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Genetic diversity within Colletotrichum lupini and
its virulence on white lupin (Lupinus albus)
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White lupin (Lupinus albus) is a grain legume known for its
high protein content and quality, efficient nutrient acquisition Figure 1 - Virulence of C. lupini strains on white lupin.
and health benefits. Its high yield potential could make it a Errors bars show the standard error of the means. Different letters show

significant differences between genetic groups (Tuckey-HSD, p<0.05).

sustainable alternative to soybean in cooler regions. ‘
AUDPC = Area under disease progress curve.

However, the anthracnose causing air- and seed-borne
fungal pathogen Colletotrichum lupini, threatens lupin
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Figure 2 - Genetic diversity within C. lupini. =

A: Maximum likelihood tree inferred from the combined ITS,
TUB2, GAPDH and APNMAT1 sequence datasets. Bootstrap 74/0.96
support values (>60%) and Bayesian posterior probabilities
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B: Representative twelve day old C. lupini cultures on potato IMI 360928 C. nymphaea, Fragaria Switzerland
dextrose agar for different genetic groups. CBS 369.73 C. acutatum, Lupinus New Zealand
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