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Table S1. Tetrad dissection of MATa/MATa his3A1/his3A1 leu2A0/leu2A0 lys2A0/LYS2
MET15/met15A0 ura3A0/ura3A0 [pRS425-MET25-ScCDS1]

YPAD [ —-Met | —Ura | 5-FOA | G418 YPAD | —Met | —Ura | 5-FOA | G418

2A v (V) b 4 v X 12A | vV v v X v
2B v (v) x 4 x 12B| ¢ (v) x v x
2C - 12c | v V) v X v
2D - 12D | VvV v v 4 X
3A - 13A | ¢ V) '3 v X
3B - 13B 4 v X 4 X
3C v v v (4 X 13C -

3D v v v x v 13D -

4A - 14A | v v b 4 (X) X
4B - 14B | v V) X v X
ac | v V) '3 v X |uc| v (V) v X v
4D (4 (V) X v X 14D v (4 v X v
5A | v v v X v J|15a]| v V) X (%) X
5B v v v X ("4 15B v (v) v X v
5C v (V) X v b 4 15C v v X v X
5D v (V) X v b 4 15D | ¢ v v (X) v
6A - 16A| VvV v v 4 X
6B | ¢ V) X v X |i68| Vv (V) '3 v X
6C v (V) v X v 16C| VvV (V) v X v
6D - 16D -

7A | - 17A | v | (v) X (v) X
7B 4 (V) X v X 178 -

7c| v v X v X Jic] v | v) X v X
7D - 17D -

8A - 18A | VvV v b 4 v b 4
8B v (V) v X v 188 | -

8C v v (X) v b 4 18C -

8D v (V) v X v 18D | Vv v 4 v x
9A - 19A | ¢ ) X v X
9B v v v X v 198

oc | v V) X v X 19C | v v '3 v X
9D v v (V) v X 19D -
10A v (V) X v b 4 20A -

108 - 208 -

10C| v 4 v v b 4 20C - -
10D| ¢ (V) v x v 20D -

“—”in the YPAD column indicates that the spore failed to germinate. : ¢/, growth; X, no
growth; (¢), weak growth; ( X), inconclusive. Yellow highlights indicate G418-resistant
spores (i.e. have cds1::KanMX) that grew on —Ura plates (have the plasmid) but failed
to grow on 5-FOA (required the plasmid for viability). Green highlights indicate strains
that were G418 sensitive (i.e. CDS1 wild-type), grew on —Ura plates (have the plasmid)
and grew on 5-FOA (remained viable after plasmid loss).



Table S2. Tetrad dissection of MATa/MATa his3A1/his3A1 leu2A0/leu2A0 lys2A0/LYS2
MET15/met15A0 ura3A0/ura3A0 [pRS425-MET25-TbCDS]

YPAD | -Met | —Ura | 5-FOA | G418 YPAD | —-Met | —Ura | 5-FOA | G418

2A - 12A | -

2B - 128 -

2C v (V) 4 v X 12| vV v x v (X)
2D v (V) v v X |12 Vv v) X v X
3A - 13A | -

3B v v v v X |13 v V) X v X
3C v (V) v v X |13c -

3D - 13D vV v X v X
Tz v v v X |un] v v v (V) X
4B v (V) 4 v X |14B -

4C - 14c | ¢ 2 v v X
4D v v 'd v v |14D| -

5A v v X v b 4 15A -

5B - 15B v (v) 4 v X
5C - 15C -

5D - 15D | -

6A v (V) X 4 X 16A | ¢V v X 4 4
68 | V v X v X J1w8| v (V) v v X
6C - 16C -

6D - 16D v v 4 v b 4
7A v V) X v X |17a| vV (V) v v X
7B v (V) X v X |78 -

7C - 17¢ | Vv v v v X
7D - 17D [ -

8A v (v) X v X |i8a| -

8B v v b 4 v b 4 18B -

8C - 18C| Vv (V) X v X
8D - 18D | Vv v X v X
9A - 19A| vV v X v X
9B - 198 -

9C v v v v (X) |19c| v (V) X v '3
9D - 19D | v (V) X v X
10A | ¥V v (V) v X J2oA| VvV (V) X v b 4
108 - 20B -

10c| v (V) v) v X |20c| v v X v (X)
10D - 20D | -

“~” in the YPAD column indicates that the spore failed to germinate. : ¢, growth; X, no
growth; (v/), weak growth; (X ), inconclusive. Green highlights indicate strains that
were G418 sensitive (i.e. CDS1 wild-type), grew on —Ura plates (have the plasmid)
and grew on 5-FOA (remained viable after plasmid loss).



