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(range 11.7–20.6%) (Table 1) while it was 27.7% (range 
20.8–32.1%) between the former and Indian Cnemaspis 
species (Table S6) exclusive of the members of the C. 
kandiana clade. The p-distance between new species 
from Ethagala Mountain, Ampara and other taxa in the 
C. kandiana clade was 28.3% (range 26.9–29.8%) (Fig. 
S1). The undescribed Cnemaspis sp. 9 has the lowest 
p-distance (11.7%) to the new species from Ethagala 

mountain, Ampara. The p-distance between the new spe-
cies from Galgiriya mountain, Kurunegala and other taxa 
in the C. podihuna clade was 15.7% (range 8.9–19.5%) 
(Table 1) while it was 27.7% (range 20.1–32.1%) between 
the former and Indian Cnemaspis species, exclusive of 
the members of the C. kandiana clade. The p-distance 
between the new species from Galgiriya mountain, Ku-
runegala and other taxa in the C. kandiana clade was 

Figure 1. Bayesian inference tree of the podihuna clade derived from the analysis of 1347 bp of the ND2 gene sequences represent-
ing 142 taxa (see Fig. S1 for the complete tree). Inset: Cnemaspis nanayakkarai sp. nov. from Galgiriya mountain. The black circles 
at nodes correspond to BI PP and ML BS support values greater than 0.95 and 70 respectively. For voucher specimen information 
and GenBank accession numbers see Table S1. The grey vertical bars indicate results of molecular species delimitation analyses 
(bPTP and PTP).
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