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Genetic diversity and genetic differentiation between Coilia ectenes and Coilia ectenes
taihuensis inferred from cytochrome b gene segment sequence of mitochondrial DNA
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Abstract ; Genetic diversity and genetic differentiation between Coilia ectenes and Coilia ectenes taihuensis have been
investigated at the mtDNA level. Sequences analysis of cytochrome b (cyth) gene segments amplified by PCR was
used. Five different haplotypes were detected between the populations studied. The haplotype diversity of C.
ectenes and C. e. tathuensis were 0. 9000 and 0. 7000, respectively. The nucleotide diversity of C. ectenes and C.
e. tathuensis were 0.3763% and 0.4301% , respectively. An hierarchical analysis of molecular variance ( AMO-
VA) showed that very low levels of genetic partitioning, with 0. 00% of the total variation attributed to between
population differences, and lack of genetic structure. Our results supported that C. e. taihuensis is a geographical
population of C. ectenes; their difference has not risen to subspecies level.
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Fig. 1 Electrophoresis map of cytb gene PCR products
From left to right; C.e. taihuensis (1 to5) and C. ectenes(6 to 10)
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Tab. 1 Haplotype frequencies, haplotype diversity including standard error,

nucleotide diversity(% ) of the two populations studies

FARERD haplotype JI8% C. ectenes WE% C. e. tathuensis

BAEHL 1 Typel 1 3
LRI D Type2 2 1
PAfEARY 3 Type3 1 0
PALEH 4 Typed 1 0
HAEALS TypeS 0 1
PAfERIZAEVE Haplotype diversity 0.9000 0.7000
FrifEiR Standard error 0.1610 0.2184
W H 12 Z B Nucleotide diversity (% ) 0.3763 0.4301
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Tab. 2 Estimates of evolutionary distance among the 5 haplotypes
BERL RER2 RS Bfil4 BfEls

HfEAL L

PSR 2 0.003

HAERL 3 0.003 0.005

AL 4 0.003 0.005 0.005

AR S 0. 008 0.011 0.011 0.011
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Type2 ... ... ... ...

Type3 ... ... ... ...

Typed ... ... ... ..
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Typel TCT AAACAACGG GGC CTA ACCTTC CGG CCC CTC ACACAA TTC CTT TTC TGA ACT
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Typed ... .. .. o oL L. .

TypeS ... ... ... ... P SN

Typel CTG GTC GCAGAC GTA ATT ATC TTA ACA TGA ATC GGA GGA ATA CCT GTT GAA CAC
Type2 ... ... ... A..

Type3 ... ... ... ...

Typed ... ... .. ..
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Type2 ... ... ... ...
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Typed ... ... ... ..
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Type3 ... ... ... ...
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TypeS ... ... ... ...

Typel CCT AGT AGCTTA AAT TAA AGC GCC GGT CTT GTA ATC CGG AGA TCG GAG
Type2 ... ... ... ...

Type3

Typed ... ... ... ..

TypeS
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Fig.2 The consensus sequences of mitochondrial cytb gene segment from C. ectenes and C. e. tathuensis
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