
Figure 4
Singh et al., The response of yeast (Saccharomyces cerevisiae) to desiccation and rehydration
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Redescription R5
Heat Shock, 30 min ≤ -1 T2 vs T1 ≥ -5 AND NOT T2 vs T1 ≥ -1

Redescription R5 Gene List

ARO4, ASN1, CLN2, GAS3, HEM13, HIS1, IMD4, 
PHO3, RPL-7A, 7B, 13A, 17B, 27B, 40B, RPS-0B, 
9B, 10A, 16B, 22B, 26B, SAH1, SAM1, SUN4, TEF4, 
TPO2, URA7, UTR2, YHB1, YBR238C, YER156C, 
YFR055W, YOR309C
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