Table S1. Genotype of strains used in the study

strain  parental genotype reference
name strain

tG1354 - hml::ADE1 MATa-inc hmr::ADE1 ade1 leu2-3,112 lys5 trp1::hisG 1]
ura3-52 ade3::GAL::HO arg5,6::HPH::MATa

tGI1379 tG1354 rad51::KanMX this study
hmi::ADE1/HML MATa/MATa-inc hmr::ADE1/HMR ade1/ade1 )

yGl234 - leu2-3,112/leu2-3,112 lys5/LYS5 MET13/met13 trp1::hisG/trp1  this study
ura3-52/ura3 THR4/thr4::URA3 ade3::GAL10::HO/ADE3

yWHB847 vyGl234  exo1::TRP1/exo1::TRP1 sgs1:.:KANMX/sgs1::KANMX this study
MATa-inc ura3-HOcs-inc ade3::GAL::HO ade2-1 leu2-3,112

MK181 - his3-11,15 trp1-1 can1-100 LYS2::ura3-HOcs::LYS2 (5.6 kb) on  [2]
chrll; LYS2 on chrXV

yZZ7233 MK181 exo1::TRP1 this study

yZZ240 MK181 sgs1.:KANMX this study

yZZ7242 MK181 exo1::TRP1 sgs1::KANMX this study

JKM139 - MATa ho hml::ADE1 hmr::ADE1 ade1-100 leu2-3,112 lysb 3]
trp1::hisG ura3-52 ade3::GAL10::HO

yZZ115 JKM139 exo1::TRP1 sgs1::KANMX this study

yZZ116  JKM139 sgs1.:KANMX this study

yZZ117  JKM139 exo1:: TRP1 this study

yWH54  JKM139 pif1-m2 dna2::KANMX this study
MATa-LEU2-tel/MATa-inc ade1 met13 ura3 leu2-3,112/leu2 thr4

AM1003 - lys5 hml::ADE1/hml::ADE3 hmr::HPH ade3::GAL-HO [4]
FS2::NAT/FS2

yWH121 AM1003 pift-m2 this study

yWH576 AM1003 exo1:: TRP1 this study

yWH578 AM1003 sgs1..:KANMX this study

yWH612 AM1003 exo1::TRP1 sgs1::KANMX this study

yWH747 AM1003 pif1-m2 exo1::TRP1 sgs1::KANMX this study

yWH942 AM1003 pif1-m2 smi1::TRP1 mec1::KANMX this study

yWH786 AM1003 yku70::KANMX exo1::TRP1 sgs1::URA3 this study

yWH787 AM1003 yku70::KANMX pif1-m2 exo1::TRP1 sgs1::URA3 this study

yWH917 AM1003 pif1-m1-4A:: TRP1 pif1-m2 exo1::KANMX sgs1::URA3 this study

yWH801 AM1003 CDC13-13MYC-KANMX this study

yWH803 AM1003 piff-m2 CDC13-13MYC-KANMX this study



yWH805 AM1003 exo1::TRP1sgs1::URA3 CDC13-13MYC-KANMX this study
yWH807 AM1003 pif1-m2 exo1::TRP1 sgs1::URA3 CDC13-13MYC-KANMX this study
AM476 - MATa-inc ade1 met13 ura3 leu2,3-112 trp1 thr4::URA3 this study
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