
SupplementaryTable 1 | mRNAs upregulated during glucose starvation have differences in ribosome occupancy. Fold-

change in mRNA levels and in ribosome occupancy after 15 minutes of glucose starvation from one measurement of BY4741 and 

one measurement of EY0690 on total non-polyA selected mRNA. mRNA upregulated, higher ribosome occupancy genes 

(mRNA>2.5, Ribo>0.09, pink), mRNA upregulated, lower ribosome occupancy genes (mRNA>2.5, Ribo<-1.0, blue), mRNA 

upregulated (mRNA>2.5, -1.0<Ribo<-0.09, white).  mRNA upregulated, higher ribosome occupancy EY0690 (mRNA>2.5, Ribo>-

0.5, pink), mRNA upregulated, lower ribosome occupancy EY0690 (mRNA>2.5, Ribo < -1.0, blue), mRNA upregulated

(mRNA>2.5, -1<Ribo<-0.5, white) and not upregulated (T<2.5, grey). The cutoff for higher ribosome occupancy was set by the 

median ribosome occupancy of all genes (BY4741 = 0.09, EY0690 = -0.5). mRNA = log2 mRNA fold change for glucose starvation 

vs. log-phase glucose-rich. Ribo = log2 ribosome occupancy fold change for glucose starvation vs. log-phase glucose-rich.



Supplementary Table 2 | Yeast strains used in this study

Strain Number                                     Genotype 

 

