
Table S1 Data of tested rice under high temperature stress downloaded from this study 

 
 

 
 

 

Table S2 Rice genes with heat stress motifs mapped against known Arabidopsis Transcription factors 

 

Subject name Query name Identity(%) E-value Score 
AT3G02990.1 Os03g0161900 95.122 2.10E-09 65.8 
AT1G22640.1 Os02g0642050 90.909 6.24E-08 60.2 
AT1G22640.1 Os02g0641900 88 6.24E-08 60.2 
AT5G16820.1 Os03g0795900 76.423 2.61E-28 128 
AT5G16820.1 Os07g0178600 76.695 9.38E-28 126 
AT5G16820.1 Os01g0749300 76.151 5.65E-25 117 
AT5G16820.1 Os10g0419300 75 2.03E-24 115 
AT5G16820.1 Os07g0640900 79.286 3.42E-17 91.6 
AT5G16820.1 Os03g0366800 81.25 1.23E-16 89.8 
AT5G16820.1 Os02g0527300 82 5.73E-15 84.2 
AT5G16820.1 Os09g0526650 82.716 4.46E-11 71.3 
AT5G16820.1 Os09g0526600 79.245 4.46E-11 71.3 
AT5G16820.1 Os08g0546800 93.333 5.77E-10 67.6 
AT5G16820.1 Os06g0553100 87.755 3.47E-07 58.4 
AT2G18160.1 Os02g0132500 80.435 2.86E-11 71.3 
AT3G06490.1 Os11g0684000 79.592 1.18E-31 139 
AT3G06490.1 Os01g0128000 73.913 4.30E-21 104 
AT3G06490.1 Os12g0564100 83.019 7.20E-19 97.1 
AT3G06490.1 Os04g0508500 95.349 1.57E-10 69.4 
AT3G06490.1 Os03g0142600 95.349 1.57E-10 69.4 

NCBI login number Rice varieties tested Sample Sequencing type 
PRJNA604026  Japonica rice (Oryza sativa L.) cultivar Nipponbare leaf RNA-seq 
PRJNA604028  Japonica rice (Oryza sativa L.) cultivar Nipponbare leaf ATAC-seq 



AT3G06490.1 Os02g0618400 79.208 1.57E-10 69.4 
AT3G06490.1 Os09g0538400 95 7.30E-09 63.9 
AT3G06490.1 Os02g0618525 100 7.30E-09 63.9 
AT3G06490.1 Os01g0637800 77.778 9.45E-08 60.2 
AT3G06490.1 Os12g0175400 94.595 3.40E-07 58.4 
AT3G06490.1 Os11g0181000 90.698 3.40E-07 58.4 
AT3G06490.1 Os11g0180900 94.595 3.40E-07 58.4 
AT3G06490.1 Os08g0549000 94.595 3.40E-07 58.4 
AT3G06490.1 Os05g0429900 94.595 3.40E-07 58.4 
AT3G06490.1 Os03g0578900 94.595 3.40E-07 58.4 
AT3G06490.1 Os03g0303500 94.595 3.40E-07 58.4 
AT3G06490.1 Os01g0874300 94.595 3.40E-07 58.4 
AT3G06490.1 Os01g0169000 94.595 3.40E-07 58.4 
AT3G59350.1 Os01g0323100 78.74 1.67E-65 252 
AT1G79180.1 Os02g0624350 94.737 6.89E-08 60.2 
AT1G79180.1 Os02g0624300 85.714 6.89E-08 60.2 
AT5G66730.1 Os02g0518500 73.597 7.76E-45 183 

 
 
 
 
 
 
 
 



 

Figure S1. Circos plots of ATAC-seq sequencing fragments of all chromosomes in rice 

(red and green peaks represent two biological replicate sequenced fragments from the 36h blank and experimental groups, respectively, and the outermost regions of 

different colors represent different chromosomes of rice.) 

 



Table S3  Differential THSs identified after heat treatment  
positively enriched THSs negatively enriched THSs Percentage of diffential THSs 

1692 156 7.07% 
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Figure S2. Quantity and Genome Distribution of Differentially Enriched THS after Heat Treatment 
(A is the proportion of differentially enriched THSs, B is the positive distribution of THSs in the genome after high temperature treatment, and c is the negative 

distribution of the THSs after high temperature treatment.) 
 
 
 
 
 
 
 
 



 

Figure S3. Positive enriched motif identified by ATAC-seq (partial) 

 
 
 



 

Figure S4. The negatively enriched motif identified by ATAC-seq 

 

 
 



 
 

Figure S5. OsbZIP14 Self activation Activity Inhibition in Three and Four Deficiency Plates 
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Figure S6. Library screening of OsbZIP14 interaction protein. A is the yeast monoclone grown on the solid medium containing 20mmol AbA and 3-AT containing X-α-
Gal,+ is the positive control, and - is the negative control; B is the PCR detection result of inserted fragments in partial cDNA library, and  M is Maker=5000bp. Some 

Potential Interacting Proteins of OsbZIP14 in C.  
 

 
 
 



 
 
 
 
 
 
 
 
 
 
 

Figure S7. OsbZIP14 Transgenic knockout type 


