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Abstract  Colletotrichum siamense is one of the main anthracnose pathogen of rubber tree in Hainan. To clarify
the population genetic structure of C. siamense from rubber tree in Hainan Province, ITS sequences of 58 C. sia-
mense strains from rubber tree in five counties were analyzed in this study. The results showed that 11 haplotypes
were identified. The haplotype 11 was the most one and distributed in all sampled counties, and the next was hap-
lotype 4 distributed in 4 of 5 sampled counties. The genetic differentiation index, Fst, revealed significant genetic
differentiation between Baoting populations and the others. AMOVA test showed that the genetic differentiation
was mainly occurred within population which accounted for 93.9% of the total genetic differentiation. Mismatch
distribution analysis suggested there is no population expansion for C. siamense from rubber tree. Phylogenetic
analysis showed that the haplotypes from the same counties were not clustered together. The results showed that
the natural population of C. siamense from rubber tree in Hainan had rich genetic diversity.
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Table 1 Distributions and haplotype diversity of Colletotrichum siamense samples from rubber tree in Hainan

X T S R BAAETR ZAE BHRZAEIE
Site Number Haplotype (Number) Haplotype diversity ~ Nucleotide diversity
{5 Baoting 12 H1(4);H3(3); H7(1); H9(1); H11(3) 0. 818 0. 002 93
&M Danzhou 10 H2(3);H4(2); H5(2); H6(1) ; H8(1) ; H11(1) 0. 889 0.003 77
¥ 1 Haikou 12 H1(1);H2(1);H3(1); HA(4) ; H6(1) ; H10(1) ; H11(3) 0. 864 0. 003 60
3 Qionghai 15 H4(2); H5(4); H6(2) ; H11(7) 0. 724 0. 002 55
i & Tunchang 9 H1(1);H2(1); H4(4); H10(1) ; H11(2) 0. 806 0. 003 30
&4 Total 53 H1(6);H2(5); H3(4); HA(12); H5(6); H6(4) ; 0. 855 0. 003 45

H7(1); H8(1); HO(1) ; H10(2) ; H11(16)

2.2 BFEIMGSHTRIEY KO

HIH TCS BAF2 i S R R 28 5 R P LI 1
AT o SRR A AR T — E WAL Al 45 T T
HBAUKAEHRTEAS A 1973 32 T B — AR
SRS RDR A AP . B AL HLL Ab TS rpCe R
NIRRT At iR AN BCR 23 P (] 2)

BN T AR B A 2 ] 8 A0 T Rl R A e T A A
FEFEEN . 5 AR Y 93. 90 5 I RE AR ] 38t % 22 7
BN 5 VRS 6. 106, BB TR A A TR] i PR 52
P, FOHEN BRAL AR B (FsoO (E 2 0. 061, 15
] R AR 1 27 ) 800 B AR AR 7 2R T AR A
T AT TR PR ] 249 o) 45 11 e M 2 SR — 2

ATLUE oA 2R 2 BUETE A, 534 Tajima’s D
‘riﬁjgﬁéél:%jﬂio 164 55, %ﬁ%‘@»ﬁ%g?j%i@% 7l - -0 - SZ{{H Observed value
B TEF P RGBS 2 i AR R M D s E R D A L 2: —— B Expected value
(kAR RN R R E §§ ' '/
g 0.1
0.
0 15 20

Bl SESEKRMNEFHERAERERMEE
Fig. 1 Parsimony network of the haplotypes of Colletotrichum

siamense from rubber tree in Hainan
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Fig. 2 Mismatch distribution of Colletotrichum siamense

from rubber tree in Hainan
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Table 2 AMOVA analysis of genetic variation within and among populations of Colletotrichum siamense from rubber tree in Hainan

AR AR F i I AR5 R MARSE AL/ % Giit Bl RS
Source df Sum of squares  Variance components Percentage of variation Stat Value Prob
BEAR[R] Among populations 4 2. 840 0. 026 39 Va 6.1
BN Within populations 53 21. 539 0. 406 39 Vb 93.9 Fst 0. 061 0. 023
&t Total 57 24. 379 0.432 78
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Table 3 Pairwise Fst value between geographical population of

Colletotrichum siamense from rubber tree in Hainan
I P 1 BH i A
Population Baoting  Danzhou  Haikou  Qionghai Tunchang
e
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Fig. 3 Neighbour-joining tree based on ITS sequences of

Colletotrichum siamense from rubber tree in Hainan
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