
Table S1: Strains used in this study   
Strain name Strain ID Species  Genotype  Source  
Ci6684  CauLC5083 C. auris Clinical isolate 1 
CDC0381 (B11220) CauLC5288 C. auris CDC panel clinical isolate 2,3 
CDC0382 (B11109) CauLC5289 C. auris CDC panel clinical isolate 2,3 
CDC0383 (B1121) CauLC5290 C. auris CDC panel clinical isolate 2,3 
CDC0384 (B11222) CauLC5291 C. auris CDC panel clinical isolate 2,3 
CDC0385 (B11244) CauLC5292 C. auris CDC panel clinical isolate 2,3 
CDC0386 (B11245) CauLC5293 C. auris CDC panel clinical isolate 2,3 
CDC0387 (B8441) CauLC5294 C. auris CDC panel clinical isolate 2,3 
CDC0388 (B11098) CauLC5295 C. auris CDC panel clinical isolate 2,3 
CDC0389 (B11203) CauLC5296 C. auris CDC panel clinical isolate 2,3 
CDC0390 (B11205) CauLC5297 C. auris CDC panel clinical isolate 2,3 
CaSS1 CaLC6106  C. albicans ura3::imm434/ura3::imm434 

his3::hisG/his3::hisG 
leu2::tetRGAL4AD- 
URA/LEU2  

4,5 

SN95 CaLC239 C. albicans arg4∆/arg4∆ his1∆/his1∆ 
URA3/ura3∆::imm434 
IRO1/iro1∆::imm434 

6  

BG2 CgLC1002 C. glabrata Wild type C. glabrata 7 
H99 CnLC3142 C. 

neoformans  
Wild type C. neoformans 8 

Af239 AfLC3669 A. fumigatus  Wild type A. fumigatus 9 
BJ2168 3xFLAG-
FAS1 

JWL01 S. cerevisiae leu2∆ trp1∆ ura3–52 prb1-
1122 pep4-3 prc1-407 gal2∆ 
FAS1-3xFLAG 

10 

SN95 6HIS3xFLAG-
FAS1 

CaLC5425 C. albicans  arg4∆/arg4∆ his1∆/his1∆  
FAS1-6HIS3xFLAG 
HIS1/fas1∆ 

10 

BY4741a ScLC151 S. cerevisiae his3Δ leu2Δ met15Δ ura3Δ  11 
16ABC ScLC2336  S. cerevisiae adp1Δ snq2Δ ycf1Δ pdr15Δ 

yor1Δ vmr1Δ pdr11Δ nft1Δ 
bpt1Δ ybt1Δ ynr070wΔ 
yol075cΔ aus1Δ pdr5Δ 
pdr10Δ pdr12Δ 
can1Δ::GMToolkit-a his3Δ1 
leu2Δ0 ura3Δ0 met15Δ0  

12 

16ABC HAL9C2214A ScLC7775  S. cerevisiae  As ScLC2336, HAL9C2214A This 
study 

16ABC HAL9A1543T ScLC7776 S. cerevisiae As ScLC2336, HAL9A1543T This 
study 

16ABC HAL9A2479T ScLC7777 S. cerevisiae  As ScLC2336, HAL9A2479T This 
study 

BY4741a hal9∆ ScLC7861 S. cerevisiae As ScLC151, HAL9::HYGB This 
study 



16ABC hal9∆ ScLC7862 S. cerevisiae As ScLC2336, 
HAL9::HYGB 

This 
study 

16ABC hal9A1543T∆ ScLC7863  S. cerevisiae  As ScLC2336, 
HAL9A1543T::HYGB 

This 
study 

16ABC hal9∆ + 
pHAL9 

ScLC7937 S. cerevisiae As ScLC7862 + pLC1543 
(LEU2) 

This 
study  

16ABC hal9∆ + 
pHAL9C2214A 

ScLC7938 S. cerevisiae  As ScLC7862 + pLC1544 
(LEU2) 

This 
study 

16ABC hal9∆ + 
pHAL9A1543T 

ScLC7939 S. cerevisiae As ScLC7862 + pLC1545 
(LEU2) 

This 
study 

16ABC hal9∆ + 
HAL9A2479T 

ScLC7940 S. cerevisiae  As ScLC7862 + pLC1546 
(LEU2) 

This 
study 

16ABC hal9A1543T∆ + 
pHAL9 

ScLC7941 S. cerevisiae As ScLC7863 + pLC1543 
(LEU2) 

This 
study 

16ABC hal9A1543T∆ + 
pHAL9C2214A 

ScLC7942 S. cerevisiae  As ScLC7863 + pLC1544 
(LEU2) 

This 
study 

16ABC hal9A1543T∆ + 
pHAL9A1543T 

ScLC7943 S. cerevisiae As ScLC7863 + pLC1545 
(LEU2) 

This 
study 

16ABC hal9A1543T∆+ 
HAL9A2479T 

ScLC7944 S. cerevisiae As ScLC7863 + pLC1546 
(LEU2) 

This 
study 

BY4741a 
HSP12::HygB 

ScLC8331 S. cerevisiae As ScLC151, 
HSP12::HYGB 

This 
study 

BY4741a 
MSN2::LEU2 

ScLC8332 S. cerevisiae As ScLC151, MSN2::LEU2 This 
study 

BY4741a 
MSN4::HygB 

ScLC8333 S. cerevisiae As ScLC151, MSN4::HYGB This 
study 

16ABC hsp12∆ ScLC8334 S. cerevisiae As ScLC2336, 
HSP12::HygB  

This 
study 

HAL9A1543T hsp12∆ ScLC8335 S. cerevisiae As ScLC7776, 
HSP12::HygB  

This 
study 

16ABC msn2∆ ScLC8336 S. cerevisiae As ScLC2336, MSN2::LEU2 This 
study 

HAL9A1543T msn2∆ ScLC8337 S. cerevisiae As ScLC2336, MSN2::LEU2 This 
study 

16ABC msn4∆ ScLC8338 S. cerevisiae As ScLC2336, MSN4::HygB This 
study 

HAL9A1543T msn4∆ ScLC8339 S. cerevisiae As ScLC2336, MSN4::HygB This 
study 

16ABC msn2∆msn4∆ ScLC8340  S. cerevisiae As ScLC2336, MSN2::LEU2 
MSN4::HygB 

This 
study 

HAL9A1543T 

msn2∆msn4∆ 
ScLC8341 S. cerevisiae As ScLC7776, MSN2::LEU2 

MSN4::HygB 
This 
study 

16ABC pHSP12OE ScLC8341 S. cerevisiae As ScLC2336 + pLC1609 
(LEU2) 

This 
study 
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