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Absract :We determined 35 conplete mitochondria control regon sequences of Cailia nasus from 3 populations,
which induded Jiuduansha area (1J) in Yangize River esuary ,Qiantangiang River etuary (QT) and Zhoushan Idand
(Z9 ,to andyze their sequence variation and genetic sructure. Sequence lengths of the cortrol region in individua s of
C. nasts were 1 214 - 1 291 bp,which reveded that the control regon sequence of C. nasus had lengh
polymormphi sm. Sequence length polynomphism caused mainly by one or two times of 38 bp o“ CTA TGT ATT ATA
TTA CATATA TTA TGG TAT AGT ACA TA” sgment repeats. Genetic dructure andys's showed a high level genetic
diverdty o C. nasus (h=0.998 3T =0.026 2) whichindcated that C. nasus had high evol utionary potentia . The
high level of N, vaues (9.90 - 40.62) and very low Fs; vaues (0.012 - 0.053) ,the average K 2-P digances,as
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well as the AMOVA andyss dl reveded that the C. nasus aound Yangze River esuary had ro obvioudy
geographical differentiation. However the phylogenetic tree edimated by neighbor-joining (NJ) methods indicated that
the indviduds o C. nasus formed two norophyletic lineages, and the two lineages without corrdation with
geogrgphica populations. Based on nolecuar clock theory, the two lineages might share a comnon ancedor
goproximately 35 - 47 thousand years agpo.
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Tablel Sample size,number o haplotypes, haplotype diversty ( h) ,
and nuclectide diversity (Tt) o three Coailia nasus populations
(Mean £ D) (Mean £ D)
Population Sanple size No.df haplotypes Haplotype diversty (h) Nucleotide diversty (T , %)
RV 8

