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Figure S1. Crucial amino acid sites of type-I and type-II functional divergence. 
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Figure S2. Promoter compositions of MATE family genes in common wheat. Different colour blocks 

represent different TaMATE subfamilies. 

 

Figure S3. Expression profile of TaMATE genes in five different tissues of wheat. The normalised 

expression values of genes in roots (seedling stage, three leaf stage, fifth leaf stage, seven leaf stage, 

30% spike), stem (1 cm spike, anthesis, milk grain stage), flag leaf (12, 15, 25, 30 dpa; dpa, days post 

anthesis), spike (ear emergence, anthesis, top third anthesis, mild third anthesis, bottom third 

anthesis) and grain (2, 15, 25, 30 dpa and ripening) were extracted from the analysed transcriptome 

data. The heat map of 138 TaMATE genes was generated with Genesis software. The expression values 

(FPKM+1) of TaMATE genes were transformed by log2 and mean centered. A, B, C, and D represent 

the TaMATE genes in Group I, Group II, Group III and Group IV, respectively. 
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Figure S4: Expression patterns of TaMATE genes under heat stress (1 and 6 h), drought stress (1 and 

6 h) and PEG (2 and 12 h) treatment. The heat map of 79 TaMATE genes was generated with Genesis 

software. The expression values (FPKM+1) of TaMATE genes were transformed by log2 and mean 

centered. A, B, C, and D represent the TaMATE genes in Group I, Group II, Group III, and Group IV, 

respectively. 


