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Supplementary Information 

 
Table S1. Saccharomyces cerevisiae strains used in this study. 
 

Strain Relevant genotype Source or 
Reference 

W303 MATa ade2-1 can1-100 his3-11,15 leu2-3,112 trp1-1 ura3-1 rad5-535  

YLL2479 W303 dnl4∆::KANMX This study 

YLL2920 W303 TBF1::LEU2 This study 

YLL3089 W303 tbf1-1::LEU2 This study 

YLL3098 W303 tbf1-2::LEU2 This study 

YLL3099 W303 tbf1-3::LEU2 This study 

YLL3158 W303 rsc2∆::NATMX This study 

YLL3163 W303 env11∆::NATMX This study 

YLL3167 W303 arp8∆::NATMX This study 

YLL3204 W303 swr1∆::KANMX This study 

YLL3206 W303 vid22∆::TRP1 rsc2∆::KANMX This study 

DMP4499 W303 rpd3∆::HIS3 This study 

DMP5267 W303 vid22∆::TRP1 This study 

DMP5321/2D W303 tbf1-1::LEU2  rad51∆::HIS3 This study 

DMP5321/4C W303 rad51∆::HIS3 This study 

DMP5322/10D W303 tbf1-1::LEU2  rad52∆::TRP1 This study 

DMP5322/7C W303 rad52∆::TRP1 This study 

DMP5323 W303 vid22∆::TRP1 rad51∆::HIS3  This study 

DMP5324 W303 vid22∆::TRP1 rad52∆::TRP1 This study 

DMP5431 W303 tbf1-1::LEU2 rsc2∆::NATMX This study 

DMP5433 W303 vid22∆::TRP1 arp8∆::NATMX This study 

DMP5434 W303 tbf1-1::LEU2 arp8∆::NATMX This study 

DMP5492 W303 tbf1-1::LEU2 swr1∆::KANMX This study 

DMP5493 W303 vid22∆::TRP1 swr1∆::KANMX This study 

esa1-1851 W303 esa1-1851::URA3 Bird et al, 2002 

DMP5518 W303 tbf1-1::LEU2 esa1-1851 ::URA3 This study 

DMP5519 W303 tbf1-1::LEU2 rpd3∆::HIS3 This study 

DMP5587 W303 tbf1-1::LEU2 dnl4∆::KANMX This study 

DMP5588 W303 vid22∆::TRP1 dnl4∆::KANMX This study 

DMP5589 W303 rad52∆::TRP1 dnl4∆::KANMX This study 

DMP5591 W303 tbf1-3::LEU2 rad51∆::HIS3 This study 

DMP5592 W303 tbf1-3::LEU2 rad52∆::TRP1 This study 

DMP5604 W303 tbf1-1::LEU2 rad52∆::TRP1 dnl4∆::KANMX This study 

DMP5605 W303 vid22∆::TRP1 rad52∆::TRP1 dnl4∆::KANMX This study 

YMV45 ho hml::ADE1 mata::hisG hmr::ADE1 leu2::leu2(Asp718-SalI)-URA3-
pBR332-MATa ade3::GAL::HO ade1 lys5 ura3-52 trp1::hisG Vaze et al, 2002 
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YLL2760 YMV45 bar1∆::HPHMX This study 

YLL2958 YMV45 rad52∆::NATMX bar1∆::HPHMX This study 

YLL3090 YMV45 tbf1-1::LEU2 bar1∆::HPHMX This study 

YLL3134 YMV45 exo1∆::NATMX bar1∆::HPHMX This study 

YLL3135 YMV45 tbf1-3::LEU2  exo1∆::NATMX bar1∆::HPHMX This study 

YLL3168 YMV45 tbf1-1::LEU2 rad52∆::NATMX  bar1∆::HPHMX This study 

YLL3169 YMV45 tbf1-3::LEU2 rad52∆::NATMX  bar1∆::HPHMX This study 

YLL3170 YMV45 vid22∆::TRP1 bar1∆::HPHMX This study 

YLL3227 YMV45 MRE11-18MYC::TRP1 bar1∆::HPHMX This study 

YLL3228 YMV45 tbf1-1::LEU2 MRE11-18MYC::TRP1 bar1∆::HPHMX This study 

YLL3237 YMV45 TBF1-18MYC::TRP1 bar1∆::HPHMX This study 

YLL3238 YMV45 VID22-18MYC::TRP1 bar1∆::HPHMX This study 

YLL3241 YMV45 vid22∆::TRP1 rad52∆::KANMX bar1∆::HPHMX This study 

YLL3253 YMV45 tbf1-3::LEU2 bar1∆::HPHMX This study 

YLL3272 YMV45 DNL4-18MYC::TRP1 bar1∆::HPHMX This study 

YLL3273 YMV45 tbf1-1::LEU2 DNL4-18MYC::TRP1 bar1∆::HPHMX This study 

YLL3274 YMV45 vid22∆::KANMX DNL4-18MYC::TRP1 bar1∆::HPHMX This study 

JKM139 MATa hml∆ hmr∆ ade1 lys5 leu2-3,112 trp1::hisG ura3-52 ho 
ade3::GAL-HO site Lee et al, 1998 

YLL2285 JKM139 dnl4∆::KANMX  This study 

YLL3152 JKM139 vid22∆::TRP1 This study 

YLL3153 JKM139 tbf1-1::LEU2 This study 

YLL3195 JKM139 VID22-18MYC::URA3 This study 

YLL3196 JKM139 tbf1-1::LEU2 VID22-18MYC::URA3 This study 

YLL3254 JKM139 mre11∆::KANMX TBF1-18MYC::HIS3 This study 

YLL3255 JKM139 mre11∆::KANMX VID22-18MYC::URA3 This study 

YLL3262 JKM139 tbf1-3::LEU2 This study 

DMP5466 JKM139 TBF1-18MYC::HIS3 This study 

DMP5497 JKM139 vid22∆::TRP1 TBF1-18MYC::HIS3 This study 

DMP5499 JKM139 hta2∆::NATMX hta1-S129A::URA3 TBF1-18MYC::HIS3 This study 

tGI354 ho hml∆::ADE1 MATa-inc hmr∆::ADE1 ade1 leu2-3;112 lys5 trp1::hisG 
ura3-52  ade3::GAL::HO arg5,6::MATa::HPHMX 

Saponaro et al, 
2010 

YLL3088 tGI354 tbf1-1::LEU2  This study 

YLL3092 tGI354 vid22∆::TRP1 This study 
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