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Fig. S1. Disruption of Cryptococcus neoformans HAP complex in serotype A MATα 
H99 and MATa YL99

Disruption of the HAP3, HAP5, and HAPX genes in the MATα H99 strain (A-C) and HAP2, 
HAP3, HAP5, and HAPX genes in the MATa YL99 strain (D-G). The correct gene disruption 
was verified by Southern blot analysis using genomic DNAs digested with the indicated 
restriction enzymes. The representative strains used in this study are shown in bold. 
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