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Fig. 2. Map of Colombia showing co-ordinates, altitude and precipitation of the locations
where Cryphonectria cubensis was discovered on various Melastomataceae, and where

field trials were conducted.
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Fig. 3. Raw sequence data of the two regions sequenced within the B-tubulin gene
(designated as B-tub la/lb and B-tub 2a/2b) and the ITSI, conserved 5.8S and ITS2
regions of the rDNA operon. The start of each region is indicated above the alignment.
The exon regions of the B-tubulin gene, as well as the conserved 5.8S region of the rDNA
operon, are indicated in red. Unknown sequence characters are indicated with a “N”,
while gaps inserted to achieve sequences alignment are mdicated with “-*. Bases

matching those of CMW 2113 are indicated with a “.”.
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Fig. 4. The phylogenetic tree (tree length = 1198 steps, consistency index/CI = 0.8,
retention index/RI = 0.9) generated from a combined data set comprising ribosomal and
B-tubulin gene sequences. Confidence levels of the tree branch nodes >50% are indicated
and were determined by a 1000 replicate bootstrap analysis. Isolates sequenced in this
study are bolded. Host species for C. cubensis are indicated in capital letters. The

Diaporthe ambigua isolates were used as the outgroup taxa.
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