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Introduction
Portunus pelagicus (Linnaeus 1758), commonly known as the blue

swimmer crab, 1s the most v e marine crab landed 1n India.
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Lai et al., (2010), has revised the ,‘ ‘. €s and four distinct species
ST |
sed. gn~m() sho oglcal@nd DNA!characters as

well as biogee graphlc%l considerations. Hence considering the ur-

were recognised

gency, the present work has initiated to rule out the taxonomic
ambiguity existing among the species 'C’omplex of P pelagicus
existing in Indian waters.

Materials and Methods

Specimen collection: Samples of Portunus species were collected
from Palk Bay & Gulf of Mannar along the SE Coast of India. A
portion of muscle tissue was collected and stored 1n 95% ethyl al-
cohol and stored at 4°C in a refrigerator.

Isolation of DNA DNA extraction for all samples followed using
Qiagen kit Blood and Tissue Kit (Cat No. 69506).
Amplification of 16S rRNA &Cytochrome Oxidase I (COI) region:

The mitochondrial 16S rRNA and CO1 gene was amplified using following primers.

Genes Primer Sequ.ence
16S rRINA gene J 13080 168 R (5’-CGCC ATCAAA
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Sequence analysis: Products were sequenced bidirectionally using ABI
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Results

Genetic analysis based on 16S rRNA gene and COI gene
16S rRINA gene COI gene

450 base pairs of aligned sequences - 650 base tali
Two clusters in the UPGMA tree with a | s in the UP& \,_,—~_ tice species

divergence value 2.4-3.8 % 2
Minor cluster (1nc1ud1ng 1F SF 8M alone)

represented __Portunus pelagicus

Major cluster includes Portunus reticulatus

(all individuals except 1F SF, 8M).

Intra species dlvergence

P, reticulatus: 0.00-0.001/ P, pelagicus: 0.002-0.007
‘Haplotype diversity: 0.9123

Nucleotide diversity : 0.00815

8F Primer F 9863-5 5532 Portunus 1M COla 14590-1 6516
10M Primer.F 98636 5532 Portunus3M CQla 14590-6 6516
7M Pri F 9863.3 5532 nus3F COla 14590-7 6516

) Pon 5M COla 14590-3 6516
F 9863-2 5532 i

: Portunus8F COla 14590-4 6516
il GM Pri F9863-1 5532 Portunus10F COla 14590-8 6516
9F PrimerF 10118-6 5629 Portunus4M COla 14590-5 6516
7F PrimerF 10118-2 5629 gi|157284337|gb|[EF661970.1| Portunus reticulatus
5M PrimerF 10118-7 5629 100 E' 9i|157284337|gb[EF661970.1| Portunus reticulatus

— (i|157284325|gb|[EF661964 1| Portunus reticulatus
0i|205881119)gb|GQ272559.1| Port

100 9i[295881113Jgb|GQ272556. 1| Portunus segnis
—| 0i[295881113|gblGQ272556. 1|Portunus segnis isolate
Portunus1F COla 14580-3 6516
ﬁ{ Portunus8M CQla 14590-3 6516
PortunusSF COla 14590-2 6516

1F PrimerF 10118-5 5629 35 | 91|295881121/gb|GQ272560. 1| Portunus pelagicus isolate
5F PnmerF 10118-10 5629 @i|295881121]gb|GQA272560| Portunus pelagicus isolate
Eﬁ‘ :

3F PrimerF 10118-3 5629
1M PrimerF 10118-11 5629
— 10F Primer.F $863.7 £532
2F PrimerF 10118-8 5629

3 PrimerF 10118-4 5629
2M PrimerF 10118-9 5629

8M Primer.F 9863-4 5532 gi|295881128|gb|GQ272564. 1] Portunus pelagicus isolate
951 gi|295881128]gb|GQ272564. 1| Portunus pelagicus isolaion
0i|32698659|refiINC 005037 1| Portunus trituberculatus mito
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NJ Tree generated using 16s rRNA & COIl sequences show similarity of
cluster | with Portunus reticulatus and cluster Il with Portunus pelagicus.

Pair-wise genetic distances (Kimura 2-parameter)
of Portunus species based on COl using MEGA V 5.0.

Summary & Conclusion
Data generated using COI and 16S rRNA sequences show two dis-

tinct clusters among Portunus pelagicus species distributed along
Gulf of Mannar and Palk Bay- cluster I of Preticulatus and clus-
ter II P. pelagicus. The work 1s continuing with samples procured
from the same area as well as from other naturally ocurring areas of
the species, to get clear picture of Portunus pelagicus species diversity
in the country.

Portunus pelagicus Portunus reticulatus
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