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Supplemental Figures 

 

 

Fig S1. Map of breeding territories (gray polygons) for a representative year (2008) 

within Archbold Biological Station with individual breeders colored by PC2 values. 
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Fig S2. UTM northing for the territory centroid versus PC score for PCAs conducted on 

the autosomal SNPs for all breeders, males only, and females only. Significant 

comparisons (Table S1) are shown with a red linear regression line.  
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Fig S3. UTM northing for the territory centroid versus PC score for PCAs conducted on 

the Z-linked SNPs for all breeders, males only, and females only. Significant 

comparisons (Table S1) are shown with a red linear regression line.  



 4 

 

Fig S4. Distance versus unbiased IBD in Z-linked SNPs for all possible (A) male-male, 

(B) male-female, and (C) female-female comparisons. Loess curves are shown in each 

panel. Isolation-by-distance patterns are significantly stronger in male-male (A) 
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comparisons than in either male-female (B) or female-female (C) comparisons. Points 

are colored by specific pedigree relationship or grouped into a single coefficient of 

relationship class. Gray points indicate no pedigree relationship. Pedigree relationship 

abbreviations are defined in the Fig 2 caption.  
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Fig S5. Proportion of various pedigree relationship classes within 500 m distance bins 

for all unique individual comparisons with (A) including individuals unrelated in the 

pedigree (NA, gray bars) and (B) not including individuals unrelated in the pedigree. 
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Pedigree relationship abbreviations are defined in the Fig 2 caption and bar colors 

match those in Fig 2. 
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Fig S6. Coalescent simulation results for the Z chromosome. Simulated (black crosses) 

isolation-by-distance patterns for male-male (blue), male-female (purple), and female-

female comparisons (salmon) using the observed pedigree, dispersal curves, and 

immigration rate can recover the observed (colored circles and line) pattern of isolation-

by-distance, although the fit is much poorer than that for autosomes. The coefficient of 

determination is 0.89 for male-male comparisons, 0.93 for male-female comparisons, 

and 0.41 for female-female comparisons. 
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Fig S7. Autosomal IBD and autosomal coefficient of relationship are highly correlated (t 

= 688.8, p < 0.0001, R2 = 0.7841). Black line indicates a 1:1 relationship, solid red line 

shows the linear regression of all of the data, and the dashed red line shows the linear 

regression with r = 0 values removed.  
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Fig S8. Distance versus coefficient of relationship of autosomal SNPs for all possible 

(A) male-male, (B) male-female, and (C) female-female comparisons. Loess curves are 



 11 

shown in each panel. Points are grouped by color into autosomal IBD classes. Gray 

points indicate no pedigree relationship. 
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Fig S9. Distance versus coefficient of relationship of Z-linked SNPs for all possible (A) 

male-male, (B) male-female, and (C) female-female comparisons. Loess curves are 
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shown in each panel. Points are grouped by color into autosomal IBD classes. Gray 

points indicate no pedigree relationship. 
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Fig S10. Coalescent simulation results for different autosomal models. Simulated (black 

crosses) and observed (colored circles and line) values are indicated for male-male 

(blue), male-female (purple), and female-female comparisons (salmon). The coefficient 

of determination for each model can be found in Table S8.  
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Fig S11. Coalescent simulation results for different Z-linked models. Simulated (black 

crosses) and observed (colored circles and line) values are indicated for male-male 

(blue), male-female (purple), and female-female comparisons (salmon). The coefficient 

of determination for each model can be found in Table S8.  

 


