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Abstract M itochondrial cytb gene sequences with 730 bp were analyzed fran chilean jack mackerel
(Trachumusmuiphyi) of the Southeast Pacific collected in Chile out-econam ic zone n 2006 (OEZ2006), out
econam ic zone in 2007 (OEZ2007) and intereconamic zone in 2006 ( [EZ2006). 11 haplotypes in 39
analyzed samples were observed and only one haplotype was shared among three populations with 23
polymorphic sites in analyzed 730 bp sequence 3, and 22 polymomphic sites were detected in OEZ2006 and
0EZ2007, respectively and no sequence variation was found in IEZZ2006. The haplotype diversities were
0.3309, 0 640 5 0. 000 O, and nucleotide diversities were 0. 000 5, 0. 004 3, 0. 000 0 jn OEZ2006,
0EZ2007, EZ2006, respectively AMOVA analysis indicated that no significant genetic divergence among
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three populaltions NJ tree also showed that all ndividuals from three populations clustered into one clade
The results indicated that Chilean Jack mackerel in inter- and outeconamic zone in Chile would be one
popu la tion

Key words Chilean jack mackerel EEZ mitochondrial cyth gene Southem Pacific
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Fig 1 Geographical origin of Trachums muiphyi populations sequenced i this study
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Tab 1 Genetic diversities ofm DNA Cytb sequences in three popu lations of Trachurusmurphyi(mean=®SD )
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Tab- 3 Genetic distance (below diagnose) and F, value (above diagnose) between popu lations
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1£Z2006 0. 000 2 0. 0017

24 RHExRFR

AR B AT BT f (G enBank JFEFI 2, AY526539 ) g 4hEE, AR : (NDXTITAE 39 HEEA
W RS R (& 3), GERFH AW AR EOMETE R — N K R &4 Uk E 2006
FELTFIX AN —AREAS [2006 (10) BHBUBERE R, EBRMEER, I NI BEIR 3 E 5 R RIE
B, 3AMBEUR I RS R RO



216

E il i

SN

¥ ¥

18%

0. 0230

0. 0007_|

2006 (21)
0. 0042 507 (04)
2007 (19)
2007 (17)
inter-3
2006 (05)
2006 (14)

0. 0014

— 2007 (11)
2007 (06)

0. 0014

— 2006 (07)
2007 (16)
2006 (19)
0- 002807 (09)
2006 (13)
2006 (20)
2006 (08)
0.0014

— 2007 (08)
2007 (20)

0. 0000
2006 (02)
0.0014

— 2006 (22)
2007 (03)
inter-2
2006 (04)
2007 (10)
£59942-2007(12)
2007 (13)
2006 (01)
2007 (14)
2006 (17)

0. 0014 0.0142

|
[ 2007 (02)

2007 (15)
2006 (11)
inter—4
2007 (05)
2006 (06)
2006 (16)

inter—1

0. 0006
2006 (10)

0. 005

K S AT FEEBEIRADRA NI TREAM

0. 0394

2007 (01)

AY526539
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