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Abstract 
A total of 195 mud or mangrove crabs were collected from 3 Chantaburi and Trat, Ranong and 

Surat Thani Provinces. According to their color body, they were classified into 4 different morphs, 

black, white, green and violet. The black and white morphs  found in all locations, but the violet found 

only in Chantaburi-Trat and Ranong Provinces. The green ones could be found only in Ranong 

Province and was very rare morph compared to the others. Comparative studies of all morphological 

characters revealed that they have no unique character for their specific morph identification. One has 

to combine different characters; polygonal pattern on walking legs and paddle, shape of frontal spines 

and colour spot on outer cheliped , for classifying each morph. 

Mophometric studies were performed by using Canonical Variant Analysis (CVA) and 

Mahalanobis’ Distance. The CVA results revealed 4 groups of mud crabs. Each crab morph was 

combined into its center and separated clearly from the others. The Mahalanobis’ Distance showed less 

values(5.703 to15.447) within each morph than those (25.722 to 110.711) between morphs. All results 

revealed that each morph should be classified as a distinct species. 

Muscle tissues in walking legs of 74 crabs were used to isolate total DNA for using as template 

in PCR reaction. The Cytb and 16S rRNA fragments in mitochondrial DNA were amplified by 

polymerase chain reaction. PCR products obtained from both reactions were about 1,700 bp in length. 

The PCR products were purified and sent to servicing unit (MACROGEN Inc., Korea) for DNA 

sequencing. After determination of start and end points of the genes (Cytb and 16S rRNA), it was found 

that Cytb and 16S rRNA genes are 1,135 and 1,446 bp in length, repectively. Nucleotide sequences of 

both genes of mud crabs and swimming (Portunus pelagicus) as outgroup were performed nucleotide 

divergence and phylogenetic relationship (ML,MP and NJTrees) analyses. From Cytb gene, nucleotide 

divergence within morphs ranged 0.001 to 0.008 and between morphs ranged from 0.125 to 0.187.   

The divergence obtained from 16S rRNA ranging from 0.002 to 0.089 for within morphs and 0.068 to 

0.251 for between orphs. Both nucleotide divergence and phylogenetic relationship confirmed 

consistently that each crab morph should be a reproductively isolated species. The scientific name of 

each crab morph has been also discussed. This research project would like to name the black morph as 

Scylla serrata, the green  as S. oceanica, the violet  as S. tranquebarica and the white ones as S. 
paramamosain. 
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