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Figure S1 Confirmation of transcript levels of 10 randomly selected genes by qRT-PCR analysis. 
The columns represent relative expression obtained by qRT-PCR, and solid lines represent relative 
expression obtained by RNA-seq. All qRT-PCR reactions were performed using three biological 
replicates. Gene-specific primers used for qRT-PCR are listed in Table S 18.   



 
 
Figure S2 Gene ontology (GO) classification of DEGs in WT and M3 plants under low 
temperature stress conditions. The enriched biological process, cellular component and molecular 
function GO terms of DEGs between CK vs 2 h (A), 0 h vs 12 h (B) and 2 h vs 12 h (C) in WT 
plants, and DEGs between CK vs 2 h (D), 0 h vs 12 h (E) and 2 h vs 12 h (F) in WT plants. 



 

 
Figure S3 KEGG enrichment of DEGs in WT and M3 plants under low temperature stress 
conditions. The Top 20 enrichment KEGG pathway of DEGs between CK vs 2 h (A), CK vs 12 h 
(B) and 2 h vs 12 h (C) in WT plants, and DEGs between CK vs 2 h (D), CK vs 12 h (E) and 2 h 
vs 12 h (F) in WT plants. 
 
 


