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mutated into a consensus one, and purple is a combination of the chimeric construct with the 
mutation of the non-consensus binding site into a PRE.  

F. In vivo binding of Ste12 and Kar4 was assessed by immunoprecipitation of Kar4p-HA and 
detection of Ste12-Myc in presence and absence of pheromone. 

 

Figure 4: Dynamics of gene expression during the mating process 

A. Microscopy images of a mating mixture containing the MATa strain (Hta2-CFP, pFIG1-
dPSTRR and pAGA1-dPSTRY) and a MATa (cytoplasmic tdiRFP) at different times after 
beginning of the imaging (time 0). Fusion events are marked by a white arrow. 

B. Quantification of the nuclear enrichment of pFIG1-dPSTRR (blue, left axis) and of pAGA1-
dPSTRY (red, right axis). Single cell traces were synchronized relative to their fusion time, 
identified by a sudden increase in tdiRFP signal into the MATa cells. 

C. Distribution of the response time of pAGA1 and pFIG1 relative to the fusion time.  

D. Activation dynamics of various promoters prior to fusion as measured by dPSTRR in different 
mating mixtures.  

E. Cumulative probability of the response time relative to fusion for 9 mating induced promoters 
measured in mating conditions.  
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