S1 Note
[bookmark: _GoBack]We note here that there are some differences between our results and the results reported by AkhavanAghdam et al. [1]. In our high temporal resolution data of mRNA sequencing (every 3 minutes for the first hour after stress induction and then every 10 minutes in the next half/one hour), in all the conditions that we tested, there was no fundamental difference in Msn2,4 contribution to the response between the genes DSC2, DDR2 and genes SIP18,TKL2 as was reported (S13 Fig). In all the conditions we tested, these genes show the same kinetics dependency on Msn2 and Msn4. Of note, we measured directly the mRNA and with high temporal resolution, while in the paper the measurements were done by reporter proteins for these 4 genes. We have looked extensively for genes with other dynamic dependency than what we have described, using our extensive time-course data, but could not detect such events. Furthermore, in our time-laps microscopy experiments, we could not detect any differences in the nuclear localization dynamics between Msn2 and Msn4 as was reported by AkhavanAghdam et al. We (as others reported[2–4]) could not detect Msn4-GFP in cells growing in rich media in exponential phase, thus performed our microscopy experiments when introducing stress in higher ODs, when Msn4 was detectable. 
It is important to note that we used BY4741 strain for our experiments while AkhavanAghdam et al. used W303 strain, and that the stress perturbations we used in our experiments overlap but identical to the conditions they checked (for example: we haven’t done experiments in Ethanol 3%).
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