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Colltotrichum sp./ANTHRACNOSE/CASSAVA

The objectives of this study was to identify the cassava anthracnose causal
fungi. The study was carried out by collecting cassava samples with anthracnose
symptoms from various planting areas covering those in 10 districts of 8 provinces in
Thailand. The causal fungi were subsequently isolated from the diseased materials
using water agar (WA) and half potato dextrose agar (HPDA). After obtaining single-
spore isolates, the fungi were subjected to a standard morphological study protocol.
Their molecular biological characters were studied by comparing their nucleotide
sequences of the PCR amplified DNAs, using the universal ITS3 and ITS4 as primers,
with those in the Genebank. From the 38 isolates obtained, they could be divided into
5 groups according to the colony colors and 2 groups according to their growth rates
of which 34 isolates were fast growing, while the other 4 were slow growing. Thirty
five isolates out of 38 did not produce setae except SRTLF01, SLC032, and KBSF02
that did. By microscopic examination, most isolates produced cylindrical conidia
except SRTLFO1 from Surathani that produced falcate conidia. From pathological test,
all 38 isolates could cause anthracnose symptoms on inoculated Kasetsart 50 cassava
leaves and Super Hot chili fruits but the disease severities were different depending on
the isolates. With the PCR, DNAs of most isolates gave the amplified DNAs that were
450 bps in size which was the same as that of reference chili Colletotrichum

gloeosporioides (CG) obtained from Kasetsart University (KU), except the isolates



SLC032, SRTLF01, NKSTKBS02, NKSTKBS05, NKSTKLS02, NKSTFBS01 and
KBSFO1 that gave 490 bp DNAs comparable to that obtained from reference chili C.
capsici (CC) from KU. After being analyzed, sequences of the amplified DNAs of
most isolates had a very high similarity to that of CG, except one that was similar to
that of CC and C. lindemuthianum (CL). By using 3 primers to amplify the DNAs
from the 38 isolates and 2 reference isolates using the random amplified polymerase
polymorphism (RAPD) technique, only the OPA13 primer was effective in
differentiating the isolates and had an agreeable result with that identified by other
techniques. When results from all techniques were combined and co-analyzed, it could
be concluded that from the 38 isolates obtained, 32 were fast growing CG which could
be subdivided, according to the conidial size, to 2 manihotis, 4 aeschynomene and 4
boninense subspecies, 1 isolate was identified as CC and 1 isolate as CL. The
remaining 4 isolates shared high similarity to CG but were slow growing. By studying
the absorbance profiles of the fungal cultured mycelia from FTIR microscopy and
used as identification character, 92-100% similarity was obtained when the same
culture samples were repeatedly analyzed, but only 64-76% similarity was observed
when the cultures of the same fungal species, identified by other methods, were used.
The finding that CC and CL could infect cassava in this study can be claimed as the
first report and the finding of aechynomene and boninense subspecies should add

more information on subspecies of CG that can attack cassava in Thailand.
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