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Supplementary Information



Supplementary Fig. S1. Haplotype ITS2 network of Philaenus spumarius from Greece obtained from TCS analysis with PopART v.1.7 (http://popart.otago.ac.nz). Each colour

indicates a different geographic area. Size of the circles represent the frequency of each haplotype among individuals. Hatch marks along the branches indicate the numbers

of mutations and black dots represent unsampled and hypothetical haplotypes. Size of the lines are in proportion with the number of base substitutions.

http://popart.otago.ac.nz/


Supplementary Fig. S2. Haplotype cytb network of Philaenus signatus from Greece obtained from TCS analysis with PopART v.1.7 (http://popart.otago.ac.nz). Each colour

indicates a different geographic area. Size of the circles represent the frequency of each haplotype among individuals. Hatch marks along the branches indicate the numbers

of mutations and black dots represent unsampled and hypothetical haplotypes. Size of the lines are in proportion with the number of base substitutions.

http://popart.otago.ac.nz/


Supplementary Fig. S3. Haplotype COI network of Philaenus signatus from Greece obtained from TCS analysis with PopART v.1.7 (http://popart.otago.ac.nz). Each colour

indicates a different geographic area. Size of the circles represent the frequency of each haplotype among individuals. Hatch marks along the branches indicate the numbers

of mutations and black dots represent unsampled and hypothetical haplotypes. Size of the lines are in proportion with the number of base substitutions.

http://popart.otago.ac.nz/


Supplementary Fig. S4. Phylogenetic reconstruction of Neophilaenus campestris obtained from the analysis of COI sequences. Bayesian inference posterior probabilities

(%) are shown next to the branches. N. lineatus was used as outgroup.



Supplementary Fig. S5. Haplotype COI network of Neophilaenus campestris from Greece obtained from TCS analysis with PopART v.1.7 (http://popart.otago.ac.nz). Each

colour indicates a different geographic area. Size of the circles represent the frequency of each haplotype among individuals. Hatch marks along the branches indicate the

numbers of mutations and black dots represent unsampled and hypothetical haplotypes. Size of the lines are in proportion with the number of base substitutions.

http://popart.otago.ac.nz/


Supplementary Fig. S6. Phylogenetic reconstruction of Neophilaenus campestris obtained from the analysis of cytb sequences. Bayesian inference posterior

probabilities (%) are shown next to the branches. Philaenus spumarius was used as outgroup.



Supplementary Fig. S7. Haplotype cytb network of Neophilaenus campestris from Greece obtained from TCS analysis with PopART v.1.7 (http://popart.otago.ac.nz). Each

colour indicates a different geographic area. Size of the circles represent the frequency of each haplotype among individuals. Hatch marks along the branches indicate the

numbers of mutations and black dots represent unsampled and hypothetical haplotypes. Size of the lines are in proportion with the number of base substitutions.

http://popart.otago.ac.nz/


Supplementary Fig. S8. Haplotype ITS2 network of Neophilaenus campestris from Greece obtained from TCS analysis with PopART v.1.7 (http://popart.otago.ac.nz). Each

colour indicates a different geographic area. Size of the circles represent the frequency of each haplotype among individuals. Hatch marks along the branches indicate the

numbers of mutations and black dots represent unsampled and hypothetical haplotypes. Size of the lines are in proportion with the number of base substitutions.

http://popart.otago.ac.nz/

