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Figure S1.   Telomeres are shortened in cells lacking Dun1. (A) Strains of the indicated genotypes were
assayed for telomere length by telomere I-L PCR after being passaged for at least 100 generations.
The change in telomere length, compared to wild type telomere length, was quanti!ed and plotted.
(B) Strains in A were assayed for telomere length by denaturing in-gel hybridization (see
Supplementary Materials and Methods; a representative gel is shown). The vertical bar indicates the
position of the terminal restriction fragments of Y’ telomeres, which represent more than half of yeast
telomeres. Larger bands represent non-Y’-containing telomeres. (C) The change in telomere length,
compared to wild type telomere length, of each strain indicated in B was quanti!ed and plotted.
Mean ± standard error for four independent isolates for each genotype are shown.
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