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nature of Altai falcons within eastern Sakers (Falco cherrug) and the origins of 

gyrfalcons (Falco rusticolus) 

Genotyping statistics (Supp.Fig.1–3.) of the 17,095 filtered SNPs of the ‘rand’ dataset (i.e., 

unlinked SNP-set) that was used in population genomic calculations. 

 

 

Supplementary Figure 1. Box plot of read depth statistics of the individuals included in the 

analyses drawn by using the boxplot function of adegraphics v.1.0-121. 

 

Supplementary Figure 2. Box plot of genotype quality statistics of the individuals included in 

the analyses drawn by using the boxplot function of adegraphics v.1.0-121. 



 

Supplementary Figure 3. Genotype index statistics of the individuals included in the analyses 

as depicted by the glPlot function of adegenet v.1.32. 



 

Supplementary Figure 4. Result of phylogenetic rooting based on minimal ancestor 

deviation as conducted in the software MAD3. Figure pasted from the raw output of the 

analysis software. 



 

Supplementary Figure 5. Number of potential ancestral populations as assessed by co-

ancestry-based sparse non-negative matrix factorization (snmf) analysis of 17,095 unlinked 

SNP data as implemented in LEA4. 

Supplementary Table 1. Result of f3-population test, a formal test of admixture in the lack of 

an exact outgroup sample, with an arrangement of the three studied populations as potential 

hybrid (‘target’) population of the source populations (‘source1’ and ‘source2’). Significantly 

negative values of the f3 statistic are then evidence of admixture. 

A (source1) B (source2) C (target) f3 S.E. Z-score NSNPs 

 Pannon gyrfalcon Tuva -0.046762 0.0017 -27.507 17,095 

 Tuva gyrfalcon Pannon 0.099748 0.004071 24.5 17,095 

 Pannon Tuva gyrfalcon 0.209674 0.007446 28.158 17,095 
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