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Supplemental Tables
Table S1: Provenance data for the specimens used in this study.

Table S2: The 18 outgroups used in Fig. S1 with vouchers and GenBank data. Collection codes of Naturalis Biodiversity Center (Leiden, The Netherlands) start with the prefix RMNH.

	RMNH
	Genus
	Species
	Genbank accession codes

	
	
	
	COI
	16S
	H3

	53697
	Hapalocarcinus
	marsupialis
	KJ923654
	KJ923715
	-

	53699
	Hapalocarcinus
	marsupialis
	KJ923655
	KJ923716
	-

	53907
	Utinomiella
	dimorpha
	KJ923671
	KJ923731
	-

	54006
	Utinomiella
	dimorpha
	KJ923674
	KJ923734
	KP096185

	53982
	Lithoscaptus
	tri
	KJ923672
	KJ923732
	-

	53994
	Lithoscaptus
	tri
	KJ923673
	KJ923733
	-

	54100
	Xynomaia
	sheni
	KJ923679
	KJ923739
	-

	54102
	Xynomaia
	sheni
	KJ923680
	KJ923740
	-

	54114
	Pseudocryptochirus
	viridis
	KJ923683
	KJ923743
	-

	54181
	Pseudocryptochirus
	viridis
	KJ923686
	KJ923745
	-

	54237
	Fungicola
	fagei
	KP193015
	KP192971
	KP096210

	54238
	Fungicola
	fagei
	KP193016
	KP192972
	KP096211

	54239
	Fungicola
	syzygia
	KP193017
	KP192973
	KP096212

	54240
	Fungicola
	syzygia
	KP193018
	KP192974
	KP096213

	54285
	Sphenomaia
	pyriformis
	KJ923693
	KJ923752
	-

	54314
	Sphenomaia
	pyriformis
	KJ923695
	KJ923755
	-

	54447
	Neotroglocarcinus
	dawydoffi
	KJ923701
	KJ923762
	-

	54483
	Neotroglocarcinus
	dawydoffi
	KJ923702
	KJ923763
	-




Supplementary Files

Fig. S1: Maximum likelihood tree (including Pseudohapalocarcinus ransoni Fize & Serène, 1956) based on three concatenated markers (COI, 16S rRNA and H3) using IQ-TREE (Nguyen et al. 2015) with 10000 ultrafast bootstraps (Minh et al. 2013).

Fig. S1 analyses details
All analyses were performed on a concatenated dataset including two mitochondrial genes (Cytochrome Oxidase I (COI) and 16S rRNA) and a nuclear gene (Histone H3). The concatenated gene data set consisted of 1539 bp: 658 bp for COI, 594 bp for 16s rRNA and 287 bp for H3. The sequences of each marker were aligned separately using Clustal W 2.1 (Thompson et al. 1994) and then adjusted manually. All sequences were concatenated by Phylosuite 1.2.1 (Zhang et al. 2020), subsequently PartitionFinder 2 (Lanfear et al. 2017) was applied to find the best partition scheme of the complete dataset including 18 outgroups. Eighteen species under the family (Cryptochiridae) were chosen as outgroups according to Van der Meij and Nieman (2016). The sequences of these outgroups were downloaded from NCBI (Table S2). PartitionFinder was again used to find the best-fit nucleotide substitution models for the respective partitions, based on the greedy algorithm and AICc criterion. The best substitution models for each fragment are GTR+I+G. We applied IQ-TREE through Phylosuite. Finally, the phylogeny reconstruction was visualized using Figtree v1.4.4 (Rambaut and Drummond 2018).

Fig. S2: Time-calibrated, three-marker MCC tree of Opecarcinus with node bars; the numbers in brackets next to the nodes are the estimated divergence times. Only posterior probabilities >0.5 are provided.
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