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The isolation and identification of Colletotrichum spp. from the economic host
plants in Northern Thailand was conducted. In this study, 88 isolates of Colletotrichum
spp. have been isolated from 52 host plant species. Study on the morphology of these
isolates found that they were difference in colon); color (vary from white, green,
orange to gray) and the growth rate on the medium (ranges from 0.82 to 1.72
centimeters/day). Microscopic studies showed that most of the tested fungi produced
cylindrical conidia (3.00-4.68 x 12.38-14.34 micrometers) and produced smooth or
rough appressoria ranged from 5.58-8.22 x 9.09-13.75 micrometers. Some of the
tested fungi produced sclerotia but most of them were not produced setae except the
isolate from lime. However classification of Sutton (1980), most of them (54 Jsolates
from 22 host plant species) were identified as Colletotrichum gloeosporioides. Two
isolate of C. capsici, C. coccodes and C. lagenarium were found and one isolate of C.
graminicola has been identified. The other 27 isolates could not identified, thus, the

classification and identified based on their morphology alone could not be used.

By randomly, thirteen isolates of Colletotrichum spp. which isolated from

Begonia sp., Coffea arabica, Caladium bicolar, Citrus reticulata, Codiaeum variegatum,
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Diospyros kaki, Euphoria longana, Limonium sp., Lycopersicon esculentum, Musa
sapientum, and Sorghum bicolor were used in this study for determine the phylogenetic
relationship. Total DNA of each fungus was extracted from mycelia and the nuclear
rDNA region was amplified by PCR technique using primers ITS5 and P3. The
nucleotide sequences of the PCR product were determined in order to analyze their
phylogenetic relationship. The nucleotide sequences of 17 known species of the
Colletotrichum spp. (C. acutatum, C. capsici, C. coccodes, C. dematium, C.
destructivum, C. fragariae, C. fuscum, C. gloeosporioides, C. graminicola, C. kahawae,
C. lindemuthianum, C. linicola, C. musae, C. orbiculare, C. sublineolum, C. trichellum
and C. trifolii) from the DNA databank of Japan (DDBIJ) were used for comparison. A
neighbor-joining tree was constructed by PAUP version 4.0 program using the
nucleotide sequence data of the conserved site of the ITS regions (used only ITS1). A
bootstrap analysis using 1,000 resamples of the data was carried out. Finally, the data
matrix was calculated by PAUP version 3.1. The result showed that the tested fungi
were divided into four groups. This grouping was similar to that grouping by based
on the morphological characters, such as C. gloecosporioides, C. capsici and C.
coccodes, excepts the fungus isolated from Musa sapientum that was identified as C.
musae. Thus, the nucleotide sequences of rDNA region was useful for analysis

phylogenetic relationship in the genus Colletotrichum at the speceis level.

More over, using AFLP (Amplified Fragment Length Polymorphism) technique
to analysis the phylogenetic relationship of the fifteen isolates of Colletotrichum spp.
which were isolated from difference host species; strawberry 1, strawberry 2,
pomegranate, orange 1, orange 2, guava, banana 1, banana 2, longan, persimon,
coffee, orchid, sorghum, lime and pepper. DNA of each fungal isolate was cxtractfd
and was analyzed by AFLP technique using EcoRI/Msel as adapter, EcoRI-A/Msel-C
as the primers for the 1st PCR and EcoRI-A/Msel-CAG, EcoRI-A/Msel-CAC,
EcoRI-A/Msel-CAT and EcoRI-AC/Msel-C as the primers for the 2nd PCR. After
analysis the PCR product by PAGE (polyacrylamide gel electrophoresis), a total of 154
polymorphic bands were obtained and they were analyzed by UPGMA (unweighted
paired group using averages) and parsimony. The result showed that all of the tested
fungi can be divided into 11 groups at a similarity of 0.7 as follows; the first group
consisted of the fungi isolated from strawberry 1 and strawberry 2, the second group

was isolated from pomegranate, the third group was isolated from banana 1 and banana
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2, the fourth group was isolated from longan, the fifth group was isolated persimon,
the sixth group was isolated from lime, the seventh group isolates from coffee and
sorghum, the eighth group was isolated from pepper, the ninth group was isolated from
guava, the tenth group was isolated from orchid, and the eleventh group was isolated
from orange 1 and orange 2. Thus the result also showed that these fungi which
isolated from the same host species were closely related except the isolates from coffee
and sorghum, they were identified as the same group. Therefore, the AFLP technique
was useful technique that can be used for identification of Colletotrichum. at strains or

cultivar level.