g 16 1.0000+0.022 1 2.61+1.34

QT 12 11 0.9848+0.040 3 3.63+1.91

zs 7 7 1.000 0+ 0. 076 4 0.89+0.53

Totel 35 34 0.9983+0.007 4 2.62+1.30

* 18« 3xquences used from Tang!®!.
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QI ATA CTA TGT ATT ATA TTA CAT ATA TTA TGG TAT AGT ACA TA- === === === === === === === === === === ——= ——— -TT ATG CAT TAT ATT ACA TAA TAT ATG GTA CAG TAT AC
QT4 ATA TTA TGC ATT ATA TTA CAT AAT ATA TGG TAC AGT A-- === === === === === === === == —om com o o dom e o T C
Q5 ATA CTA TGT ATT ATA TTA CAT ATA TTA TGG TAT AGT ACA TA- === === —== === === === === === ——= === ——— —— —CT ATG CAT TAT ATT ACA TAA TAT ATG GTA CAG TAT AC
QT6  ATA CTA TGT ATT ATA TTA CAT ATA TTA TGG TAT AGT ACA TAC TAT GTA TTA TAT TAC ATA TAT TAT GGT ATA GTA CAT ATT ATG CAT TAT ATT ACA TAA TAT ATG GTA CAG TAT AC
QT8 ATA CTA TGT ATT ATA TTA CAT ATA TTA TGG TAT AGT ACA TAC TAT GTA TTA TAT TAC ATA TAT TAT GGT ATA GTA CAT ATT ATG CAT TAT ATT ACA TAA TAT ATG GTA CAG TAT AC
QT9  ATA CTA TGT ATT ATA TTA CAT ATA TTA TGG TAT AGT ACA TA- --- --- --- --= === === === --= —— = ——— —— -TT ATG CAT TAT ATT ACA TAA TAT ATG GTA CAG TAT AC
QTI0  ATA === === === === o= =m= —mm e e e e e e o e e e o —— -TT ATG CAT TAT ATT ACA TAA TAT ATG GTA CAG TAT AC
QT ATA CTA TGT ATT ATA TTA CAT ATA TTA TGG TAT AGT ACA TAC TAT GTA TTA TAT TAC ATA TAT TAT GGT ATA GTA CAT ATT ATG CAT TAT ATT ACA TAA TAT ATG GTA CAG TAT AC
QT2 ATA CTA TGT ATT ATA TTA CAT ATA TTA TGG TAT AGT ACA TAC TAT GTA TTA TAT TAC ATA TAT TAT GGT ATA GTA CAT ATT ATG CAT TAT ATT ACA TAA TAT ATG GTA CAG TAT AC
IS1 ATA CTA TGT ATT ATA TTA CAT ATA TTA TGG TAT AGT ACA TA- -—- === === === === === —— === ——= ——— ——— —— —TT ATG CAT TAT ATT ACA TAA TAT ATG GTA CAG TAT AC
1S4 ATA CTA TGT ATT ATA TTA CAT ATA TTA TGG TAT AGT ACA TA- --- === ——= -== —— === === === —— === ——= —— -TT ATG CAT TAT ATT ACA TAA TAT ATG GTA CAG TAT AC
ST ATA CTA TGT ATT ATA TTA CAT ATA TTA TGG TAT AGT ACA TA- -— —-- === === === === —— === === ——— ——= ——— -TT ATG CAT TAT ATT ACA TAA TAT ATG GTA CAG TAT AC
JJ1 ATA CTA TGT ATT ATA TTA CAT ATA TTA TGG TAT AGT ACA TAC TAT GTA TTA TAT TAC ATA CAT TAT GGT ATA GTA CAT ACT ATG CAT TAT ATT ACA TAA TAT ATG GTA CAG TAT AC
JJ3 ATA CTA TGT ATT ATA TTA CAT ATA TTA TGG TAT AGT ACA TA- —=- -== === === === === === === === —= ——— —— -TT ATG CAT TAT ATT ACA TAA TAT ATG GTA CAG TAT AC
JJ& ATA === som oo omm e e e e e e e e e e e e —— ——— —— TT ATG CAT TAT ATT ACA TAA TAT ATG GTA CAG TAT AC
JJ5  ATA CTA TGT ATT ATA TTA CAT ATA TTA TGG TAT AGT ACA TA- -—= -— === === === === === -== === ——= ——— —— T ATG CAT TAT ATT ACA TAA TAT ATG GTA CAG TAT AC
JJ6  ATA CTA TGT ATT ATA TTA CAT ATA TTA TGG TAT AGT ACA TAC TAT GTA TTA TAT TAC ATA TAT TAT GGT ATA GTA CAT ATT ATG CAT TAT ATT ACA TAA TAT ATG GTA CAG TAT AC
JJ7 ATA TTA TGT ATT ATA TTA CAT ATA TTA TGG TAT AGT ACA TAC TAT GTA TTA TAT TAC ATA TAT TAT GGT ATA GTA CAT ATT ATG CAT TAT ATT ACA TAA TAT ATG GTA CAG TAT AC
JJ14  ATA CTA TGT ATT ATA TTA CAT ATA TTA TGG TAT AGT ACA TA- === == === === === === === === === ——= ——— —— CT ATG CAT TAT ATT ACA TAA TAT ATG GTA CAG TAA AC
JJ15 ATA CTA TGT ATT ATA TTA CAT ATA TTA TGG TAT AGT-ACA TA- === == === === === === === === == ——= —== —— 1T ATG CAT TAT ATT ACA TAA TAT ATG GTA CAG TAT AC
JJIB AT === === == —mm e oo omm e e e e e e e e e e e o - o~ 1T ATG CAT TAT ATT ACA TAA TAT ATG GTA CAG TAT AC
13
Fig. 1 Aligned repeated ssgments o mtDNA contrd region o three C. nasus populations
The two numbers at the firg line indicate the postion of the sdlected regon in sequences. Hyphens indicate insert or deletion.
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Fig. 2 Neighbor-Joining tree based on the mtDNA contrd region sequence variation of three C. nasus populations
1000 hbootdrgp ( 50 % )

Numbers at the nodes indicate bootstrap values with 1 000 replicates (given for bootstrap values greater than 50 %) .
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