP00633 Heterozygous PO 
Bedouin HGDP00617 H2 Homozygous HGDP00635 H2 Homozygous HS or AV 
Orcadian HGDP00794 Heterozygous HGDP00801 Heterozygous PO 
Balochi HGDP00082 Heterozygous HGDP00084 H2 Homozygous FS 
Kalash HGDP00321 Heterozygous HGDP00326 H1 Homozygous HS, AV, CO, or GG 
      
aHS- Half Sibling, AV- Avuncular, PO- Parent-Offspring, FS- Full Sibling, CO- Cousin, GG- Grandparent-
Grandchild 
 

 
 
 
 
 
 

 


