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Table S1. Morphological data matrix used in this study, with character numbers and states following Ahyong (2005).
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Characters
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Alima pacifica

Alima pacifica
Anchisquilla fasciata
Anchisquilloides mcneilli
Belosquilla laevis
Busquilla plantei
Busquilla quadraticauda
Carinosquilla multicarinata
Clorida decorata
Cloridina moluccensis
Cloridopsis scorpio
Dictyosquilla foveolata
Erugosquilla grahami
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Fallosquilla fallax
Faughnia formosae
Faughnia profunda
Faughnia serenei
Harpiosquilla annandalei
Harpiosquilla harpax
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Lophosquilla costata
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Table S2. Results of Xia’s saturation test in DAMBEG for each of the markers analysed in this study. Values are based on random 32-
taxon subsamples of the complete data set.

Gene P-value (symmetrical tree) P-value (asymmetrical tree)
28S D1 expansion region <0.0005 <0.0005

128 <0.0005 0.039

16S <0.0005 <0.0005

CO] (codon position 1) <0.0005 <0.0005

COI (codon position 2) <0.0005 <0.0005

CO] (codon position 3) 0.0017 <0.0005