EY2536   BY4741 

EY0690 W303 

EY2888 W303, PMYO2-MS2-CP-GFP(3x)::HIS3, DCP2-mRFP1.3::KanMX6 

EY2889 EY2888, PUTRPGK1(-600 – 0)PGK1-MS2-ADH1_3’UTR::LEU2 

EY2890 EY2888, PUTRPDC1(-898 – 0)PDC1-MS2-ADH1_3’UTR::LEU2 

EY2891 EY2888, PUTRGLC3(-396 – 0)GLC3-MS2-ADH1_3’UTR::LEU2 

EY2892 EY2888, PUTRHXK1(-940 – 0)HXK1-MS2-ADH1_3’UTR::LEU2 

EY2893 EY2888, PUTRHSP26(-604 – 0)HSP26-MS2-ADH1_3’UTR::LEU2 

EY2894 EY2888, PUTRHSP30(-1010 – 0)HSP30-MS2-ADH1_3’UTR::LEU2 

EY2895  EY2888, PUTRPGK1(-600 – 0)PGK1-MS2-ADH1_3’UTR::LEU2, PAB1-CFP::URA3 

EY2896  EY2888, PUTRGLC3(-396 – 0)GLC3-MS2-ADH1_3’UTR::LEU2, PAB1-CFP::URA3 

EY2897 EY2888, PTetO7-lacZ-MS2-ADH1_3’UTR::LEU2, PERV14-rtTA(S2)::URA3 

EY2898 EY2888, PUTRHSP30(-1010 – 0)CFP-MS2-ADH1_3’UTR::LEU2 

EY2899 EY2888, PUTRHSP26(-604 – 0)CFP-MS2-ADH1_3’UTR::LEU2 

EY2900 EY2888, PUTRGLC3(-396 – 0)CFP-MS2-ADH1_3’UTR::LEU2 

EY2901 EY2888, PUTRHXK1(-940 – 0)CFP-MS2-ADH1_3’UTR::LEU2 

EY2902 EY2888, PHSP26(-604– -39)UTRGLC3(-32 – 0)CFP-MS2-ADH1_3’UTR::LEU2 

EY2903 EY2888, PGLC3(-396 – -32)UTRHSP26(-39 – 0)CFP-MS2-ADH1_3’UTR::LEU2 

EY2904 EY2888, PHXK1(-940 – -105)UTRHSP26(-39 – 0)CFP-MS2-ADH1_3’UTR::LEU2 

EY2905 EY2888, Chim1PUTRHSP26(-694 – -448)GLC3(-263 – 0)CFP-MS2-ADH1_3’UTR::LEU2 

EY2906 EY2888, Chim2PUTRHSP26(-694 – -317)GLC3(-202 – 0)CFP-MS2-ADH1_3’UTR::LEU2 

EY2907 EY2888, Chim3PUTRGLC3(-397 – -245)HSP26(-407 – 0)CFP-MS2-ADH1_3’UTR::LEU2 

EY2908 EY2888, Chim4PUTRGLC3(-397 – -202)HSP26(-316 – 0)CFP-MS2-ADH1_3’UTR::LEU2 

EY2909 EY2888, PSTRECFP-MS2-ADH1_3’UTR::LEU2 

EY2910 EY2888, PSTRE+HSECFP-MS2-ADH1_3’UTR::LEU2 

Open Biosystems  BY4741, HSP30::TAP::HIS3   

Open Biosystems  BY4741, HSP26::TAP::HIS3   

Open Biosystems  BY4741, GLC3::TAP::HIS3   

Open Biosystems  BY4741, GSY1::TAP::HIS3    

Open Biosystems  BY4741, RPB3::TAP::HIS3    

 



Supplementary Table 3  |  List of primers used for RT-qPCR, CHIP-qPCR and Ribosome 

profiling. ‘p’ designates 5’ phosphorylation, ‘Sp18’ designates a hexa-ethyleneglycol spacer, and ‘V’ 

,’N’ indicate degenerate nucleotides.

Primer                                 Sequence 
 

ACT1_F  CTGCCGGTATTGACCAAACT 
ACT1_R  CGGTGATTTCCTTTTGCATT 

PGK1_F  GGACAAGCGTGTCTTCATCA 

PGK1_R  CGTTTCTTTCACCGTTTGGT 

PDC1_F  GGCAATACCGTTCAAAGCAG 

PDC1_R  CTTACGCCGCTGATGGTTAC 

CDC19_F  CACCACCGATGACAAGTACG 

CDC19_R  CTTGTCGTCAACGACTTCCA 

PGI1_F   ACAACCACTTCACCCAAACC 

PGI1_R   TTGCAAGTAGGCTGGGAATC 

HSP30_F  CAATCCGGAAACCAAAGAAA 

HSP30_R  CGAAATCGCCGTTAGGTAAA 

HSP26_F  AAGGCGGCTTAAGAGGCTAC  

HSP26_R  ATCATAAAGAGCGCCAGCAT 

HSP104_F  CGACGCTGCTAACATCTTGA 

HSP104_R  CACTTGGTTCAGCGACTTCA 

HSP12_F  CGAAAAAGGCAAGGATAACG 

HSP12_R  TTGGTTGGGTCTTCTTCACC 

GLC3_F  CAATCCGGAAACCAAAGAAA 

GLC3_R  CGAAATCGCCGTTAGGTAAA 

GSY1_F  GCCGCTGGTGATGTAGATTT 

GSY1_R  GCAGTGATTTGCGACACAGT 

HXK1_F  GTACCCAGCTTCCCAAAACA 

HXK1_R  TTTGTAGCAATGGGACGACA 

GPH1_F  TTCCCCAAGAAATCAAGTCAA 

GPH1_R  TCATAAGCAGCCATGTCATCA 

Telomeric_F  CCCAGGTACGAAACGCTAAG 

Telomeric_R  ATAAGGTTGTCGACGGTTGC 

CFP_F   GGTCACAAGTTCTCTGTTTCTG 
CFP_R  CCAAGTCAAAGTAGTAACCAAAG 

oTi225 

pGATCGTCGGACTGTAGAACTCTGAACCTGTCGGTGGTCGCCGTATCATT/Sp18/CACT

CA/Sp18/CAAGCAGAAGACGGCATACGATTTTTTTTTTTTTTTTTTTTVN 

oTi9pA 

pAGATCGGAAGAGCGTCGTGTAGGGAAAGAGTGTAGATCTCGGTGGTCGC/Sp18/CA

CTCA/Sp18/TTCAGACGTGTGCTCTTCCGATCTTTTTTTTTTTTTTTTTTTTVN   
 

 


