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A B S T R A C T

Spathodea campanulata Beauv (Bignoniaceae) has become a highly damaging environmental and agricultural
weed in the Pacific Islands. It has been targeted for biological control due to the costly and inefficient nature of
physical and chemical control methods. Determining the origin of weed populations has been increasingly re-
cognised as an important component of successful biological control programmes, and may be important for the
biological control of S. campanulata due to the high degree of morphological variability within the species, as
well as the broad native distribution. Genetic matching, using inter-simple sequence repeats (ISSR’s), and
morphological data found support for invasive Pacific Island S. campanulata plants originating from West Africa.
Pacific and West African plants were genetically most similar, and were differentiated from native plants from
East/Central Africa by PCA and Bayesian-clustering (STRUCTURE) analyses. Genetic data was corroborated by
morphological data which showed that West African and Pacific Islands plants had more sparsely pubescent
leaves compared to plants from East/Central Africa. Populations in South Africa, where the plant is introduced
but not problematic, originated from a different source population than those in the Pacific Islands, probably in
East/Central Africa. A greater sampling effort is required before the origin of the South African populations can
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