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Introduction

Moniliasis, caused by Moniliophthora roreri, is one of the most devastating cocoa diseases in the western hemisphere. From its centre
of origin in the Magdalena Valley, Colombia [1], the pathogen has spread to eleven countries, including Guatemala, causing severe
production losses [2]. Despite reports of the dispersal of M. roreri to Central America from a single clone [3], the pathogen's genetic
diversity has not been studied in Guatemala, and the biological evolution of the pathogen is unknown. The main objective of this study

was to assess the genetic diversity and population structure of M. roreri in Guatemala to

sy better understand the colonization process of the pathogen in the country.
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Figure 1. Collecting sites
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Figure 2. a) Population genetic structure based on a Discriminant Analysis of Principal Components (DAPC). b) Assignment of probabilities for the 69 1solates
of M. roreri in each group inferred by STRUCTURE.
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Table 1. Measures of genetic diversity of five populations of M. roreri.

Polymorphic

Population Region N e

PLP Na Ne I Hj
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Southwestern

13 17.4 12.28 1.10 1.259 0.0578

Mean

Results

N= population size, PLP= proportion of polymorphic loci, Na= number of alleles,
Ne= Effective number of alleles, [= Shannon’s diversity index, Hj= Nei’s genetic
diversity index

Among Pops
6%
PhiRT = 0.066 p = 0.148

Among Regions
3%
PhiRT =0.028 p=0.181

Figure 4. Percentage of molecular variance and Phi statistics
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Figure 3. a) Dendrogram constructed with UPGMA showing the genetic relationship of the 69 isolates of M. roreri. b) Principal Components
Analysis (PCA) of the five analysed M. roreri populations in Guatemala based on a dataset of AFLP. PCA dim 1 and 2 represent 7.5% and
5.6% variation, respectively.
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