
SUPPLEMENTARY FIGURE LEGENDS

Supp. Figure 1 

Changes in the profiles of euchromatic histone modifications at silenced loci following Sir3 induction. THC70 cells were treated with 2% galactose to induce Sir3 expression for the indicated times, and the levels of H3 acetylation (AcH3) and di-methylation at H3-K79 (diMeH3-K79) and H3-K4 (diMeH3-K4) were measured by ChIP, using primers to the HMR locus (left panels) and the subtelomeric region of chromosome VI-R (right panels). Histone modification levels at the tested loci are expressed relative to those of the POL1 coding region, which served as internal control. Indicated below are the positions of the centers of the PCR products in bp relative to the HMRa1 translation start site or the end of chromosome VI-R. The results shown represent the average of three independent experiments.

Supp. Figure 2

Transcriptional silencing of a sub-telomeric gene in wild-type and mutant strains. Normalized RNA levels of Yfr055W, located ~5 kb from the end of chromosome VI-R, in wild-type (THC70) and mutant strains grown for 15 hr in the presence of 2% raffinose (Sir3 uninduced) or 2% galactose (Sir3 induced). The RNA level of the raffinose-grown wild-type strain was set as 100, and the average of two independent experiments is shown.

Supp. Figure 3

Sas2 affects the rate of Sir3 association with sub-telomeric chromatin. Wild-type (THC70; WT) and sas2 (s) cells were treated with 0.025% galactose for 4, 6, and 15 hr.  Sir3 association with the sub-telomeric region of chromosome VI-R was analyzed as in Figure 6. The average of two independent experiments is shown. (A) Sir3 binding profile after a 15-hr induction. (B) Sir3 binding at each position throughout the time-course is presented in a line graph. For each time-point, the sas2 to WT Sir3 binding ratio was calculated, and is presented in a column graph. Primer names indicate distances in kb from the chromosome end. (C) Western blot analysis of HA-Sir3 protein levels with TBP serving as a loading control.
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