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Fig S1. The effect of clone correction on six genetic summary statistics, for simulations with 

varying population sizes. The dotted lines represent the values of the summary statistics without 

clone correction, and the solid lines represent the values after clone correction. All simulations 

were done using a fixed level of gene flow of Nm=0.3. The lines represent the averages taken 

over 50 replicate simulations for each combination of parameter values; the shaded areas indicate 

the standard deviation (for clarity, these are only shown for the clone-corrected results). 
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Fig S2. The effect of clone correction on six genetic summary statistics, for simulations 

performed with a lower mutation rate. The dotted lines represent the values of the summary 

statistics without clone correction, and the solid lines represent the values after clone correction. 

All simulations were done using a population size of N=100. The lines represent the averages 

taken over 30 replicate simulations for each combination of parameter values; the shaded areas 

indicate the standard deviation (for clarity, these are only shown for the clone-corrected results). 

  



 
 

4 
 

 

Fig S3. The effect of clone correction on six genetic summary statistics, for simulations 

performed using the software EasyPop (Balloux, 2001). The dotted lines represent the values of 

the summary statistics without clone correction, and the solid lines represent the values after 

clone correction. All simulations were done using a population size of N=100. The lines 

represent the averages taken over 30 replicate simulations for each combination of parameter 

values; the shaded areas indicate the standard deviation (for clarity, these are only shown for the 

clone-corrected results). 


