
 
Supplemental Figure 1: Flowchart describing inputs, outputs, and processes in the mapping and 
simulation profiles of NemaScan. 

 
  



 
Supplemental Figure 2: Effect size distribution of simulations comparing algorithm performance 

  



 
Supplemental Figure 3: Distributions of simulated QTL effects expressed as the fraction of 
phenotypic variance explained. Horizontal panels denote the number of simulated QTL per trait 
and vertical panels denote the heritability of each simulated trait. 

  



 
Supplemental Figure 4: Distributions of all simulated QTL minor allele frequencies among 
mapping populations of increasing size 

  



 
Supplemental Figure 5: Manhattan plots of previous GWA mappings and NemaScan mappings. 
Markers exceeding the multiple testing correction threshold are colored according to the 
mapped trait of interest.  



 
Supplemental Table 1: Simulation summary 

  



 
Supplemental Table 2: Differences in power to detect QTL between mapping algorithms at 
increasing heritability for one and five underlying QTL 

  



 
Supplemental Table 3: Differences in empirical FDR between mapping algorithms at increasing 
heritability for one and five underlying QTL  

 



 
 
Supplemental Table 4: Average power to detect QTL explaining increasing phenotypic variance 
(%, columns) among subsampled populations of increasing sampling depth 

  



 
Supplemental Table 5: Average power to detect QTL explaining increasing phenotypic variance 
(%, columns) among 144 randomly sampled divergent strains, 144 randomly sampled swept 
strains, and 144 randomly sampled strains from the overall CeNDR population 

  



 
Supplemental Table 6: Differences in power to detect QTL between different chromosomes 
controlling for hyper-divergence and historic recombination groups (tips, arms, and centers)  

  



 
Supplemental Table 7: Power to detect simulated in hyper-divergent regions or different parts of 
the chromosome within the mapping populations  

  



 
 
Supplemental Table 8: Empirical FDR of mappings as a function of whether QTL were 
simulated in divergent regions and different chromosomal regions 



 
Supplemental Table 9: Power to detect simulated QTL on different chromosomes, within hyper-
divergent regions, historic recombination groups, and strain sets 

  



 
Supplemental Table 10: Empirical FDR of mappings as a function of whether QTL were 
simulated on different chromosomes, within hyper-divergent regions, historic recombination 
groups, and strain sets 

 


