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Fig. 1. The Salkhit individual and her relationship to ancient and present-day humans.  

A) The Salkhit skull cap. B) Heat map illustrating the genetic similarity between the Salkhit 

individual and modern humans from Eurasia older than 20,000 years (diamonds) as well as 

present-day human populations (circles) determined by f3-statistic of the form f3(Salkhit, X; 

Mbuti). The warmer the color, the higher is the genetic similarity between the Salkhit individual 

and a population/individual. C) Relative amounts of allele sharing between the Salkhit and 

Tianyuan genomes and ancient and present-day humans determined by D-statistics of the form 

D(Salkhit, Tianyuan, X, Mbuti). The D-statistic is positive when the individual/population shares 

more alleles with the Salkhit individual than with the Tianyuan individual. The colors of the 

diamonds indicate whether the Z-score is significant (red), weakly significant (pink), or not 

significant (white).
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Fig. 2. Simplified demographic model including the Salkhit individual and Eurasians older 

than 20,000 years. The model depicted is the combinations of fit admixture graph models. 

Admixture between East and West Eurasians are represented by red arrows. The bidirectional gene 

flow affecting ancestors of the Yana individual may have involved ancestors of the Salkhit 

individual as indicated or the common ancestors of Tianyuan and Salkhit individuals (not 

indicated; see Fig. S13). Neandertal and Denisovan admixtures are indicated by blue and orange 

arrows, respectively. 
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A) 

 
B) 

 

Fig. 3. Archaic ancestry in the Salkhit genome. A) Genomic distribution of Denisovan (orange) 

and Neandertal (blue) DNA segments in the Salkhit genome. B) Allele frequencies in the longest 

Denisovan ancestry segment (chr4:4.16-5.31cM, marked by an asterisk in A). The bars in the top 

panel give the proportions of Salkhit DNA fragments carrying archaic alleles at sites where alleles 

are fixed between Africans and the Denisovan genome (red), or between Africans and two 

Neandertal genomes (blue). The total number of fragments are given on top. SNP bars outside the 

inferred Denisovan segment are faded. Note that in the called region, all Denisovan-like alleles 

except two occur in the Salkhit genome.
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A) 

 
B) 

 

Fig.4. Overlap of Denisovan segments in the Salkhit genome and present-day non-African 

populations. A) Correlation coefficient of the overlap between the Denisovan segments > 0.2 cM 

in the Salkhit genome and Denisovan segments > 0.05 cM in 45 present-day Eurasian population 

(see Fig. S28 for the same with 111 present-day populations). Numbers above the bars give the 

number of overlapping segments and the number of segments in the present-day population. The 

range of correlation coefficients generated by 500 bootstraps are indicated. B) Geographic 

locations of present-day populations for which Denisovan ancestry segments overlap significantly 

with the Salkhit individual (orange circles). The size of circles is proportional to the correlation 

coefficients. 
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