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Tab.1 Overall mean and standard deviation of meristic characters of 6 populations
of genera Parabramis and Megalobrama
SR 13k JE A5 BRIV = £ ) RIL=F1; Kb IR
FEAEL 30 50 30 30 51 30
A 258 51.8+2.6 52.7 2.2 51.7+2.3 52.9 2.3 52.6 2.1 52.2+2.3
sk 8% 11.9+0.6 11.8 +0.6 10.7 £0.7 10.9 £0.3 11.1+0.3 11 +£0.0
2T %% 9.3+0.9 9.6 £0.7 8.8+0.9 8.9+0.3 8.9+0.3 8.6 £0.5
1230 3,7 3,7 3,7 3,7 3,7 3,7
T & 2% %% 1,16 ~19 1,16 ~19 1,16 ~19 1,16 ~19 1,16 ~19 1,16 ~19
fi5 858 255 1,8 1,8 1,8 1,8 1,8 1,8
T 2B 3,27 ~22 3,27 ~22 3,27 ~22 3,27 ~22 3,27 ~22 3,27 ~22
xR2 6 M REGERERBENESERS
Tab.2 Morphological distances calculated with cluster analysis between 6
populations of genera Parabramis and Megalobrama
R LG EE 13k JE A5 BRI = f RIL=F1; Kb IR
[ 3k fifj 0 1.256 5 2.5573 21.264 7 85.528 6 566.624 7
JE AT 1.256 5 0 4.228 4 26.888 4 95.963 5 595.775 0
BRIFIL =t 2.5573 4.228 4 0 12.192 8 63.509 7 507.844 0
RIL= At 21.264 7 26.888 4 12.192 8 0 25.574 1 374.651 8
K2t 85.528 6 95.963 5 63.509 7 25.574 1 0 218.070 7
IR 566. 624 7 595.775 0 507.844 0 374.651 8 218.070 7 0
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Fig.2 Clustering dendrogram of 6 populations of

genera Parabramis and Megalobrama
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Tab.3 Classification results by stepwise discriminant analysis of 6 populations of genera Parabramis and Megalobrama

N BRIFIL ARIT ” FUNMERR AR
R RANC Mk EEmn D B S T o
[ 3k 5 30 30 (29) 0 (0) 0 (0) 0 (0) 0 (1) 0 (0) 100.0(96.7)
JEL A5ty 50 0(0) 45 (41) 1(1) 4 (6) 0(2) 0 (0) 90.0 (82.0)
RYEL =Mt 30 0 (0) 0 (0) 30 (30) 0 (0) 0 (0) 0 (0) 100.0 (100.0) 95.9 (93.7)
RIL=Fatj 30 0 (0) 2 (2) 0 (0) 28 (28) 0 (0) 0(0) 93.3(93.3) ) )
K F i 51 0 (0) 1(1) 0 (0) 1(1) 49 (49) 0(0) 96.1(96.1)
I ] 30 0 (0) 0 (0) 0 (0) 0 (0) 0 (0) 30 (30) 100.0(100.0)
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Morphological variations of genera Parabramis and Megalobrama teleost
populations

CHEN Jie, LI Fu-gui, HUANG Chuang-xin, JIANG Xia-yun, ZOU Shu-ming
(Key Laboratory of Freshwater Aquatic Genetic Resources, Shanghai Ocean University, Shanghai 201306, China)

Abstract: In the present study, three multivariate morphometrics analyses were introduced to assess the
morphological variations on meristic parameters, measurable scaling parameters and truss network scaling
parameters in Parabramis pekinensis, Megalobrama amblycephala, M. terminalis ( Dongjiang population and
Qiantangjiang population ), M. pellegrini and M. hoffmanni in China. Results were shown below: No
significant variation ( P > 0. 05) was observed on seven meristic parameters such as scale number on lateral
line, scale number above lateral line, scale number beneath lateral line, soft dorsal fin ( spines, rays),
pectoral fin ( spines, rays), pelvic fin ( spines, rays), anal fin ( spines, rays) among Parabramis and
Megalobrama species. Based on nine measurable scaling parameters and twenty truss network scaling
parameters, cluster analysis presented a relatively close relationship between M. amblycephala, M. terminalis
and M. pellegrini, and these three species had relatively far relationship with the species of genus
Parabramis, while they all had great morphological variation with the species M. hoffmanni. Meanwhile,
certain morphological variations were detected between Dongjiang population and Qiantangjiang population of
the species M. terminalis. Discriminant analysis outputted six discriminant functions with a comprehensive
accuracy rate of 93.7% among the six populations of genera Parabramis and Megalobrama. The cumulative
contributive proportion of two chief principal components extracted by principal component analysis was 77.
9% , in which principal component 1 accounted for 70.9% . Characters that played key roles in inter-species
morphological variation among Parabramis and Megalobrama concentrated mainly in the direction of dorsal-
ventral axis.

Key words: Parabramis; Megalobrama; morphology ; multivariate morphometrics analysis; relationship
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