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Tab.1 Details of specimens and GenBank accession numbers used in this study
(Brachycarpus) (Brachycarpus biunguiculatus) KC515034
(Palaemonidae) (Palaemoninae) B. crosnieri GZ166696
(Leander) Leander sp. KC515038
(L. tenuicornis) GQ227821
(Leandrites) (Leandrites deschampsi) KC515039
Leptopalaemon Leptopalaemon glabra EF588318
L. gagadjui EF588304
(Macrobrachium) (Macrobrachium nipponense) KC515040
(M.superbum) KC515041
(M. rosenbergii) GQ131903
(Palaemon) (Palaemon serrifer) KC515048
(P. concinnus) KC515043
(P. pacificus) KC515046
(Urocaridella) (Urocaridella antonbruunii) IN674359
U. pulchella KC515050
(Cuapetes) (Cuapetes amymone) JX025216
(Pontoniinae) C. anacanthus JX025215
(C. andamanensis) 1X025214
(C. elegans) JX025213
(C. ensifrons) JX025212
(C. grandis) JX025211
(C. tenuipes) JX025209
(Exoclimenella)  Exoclimenella maldivensis JX025208
(Harpilius) (Harpilius lutescens) J1X025205
(Manipontonia) (Manipontonia psamathe) JX025199
(Periclimenella) (Periclimenella spinifera) JX025194
(Periclimenes) (Periclimenes digitalis) JX025188
(Philarius) (Philarius gerlacher) JX025177
(P. imperialis) JX025176
P. miwor JX025175
(Alpheus) (Alpheus gracilipes) DQ642885
(Alpheidae)
F2 ETL&HIK 16s rRNA EEFFIF BRI KEITRE ,
P-1E 15 FE B 46 P ’
Tab.2 The P-distance matrix indicated by the mitochon-
drial 16 s rRNA sequence from Palaemonidae , Leptopalaemon
1 2 3 4 5 4 ,
1 0.172 (Palaemon)
2 0.211 - 3 ‘iﬂ— %
3 0.295 0.272 -
4 0.247 0.245  0.249 0.165
5 0.266 0.288  0.329 0.283 - ’
oL 32, ;3. ;4. ;5. 5 5 5
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0.66/- Philarius imperialis
0.94E Philarius gerlachei
0.99/50 Philarius miwor

0.99/-- —————— Harpilius lutescens

0.99/84 Cuapetes ensifrons
0.81/-- _{E Cuapetes elegans )
: 0.97/-- Cuapetes tenuipes Pontoniinae
0.83/56y Cuapetes amymone
0.5/ Lg/..’_‘: Cuapetes andamanensis

0.99/-- Cuapetes grandis
0.51/-- Periclimenella spinifera
1.0/96 Periclimenes digitalis
Cuapetes anacanthus

Exoclimenella maldivensis

1.0/1001 Macrobrachium superbum
0.73/-- Macrobrachium nipponense
0.96/67 Leandrites deschampsi

0.99/88 Macrobrachium rosenbergii
1.0/99 Leptopalaemon gagadjui

1.0/-- 0.897-- |: Leptopalaemon glabra

0.99/90 1.0/100  Brachycarpus biunguiculatus

L Brachycarpus crosnieri
Palaemon concinnus

1.0/96 Palaemon serrifer
|

T Palaemon pacificus

1.0/100 Lcander sp.
0.99/67 1.0/85 L Lcander tenuicornis

0.99/99 Urocaridella antonbruunii
Urocaridella pulchella

Manipontonia psamathe

Palaemonidae

0.60/90

Pontoniinae
Alpheus gracilipes out group

0.09

1 16s rRNA
Fig.1 Phylogenetic tree reconstructed by Bayesian Inference analysis of DNA sequences based on mitochondrial 16s rRNA gene
BI ;=7 0.5 50, NJ BI

Bayesian posterior probabilities (former) and bootstrap values (based on 1000 pseudoreplicates) from Neighbor-joining (later) are indicated on
each branch. Only values higher than 50% are shown

, , 3] Bl NJ
s E.maldivensis
, (PP=1.0,
, BP=96) ,
, (PP=0.99,
(0.249) BP=67) 16 s rTRNA
(0.165), , (0.211)
(0.295, 0.329) (0.245) ,
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A preliminary phylogenetic analysis of the family Palaemon-
idae (Caridea: Palaemonoidea) based on mitochondrial 16s
rRNA gene
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Abstract: The molecular phylogenetic relationship between the two subfamilies of Palaemonidae Rafinesque
(Palaemoninae Rafinesqueand Pontoniinae Kingsley)were reconstructed based on partial sequences of the
mitochondrial 16s TRNA gene retrieved from GenBank. The aligned sequences dataset contained 14 genera, 30
sequences of the mitochondrial 16s rRNA gene of palaemonid shrimps, and one species from Alpheidae Rafinesque,
9(Alpheus gracilipes Stimpson), as negative control. Sequence analysis showed that there were 263 variable sites
and 213 parsimony informative sites among the total 466 base sites in the aligned dataset. The average content of
A+T was 66.3%, significantly higher than G+C, indicating that the base compositions were biased in favor of A+T.
The DNA genetic distance analysis showed that the genus Manipontonia Bruce had a smaller genetic distance to the
subfamily Palaemoninae (0.211) than to its coordinal genera in subfamily Pontoniinae (0.245). It was consistent
with the molecular phylogenetic tree constructed by Bayesian inference and Neighbor-joining methods. In the
phylogenetic tree, the genus Manipontonia clustered in the assemblage of Palaemoninae rather than in the cluster of
Pontoniinae. Furthermore, this genus is more similar to the Palaemoninae genus Urocaridella Borradailein
morphology. The morphology and molecular evidences suggested the systematic status of the genus Manipontonia
needs to be re-evaluated. Genus Manipontonia andthe two clustered subfamilies are sister groups, supporting the

two subfamilies scheme of Palaemonidae.
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