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Figure S1 

Unrooted neighbour-joining phylogenetic tree of the crustacean decapods inferred from 

18S rDNA sequences. The infraorder and common names are shown beside the tree. 

Numbers of each node represent bootstrap percentage values from neighbour-joining 

and maximum parsimony analyses, respectively. The bootstrap percentages less than 

50% are not shown. Bar indicates 0.02 substitutions per site. 

 

Figure S2 

Multiple alignment of 870 bp nucleotide sequences of 18S rDNA among caridean 

shrimps. At least 15 indels are observed among the aligned sequences within caridean 

sequences and 817 unambiguously aligned positions with the corresponding sequences 

of other decapods were used for phylogenetic analyses.  

 

Figure S3 

Multiple alignment of 590 bp COI nucleotide sequences among Alvinocaris sp. of 

Sagami Bay, A. longirostris of the Hatoma Knoll haplotype 1 and 2 and A. lusca that has 

been reported from Galapagos Rift. A. longirostris COI haplotype 1 shows the identical 

nucleotide sequence to that of Sagami Bay, while the haplotype 2 reveals only two 



nucleotide substitutions. On the other hand, both the haplotype 1 of A. longirostris and 

that of Sagami Bay revealed 4.9% differences (34 nucleotide substitutions) to the most 

closely related A. lusca (see figure 1b). For number of nucleotide substitutions or 

informative sites within the COI sequences of Bresiliidae, please refer to Shank et al. 

(1999). 

 



Jasus verreauxi AF498665
Jasus edwardsii KC725 AF235972
Projasus bahamondei AF498673

Palinurellus wieneckii AF498672
Panulirus penicillatus AF498671
Panulirus japonicus AF498670
Palinurus gilchristi AF498679
Palibythus magnificus AF498666
Palinustus waguensis AF498667
Palinurus elephas AF498678

Puerulus angulatus AF498668
Parribacus antarcticus AF498676
Scyllarides latus

Scyllarus arctus AF498677
Justitia longimanus AF498674

Linuparus trigonus AF498675
Isocheles pilosus AF436021

Calcinus obscurus AF436022
Coenobita compressus AF436023

Emerita talpoida AY743949
Lepidopa californica AF436015
Emerita brasiliensis AF439384

Emerita emeritus AY583971
Aegla platensis AY595800
Aegla ligulata AY595801

Pagurus longicarpus AF436018
Lomis hirta AF436013

Blepharipoda occidentalis AF436014
Neoglyphea inopinata AY583968

Orconectes virilis KC95 AF235965.
Procambarus clarkii AF436001
Cambarus maculatus AF235964

Thaumastchelopsis sp. AY583967
Homarus americanus AY743945

Nephrops norvegicus Y14812
Raninoides louisianensis AF436005

Hemigrapsus sanguineus AY216710
Ocypode quadrata AY743942

Upogebia affinis AF436007
Jaxea nocturna AF436006
Thalassina anomala AY583969

Callichirus major AF436002
Hippolyte pleuracanthus AY743956

Paratya australiensis AY374180
Alvinocaris longirostris

Macrobrachium latidactylus AY374171
Macrobrachium equidens AY374174

Periclimenes pedersoni AY743954
Palaemonetes vulgaris AY743941
Palaemonetes atrinubes AY374178
Macrobrachium intermedium AY374170
Palaemon serenus AY374179
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