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Supplementary table S1. The name geocoordinates and altitudes of sampling locations. 
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Supplementary table S2. GenBank accession numbers of the sequences used to align the consensus sequence of the Ncx-
1 gene. 
 

 
 
 

Supplementary table S3. Combined mitochondrial and nuclear genotypes of individuals at each locations where hybrids 
were found. In case of 2 individuals in L12, 6 individuals in L20 and 1 individual in L17, L18 and L21 we failed to amplify 
any mtDNA. In L12, L17 and L18 the individuals were hybrids according to the nuclear marker. 
 

 



Supplementary table S4. Sample size of individuals of which mtDNA amplification was failed at each location of the 
hybrid zone. 

 
 

Supplementary figure S1. Photos of three individuals Bv, H (Bv x Bb), Bb. Sampling locations and individual IDs are 
indicated at the photos. 

 
 
 

Supplementary figure S2. Side-by-side alignment of Bv consensus and Bb consensus sequence of the Ncx-1 gene. Stars 
represent the distinct nucleotides. Squared regions mark the recognition site of the HpyCH4V restriction enzyme and the 
red square represent the different between the sequence of Bb and Bv species. 

 


