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Table A1: Geographic location and sample size (N) of waterfrogs used in the study 

(see also Fig. 1). 

Locality Species 
N 

(cytb/AFLPs) 
Haplotype 

GenBank Accession 

number 

Argoni, Karpathos P. cerigensis 15/18 B-1 - 

Nati, Karpathos P. cerigensis 8/10 B-1 - 

Rhodes isl. P. bedriagae 3/- 
B-1 (2) 

B-2 (1) 
- 

Chios isl. P. bedriagae 1/- B-4 DQ474138 

Lesvos isl. P. bedriagae 1/- B-5 DQ474135 

Dadia P. bedriagae 1/- B-6 DQ474139 

Astypalaia isl. P. bedriagae 2/- B-3 (2) DQ474140,DQ474141 

Turkey, Marmaris P. bedriagae 1/- B-7 AY147957 

Turkey, Antalya P. bedriagae 1/- B-7 AY014392 

Syria P. bedriagae 6/- A-2 (1) DQ474131 

   A-3 (2) DQ474132, DQ474134 

   A-4 (1) DQ474129 

   A-5 (2) DQ474130, DQ474133 

Cyprus P. bedriagae 2/- A-1 (2) DQ474136,DQ474137 

Crete P. cretensis 1/- - DQ474152 

 

 

 

 

 

 

 

 

 

 

 

 



Table A2: Primers used to amplify gene fragments in the current study. 

Preselective primers 5’-3’ 

PreselEco GACTGCGTACCAATTCTC 

T01P2 GATGAGTCCTGACCGAAC 

T02P2 GATGAGTCCTGACCGACA 

Selective primers 5’-3’ 

EcoR1P4 GACTGCGTACCAATTCTCTA 

T105P2 GATGAGTCCTGACCGAACAA 

T106P2 GATGAGTCCTGACCGAACAC 

T204P2 GATGAGTCCTGACCGACAAT 

T205P2 GATGAGTCCTGACCGACAAA 

 

 

 

 

 

 

 

 

 

 

 

 



Fig. A1. Neighbor-Joining tree showing the phylogenetic relationships between the 12 

detected waterfrog haplotypes. Only bootstrap values over 70% are shown on nodes. 

Scale bar represents substitutions per nucleotide position. 


