
 

Figure S1.  Phylogenetic tree of banana LOX genes family. 

 



 

Figure S2.  Sequence identities and similarities (%) among the MbLOXs. 

 



 

Figure S3.  Sequence identities and similarities (%) among the MiLOXs. 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

 

Figure S4.  Gene structures and conserved motifs (A), Motif 1 sequence (B) and the 38 conserved residues of 

MbLOX proteins of MbLOXs or their encoded proteins. the dark color in C shows highly conserved histidine 

(His). 

 

 

 

 

 

 

 



 

 

 

 

Figure S5.  Gene structures and conserved motifs (A), Motif 1 sequence (B) and the 38 conserved residues of 

MiLOX proteins of MiLOXs or their encoded proteins. the dark color in C shows highly conserved histidine (His). 

 

 

 

 

 

 

 

 



 

Figure S6.  Chromosome localization of MbLOX genes. 



 

Figure S7.  Chromosome localization of MiLOX genes. 

 



 

Figure S8.  Collinear distribution of MbLOX genes. The green line indicates the collinearity between the 

MbLOXs, and the gene names in red are tandem replication genes. 

 



 

Figure S9.  Collinear distribution of MiLOX genes. 

 

 



 

Figure S10.  Orthologous among M. acuminata, M. balbisiana and M. itinerans. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Figure S11.  Analysis of cis-acting elements of MbLOX gene family promoter. 

 

 



 
Figure S12.  Analysis of cis-acting elements of MiLOX gene family promoter. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

Figure S13.  Transcription factor binding sites predicted in the promoters of MbLOXs (A) and MiLOXs (B). 

 

 

 



 

Figure S14.  Relative usage of synonymous codons in MbLOX gene family members. The underlined data 

indicate that the MbLOX genes preferentially to use this codon. 



 

Figure S15.  Relative usage of synonymous codons in MiLOX gene family members. The underlined data 

indicate that the MiLOX genes preferentially to use this codon. 

 


