
Table S1. S. cerevisiae strains 

Strain ID Genotype Source 

BMA41 wild-type MATa ade2-1 ura3-1 leu2-3,112 his3-11,15 trp1Δ can1-100 [1] 

BMA41 rrp6 BMA41 with rrp6::KanMX4 [2] 

BMA41 Rrp6-Y361A BMA41 with rrp6Y361A [3] 

BMA41 rrp47 BMA41 with rrp47::KanMX4 [3] 

BMA41 trf4 BMA41 with trf4::KanMX4 [3] 

BMA41 trf5 BMA41 with trf5::KanMX4 [3] 

BMA41 mpp6 BMA41 with mpp6::KanMX4 [3] 

BMA41 air1 BMA41 withair1::KanMX4 [3] 

BMA41 air2 BMA41 with air2::KanMX4 [3] 

BMA41 air1 air2 MATa ade2-1 ura3-1 leu2-3,112 his3-11,15 trp1∆ can1-100 

air1::HIS3 air2::KanMX4 

[2] 

BMA41 TEF1-PHO5AS BMA41 with TEF1-PHO5AS::KanMX4 This work 

dis3 + pDis3 MATa ade2-1 ura3-1 leu2-3,112 his3-11,15 trp1-1 can1-100 

dis3::KanMX4 [pBS3269-DIS3, LEU2] 

[3] 

dis3 + pDis3-endo- MATa ade2-1 ura3-1 leu2-3,112 his3-11,15 trp1-1 can1-100 

dis3::KanMX4 [pBS3278-dis3D171N, LEU2] 

[3] 

dis3 + pDis3-exo- MATa ade2-1 ura3-1 leu2-3,112 his3-11,15 trp1-1 can1-100 

dis3::KanMX4 [pBS3270-dis3D551N, LEU2] 

[3] 

BY4741 wild-type MATa his3Δ1 leu2Δ0 met15Δ0 ura3Δ0 [4] 

BY4741 rrp6 BY4741 with rrp6::KanMX4 [5] 

BY4741 gcn5 BY4741 with gcn5::KanMX4 EUROSCARF 

BY4741 gcn5 rrp6 BY4741 with gcn5::KanMX4 rrp6::hph This work 

LPY917 wild-type MATa ade2-101 his3Δ-200 leu2Δ1 trp1Δ1 lys2-801 TELadh4::URA3 [6] 

LPY917 rrp6 LPY917 with rrp6::KanMX4 This work 

Nrd1-AA MATalpha tor1-1 fpr1::NAT RPL13A-2xFKB12::TRP1 Nrd1-
FRB::kanMX6 

[7] 

FSY1742 wild-type MATa ade2 his3 leu2 trp1 ura3 [8] 

FSY3117 rrp6 FSY1742 with rrp6::KANr [8] 

FSY3383 rpd3 FSY1742 with rpd3::TRP1 [7] 

FSY3384 rpd3 rrp6 FSY1742 with rpd3::TRP1rrp6::KANr [7] 

Sth1-AA MATalpha tor1-1 fpr1::NAT RPL13A-2xFKB12::TRP1 Sth1-
FRB::kanMX6 

[9] 

Sth1-AA gcn5 Sth1-AA with gcn5::SpHIS5 This work 

Sth1-AA rrp6 Sth1-AA with rrp6::KanMX4 This work 

FSY6857 MATa bar1::hisG BrdU-Inc::HIS3  This work 

FSY5439 MAT trp1::TRP1  This work 

FSY9286 MATa bar1::hisG BrdU-Inc::HIS3 pho5::URA3 This work 



FSY9287 MAT trp1::TRP1 pho5::URA3 This work 

FSY9288 MATa bar1::hisG BrdU-Inc::HIS3 PHO5-Sense-Terminator This work 

FSY9291 MAT trp1::TRP1 PHO5-Antisense-Terminator This work 
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