
 
 
Supplementary Figure S1. Phenotypes of flowering plants, two weeks after transfer to the indicated 

growth temperatures. 

Columbia plants are grown under Control Condition (21 °C / 18 °C) until the initiation of flowering. 

Plants are kept in the same condition or transferred to Stress Condition S1 (28 °C / 18 °C), Stress 

Condition S2 (28 °C / 24 °C), or Stress Condition S3 (34 °C / 18 °C). The picture was taken 14 days 

after the transfer. Scale bar represents 6 cm. 

  



 
 
Supplementary Figure S2. Statistical assessment of temperature effects of flowering traits. 

Flowering ending (a, b), production of immature flowers (c), and end of primary branch growth (d, e) 

were evaluated using the Kaplan-Meier survival estimate method (survival probability), followed by 

Cox proportional hazard regression model to provide hazard ratio (HR) and confidence intervals (CI). 

When HR between CC and S1/2/3 conditions is less than 1 (HR<1), S1/2/3 is less likely to differ of CC. 

If HR>1 between CC and S1/2/3, S1/2/3 has a shorter survival (shorter flowering in a, and shorter 

growth period of the primary branch in d). (b) The probability of still flowering on given days after the 

start of flowering is given. The table provides the number of plants that are still flowering on given days 

after the start of flowering for each condition. (c) The HR indicates that S2 and S3 significantly induce 

the production of immature flowers. (e) The probability of primary branch growing on given days after 

the start of flowering is given. The table provides the number of plants with a growing primary branch 

on given days after the start of flowering for each condition.  

  



 
Supplementary Figure S3. Ploidy measurements of the hot1 mutants. 

Flow cytometry histograms showing representative profiles of peaks from diploid (a) and tetraploid 

(b) Col-0 and hot1 plants grown under the CC growth condition. We compared hot1-3 (c), the original 

seed stock (N16284) (d) and two different Salk lines in HSP101: N678620/SALK_066374C (e) and 

N656804/SALK_099583C (f). The first peak corresponds to 2C, the second to 4C and the third to 8C 

nuclei (8C peak not shown in tetraploid Col-0 and hot1-3). 
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Supplementary Figure S4. Expression of HSP101 in the hsp101 mutants. 
(a) HSP101 gene structure. Exons are depicted in black boxes, UTRs in grey boxes and introns as a 
line. Positions of T-DNA insertions are indicated for (1) SALK_099583C, (2) SALK_066374C, and 
hot1-3. Primers for genotyping are indicated: (a) SALK_066374C-F/ SALK_099583C-F, (b) hot1-3-F, 
(c) SALK_066374C-R/ SALK_099583C-R, (d) hot-3-R. Primers for qPCR are (e) and (f). Sequences 
in provided in Supplementary Table S3. (b) Electrophoresis gel following genotyping PCR of four 
individual hot1-3, SALK_066374C, and SALK_099583C seedlings (Col-O as WT). Primers 
complementary of the gene and the left border of the T-DNA were mixed in one PCR reaction. (c) 
Normalized fold expression assessed by RT-qPCR of HSP101 in Col-0, SALK_066374C, 
SALK_099583C and hot1-3 seedlings demonstrated that the absence of expression of HSP101 in 
mutant seedlings. Statistical analysis was performed using t-test (* for p-values < 0.01, *** for p-values 
< 0.0001).  
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