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Supplementary Figure S1. Detection of SUC genes in additional industrial sugarcane yeasts. (A) 

PFGE separation of yeast chromosomes (ethidium-bromide stained). (B) Southern blot of gels 

shown in panel (A), hybridized with a probe for SUC2 to detect which chromosomes carry SUC 

genes. (Lane 1) Reference laboratory strain S288C, which contains SUC2 on chromosome IX 

(indicated to the right of panel A); (lanes 2–6) strains CAT-1, UFMG-1007, UFPE-179, PE-2, and VR-

1, respectively. The values on the left in panel A are the sizes (in kilobase pairs) of selected S288C 

chromosomes. Besides those represented by the bands shown in panel B, no other chromosome 

hybridized with the SUC2 probe. 

 


