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Tab. 1 Sampling locations, time, identifiers of lutjanids sequenced in the present study (left) and 12S rRNA sequences of lut-
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(--)
(Lutjanidae malabaricus) 2004-11-04 LMFQ1 (Lutjanus campechanus)  AY372811
2004-08-06 LMYJ2 (Pterocaesio tile) NC_004408
2005-10-08 LMSY1 (Monotaxis grandoculis) NC_010957
2004-10-13 LMDX1 (Lethrinus obsoletus) NC_009855
(L. vitta) 2004-11-01 LVXM1-VXM3 ( Siganus unimaculatus) NC_013148
(L. argentimaculatus) 2004-11-09 LARP1 (Siganus fuscescens) NC_009572
(P.digramma) 2008-12-04 PDNA1 (Sargocentron rubrum) NC_004395
(L. sebae) 2005-02-02 LSDYW2 (Myripristis berndti) NC_003189
(L. rivulatus) 2004-08-06  LRYJ1-LRYJ2 (Beryx splendens) NC_003188
(L. russelli) 2004-10-13 LRDX1-LRDX5 (Danio rerio) NC_00233
(L. johni) 2004-10-13  LIDX1-LIJDX2
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895bhp, T C A G
205% 26.8% 30.6% 22.2% 31 BLEBHANWERZALS RN
170 126 /

23



B3RS REPOATS

LRDX1
LRDX3
981 LRDX4
LRDX5
93l LrDX2
LVXMI
LVXM2
LVXM3

L.russelli

L.vitta

L.rivulatus

Lutjanus.campechanus
LARP1 | L.argentimaculatus
LMYJ2

LMDX1| ; ;valabaricus
LMSY1

LMFQI

LSDYW2| L.sebar
LIDX1

100' LIDX2
Pterocaesio tile
97—PDNA1 | P.diagramma

9 Sargocentron rubrum
_J{ Myripristis berndti

9 Beryx splend

Siganus unimaculatus
95— Siganus fuscescens

Monotaxis grandoculis
94 Lethrinus obsoletus

Danio rerio

41

L.johni

0.1

1 12S rRNA

LRDX1
LRDX3
9N RDX4 | L.russetii

LVXM1
00 LVXM2
LVXM3

LRYJ1 .
LRY)2 | L.rivulatus

L.vitta

Lutjanus campechanus

LMFQ1

LIDX1
100" LIDX2
Pterocaesio tile

PDNAL | P.diagramma
100

L.johni

LARP1 | L.argentimaculatus
L.malabaricus

LSDYW?2 | L.sebar

Sargocentron rubrum
Mpyripristis berndti

100 Beryx splend.
Siganus unimaculatus
100 Siganus fuscescens

15

Monotaxis grandoculis
99 Lethrinus obsoletus
—i
0.05
() ()

Danio rerio

Fig. 1 Phylogenetic trees based on partial 12S rRNA sequences of snappers inferred from maximum likelihood method (left) and

Bayesian inference (right)

1000
Numbers in the nodes represent bootstrap values with 1000 replications (left) or the marginal posterior probability of each clade (right)
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Phylogeny of eight snappers (Lutjanidae) in Chinese coastal
waters inferred from partial mtDNA 12S rRNA Sequences
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Received: Oct., 15, 2010
Key words: Lutjanidae; Lutjanidae malabarius; mtDNA 12s rRNA; phylogeny

Abstract: Partial sequences of 12S rRNA gene of eight snappers collected in coastal waters of china determined in
the present study and two lutjanid sequences downloaded from GenBank were combined to reconstruct Maximum
likelihood and Bayesian inference trees with Siganus unimaculatus, S. fuscescens, Monotaxis grandoculis, Lethri-
nus obsoletus (perciformes), Myripristis berndti, Beryx splendens, Sargocentron rubrum (Beryciformes), and Danio
rerio(Cypriniformes) as outgroups. Totally 170 variable sites and 126 parsimony-informative sites existed in the
895 bp sequences, and the ts/tv ratio was 2.39. Phylogenetic trees showed that the Caesioninae were nested within
the Lutjaninae, supporting the recent opinion that the Caesionidae shoud be regarded as a synonym of the Lutjani-
dae, but their phylogenetic relationships to other lutjanid species remained to be further studied. L.malabarius and L.
sebae formed a well-supported clade, supporting the taxonomical treatment of L.malabarius and L. sebae based on
morphological characters; however morphologically similar species L. johni and L. argentimaculatus were geneti-
cally quite different, indicating that morphologically similar species were not necessarily genetically closely related.
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