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Identification of haplotypes of Cacopsylla citrisuga from Yunnan Province
based on mitochondria COI sequence
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Abstract ; [ Objective ] To characterize genetic diversity levels of Cacopsylla citrisuga Yang & Li collected
from two regions of Yunnan Province. [ Method] The samples of C. citrisuga from Ruili city and Shiping
county were identified by the gene barcoding of the mitochondrial cytochrome C oxidase subunit I ( COI).
The phylogenetic tree and genetic distance were obtained. [ Result and conclusion] Two haplotypes of C.
citrisuga, C1 and C2 were identified. C1 was the only haplotype of the populations from Ruili city, while
C1 and C2 both existed in the population from Shiping county. Unlike other previous studies of insects,
the COI-based genetic diversity of C. citrisuga was extremely low, with the maximum sequence diver-
gence being only 0. 16% . The COI fragment can be used to distinguish C. citrisuga from the other four

Cacopsylla species successfully.
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Tab.1 Information about the samples of Cacopsylla citrisuga and Diaphorina citri

KA b A, AREFNHE FEA G A EMY H TR /m
Sy 76 S5 FLAS Tl AL 1 ~5(HgH) Frig 2012.04.10 1130
Fiti 00 113 X Fhim A EL 6 ~8( ) Frig 2012.04.10 1 030
TR S 1A % Nl 10 ~15( i) Frs 2012.05.07 1 200
TR P 5 % Nl 16 ~20 (i) Frts 2013.03.05 1 495
A1 Bt B e b A EL T2 ) T3 T4( k) Rl 2013.11.01 1350
HE AL T1(# ) il 2013.11.01 1350

1.2 DNA ZENFNBHI R BRI 18
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K C. fraudatrixl ( JX987969 ). C. fraudatrix2
(JX987968 ) . C. fraudairix3 ( JX987970 ) . C. ledil
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( KF494331 ) . C. myruilli7 ( KF494332) | C. pyricolal
(JF327693 ) | C. pyricola2 ( J¥F327670) . C. pyricola3
(JF327671) | C. pyricola4 ( J¥327705 ) | C. pyricola5
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opelma foersterl2 ( JX987966 ) F Bactericera cockerelli
(KC008074 ). FH] MEGA 5. 1 4T R Gk F 7347 , 4
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Fig.1 The RAPD-PCR amplification patterns with the primer of

OPAO09 on the nymphs of Diaphorina citri and Cacopsylla

citrisuga
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Fig.2 Nymphs of Diaphorina citri (a) and Cacopsylla citrisuga
(b)
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Fig.3 Distributions of the intraspecific and interspecific genetic distances of 7 psyllid species
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Fig.4 The neighbor-joining tree inferred from the COI sequences
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