
Table 2 Uncorrected pairwise distances (%) between members of Kurixalus estimated from 16S rRNA (lower triangle) and COI
sequences (upper triangle). NA: not available
Species 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19
K. silvaenaias
sp. nov.

4.6 4.7 6.7 12.8 12.3 11.4 NA 18.8 17.4 17.4 16.8 15.8 16.2 NA NA N
A

18.8 N
A

K. idiootocus 2.3 5.3 7.7 12.9 12.8 12.8 NA 18.3 16.4 17.3 17.1 17.1 16.6 NA NA N
A

19.5 N
A

K. raoi 3.6 2.5 5.6 12.3 13.8 11.7 NA 16.9 15.9 16.1 15.6 15.0 15.2 NA NA N
A

18.7 N
A

K.
lenquanensis

5.1 4.5 4.4 12.8 14.1 13.2 NA 17.8 17.5 16.3 16.9 15.1 15.3 NA NA N
A

20.2 N
A

K. eiffingeri 5.5 5.9 5.3 6.1 11.7 9.9 NA 18.4 17.2 17.3 16.0 16.9 17.3 NA NA N
A

19.3 N
A

K. wangi 5.7 6.5 5.9 5.9 4.4 9.7 NA 17.0 16.3 18.1 16.6 17.6 17.5 NA NA N
A

20.2 N
A

K. berylliniris 6.1 6.2 5.1 5.5 4.9 4.0 NA 15.7 15.3 17.9 16.9 16.4 16.9 NA NA N
A

20.8 N
A

K.
gracilloides

5.9 5.5 5.9 6.6 7.0 6.6 6.1 NA NA NA NA NA NA NA NA N
A

NA N
A

K. yangi 11.5 10.1 11.0 10.6 9.9 9.1 10.2 11.2 6.3 13.6 12.9 12.9 13.3 NA NA N
A

19.7 N
A

K. naso 11.7 10.5 11.0 10.6 10.4 8.9 9.5 10.5 4.5 12.6 12.6 13.1 13.0 NA NA N
A

19.1 N
A

K. baliogaster 12.0 11.8 11.6 11.2 11.0 10.6 11.8 11.9 7.6 8.4 9.3 5.0 3.6 NA NA N
A

19.1 N
A

K.
odontotarsus

12.3 11.1 11.9 11.0 11.0 10.4 10.6 11.2 7.1 8.4 3.5 9.2 8.8 NA NA N
A

20.1 N
A

K. bisacculus 12.5 11.8 12.2 11.3 11.0 10.6 11.6 11.3 7.9 8.7 3.4 3.1 3.6 NA NA N
A

18.0 N
A

K. hainanus 12.6 11.8 12.2 11.2 11.2 11.0 11.6 12.0 7.5 8.2 2.9 2.9 1.4 NA NA N
A

19.6 N
A

K. viridescens 12.8 12.2 12.4 12.7 12.2 11.0 11.2 10.8 10.3 10.7 9.7 9.7 9.7 9.9 NA N
A

NA N
A

K. banaensis 13.1 12.0 12.5 12.4 11.8 11.0 10.8 10.8 9.7 10.9 10.0 9.3 9.9 9.9 6.4 N
A

NA N
A

K. motokawai 14.4 12.9 13.4 13.7 12.7 12.5 12.0 11.3 12.1 12.5 11.9 11.7 11.9 11.8 9.2 8.6 NA N
A

K. chaseni 16.7 16.9 16.9 17.0 18.0 16.9 16.1 16.6 16.6 16.1 17.8 17.6 17.6 17.9 18.
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K.
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16.2 15.1 15.5 15.3 14.0 12.7 13.3 14.1 16.0 15.1 16.3 16.4 16.0 16.0 16.
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