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 The plant pathogen Colletotrichum is a destructive anthracnose with a wide variety of host crops.  It is found in most regions of the world, but is especially prevalent in tropical to subtropical climates.  Colletotrichum is very difficult to characterize and identify due to its interspecies similarities.  Traditional methods of classification based host specificity and morphological descriptions are no longer effective due to their ambiguity within the species.  More recent studies have been conducted using molecular analyses such as ITS sequencing, MAT 1-2 sequencing, and RFLP of the GS intron which have proven to be more effective in species distinctions.  In this study, isolates taken from recently discovered hosts the pepper and the pitaya (dragon fruit), were analyzed using both traditional methods and newer molecular analyses.  Both morphological and molecular analyses were able to isolate and distinguish between two different species of Colletotrichum, C. gloeosporioides and C. acutatum.
