
Supplementary Fig. S3 The maximum likelihood tree of Branchiopoda species based on the 

concatenated 13 protein-coding genes in the mitochondrial genome. A scale bar representing the number 

of nucleotide substitutions per site is shown. Values near the nodes represent the percent bootstrap 

probability.
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Artemiidae

Eubranchipus uchidai (Eu36)

Eubranchipus asanumai (Ea3)

Eubranchipus hatanakai (Eh1)

Eubranchipus grubii

Chirocephalidae

Phallocryptus tserensodnomi

Branchinella kugenumaensis (Japan)

Branchinella kugenumaensis (China)

Thamnocephalidae

Streptocephalus cafer

Streptocephalus sirindhornae
Streptocephalidae

Anostraca

Daphnia galeata

Daphnia laevis

Daphnia pulex

Daphnia similis

Daphnia magna

Diaphanosoma dubium

Cladocera

Limnadia lenticularis

Gondwanalimnadia sp.
Spinicaudata

Diplostraca

Lepidurus apus lubbocki

Lepidurus arcticus

Triops cancriformis

Triops granarius

Triops australiensis

Triops longicaudatus
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