Table S1. Strains used in this study

Strain Genotype Parent Reference
BY4742 S. cerevisiae MATa his3A1 leu2A0 lys2A0 ura3A0 $5288C (1)
SC5314 C. albicans wild-type (2)
BG2 C. glabrata clinical isolate (3)
H99 MATo. serotype A (4)
JEC21 MATa. serotype D (5)
R265 MATa VGlla (6)
WM276  MATa VGI (6)
YSB552 MATa irel1A::NAT-STM#224 H99 (7)
YSB1000 MATa. ire1A::NAT-STM#224 IRE1-NEO YSB552 (7)
YSB723 MATo hxl1A::NAT-STM#295 H99 (7)
YSB762 MATo hxI1A::NAT-STM#295 HXL1-NEO YSB723 (7)
YSB2493 MATa. sre1A::NAT-STM#240 H99 (8)
YSB2308 MATao. hob1A::NAT-STM#213 H99 (8)
YSB596 MATao srx1A::NAT-STM#125 H99 9)
YSB1214 MATa srx1A::NAT-STM#125 SRX1-NEO YSB596 (9)
YSB1273 MATo. tsalA::NEO H99 (9)
YSB1204 MATao tsa3A::NEO H99 9)
YSB2735 MATa tsalA::NAT-STM#169 tsa3A::NEO YSB1204 9)
YSB1667 MATOa. trx1A::NAT-STM#234 H99 (9)
YSB1791  MATo trx20::NEO H99 (9)
YSB1796 MATao trx1A::NAT-STM#234 trx2A::NEO YSB1667 9)
YSB3785 MATo rad530::NAT-STM#184 H99 (10)
SG50 MATo. cat1::URA5 ura5 H99 (11)
SG51 MATao. cat2::NAT H99 (11)
SG52 MATao cat3::URA5 ura5 H99 (11)
SG53 MATao cat4::URA5 uras H99 (11)
$G61 MATo cat1::URA5 cat2::NAT cat3::URA5 ura5 cat3::URA5 SG60 (11)
cat4::NEO ura5
Kw24 MATa. rdh540::NAT-STM#234 H99 This study
KW78 MATo. rdh54A::NAT-STM#234 H99 This study
KW25 MATo. rad54A::NAT-STM#234 H99 This study
KW26 MATo. rad540::NAT-STM#234 H99 This study
KW362 MATo rad51A::NAT-STM#56 H99 This study
KW363 MATa. rad51A::NAT-STM#56 H99 This study
Kw21 MATo. pso2A::NAT-STM#234 H99 This study
KW22 MATao pso2A::NAT-STM#234 H99 This study
KwW94 MATa rig1A::NAT-STM#230 H99 This study
KW158 MAToa. rig1A::NAT-STM#230 H99 This study
KW112 MATa rig2A::NAT-STM#234 H99 This study
KW160 MATa rig2::NAT-STM#234 H99 This study
KW95 MAToa. rig30::NAT-STM#230 H99 This study
KW96 MATo. rig3A::NAT-STM#230 H99 This study
KW137 MATo. bdr1A::NAT-STM#230 H99 This study
KW138 MATo bdr1A::NAT-STM#230 H99 This study
KW193 MATo. bdr1A::NAT-STM#230 BDR1-NEO KwW137 This study
KW219 MATo. bdr1A::NAT-STM#230 BDR1:GFP-NEO KW137 This study
KW86 MATo. atg8A::NAT-STM#5 H99 This study
Kw87 MATo. atg8A::NAT-STM#S5 H99 This study
KW296 MATo atg3A::NAT-STM#230 H99 This study
KW297 MATa atg3A0::NAT-STM#230 H99 This study
KW292 MAToa. atg4h::NAT-STM#230 H99 This study
Kw293 MATo. atg4A::NAT-STM#230 H99 This study
YSB1025 MATa cat1A::NAT-STM#177 H99 This study
YSB1026 MATo cat1A::NAT-STM#177 H99 This study
YSB1029 MATo. cat2h::NAT-STM#288 H99 This study
YSB1030 MATo. cat2A::NAT-STM#288 H99 This study




YSB1033
YSB1034
YSB1037
YSB1038
KW198
KW199

MATo cat3A::NAT-STM#169 H99 This study
MATo. cat3A::NAT-STM#169 H99 This study
MATo. cat4::NAT-STM#146 H99 This study
MATa cat4::NAT-STM#146 H99 This study
MATo. PH3:BDR1-NEO H99 This study
MATo. PH3:BDR1-NEO H99 This study

Each NAT-STM# indicates the Nat" marker with a unique signature tag.
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