
SUPPORTING INFORMATION 

 

Table S1. Population information for C. solstitialis used in this study, including population abbreviations, 
county (USA) or country of origin, latitude and longitude, number of individuals sampled, estimated date 
of first record for each population based on collections from the Jepson Herbarium, and population age at 
time of collection in 2008 for invading populations. Effective population size (Ne) estimates are given 
based on the full dataset without subsampling (622 loci), the median across 30,000 subsamples, and the 
rarified Ne index standardized to its value at 10 individuals. 

 

 

 
 



 

Fig S1. Histograms of log10 transformed Ne estimated with 20 subsampled SNP loci and 16 individuals for 
two invading C. solstitialis populations. Vertical blue lines indicate median values. Negative and infinite 
estimates of Ne were removed from all analyses. 

 



 

 
Fig S2. Distributions of rarefied Ne for native European (N=7) and invading Californian (N=12) 
populations of C. solstitialis. 

 

 
 

 
 



 
 
Fig S3. The relationship between rarefied Ne and nucleotide diversity (𝛑) in native and invading 

populations of C. solstitialis. There is no significant relationship between 𝛑 and  Ne for native populations 

(top). In the native range, 𝛑 has a marginally significant relationship with rarefied Ne (bottom). Shading 

represent 95% confidence intervals.  

 


