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Figure S1. Phylogenetic analysis of RLK proteins of B. juncea. The circular tree was generated based on the neighbour-
joining method using Geneious v7.1.9 software. These genes were divided into 7 main groups by different colours. In 
Group I, labels highlighted with light-blue were LysM-RLK genes. 
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Figure S2. Phylogenetic analysis of RLP proteins of B. juncea. The circular tree was generated based on the neighbour-
joining method using Geneious v7.1.9 software. These genes were divided into 3 main groups by different colours. In 
Group III, labels highlighted with black were LysM-RLP genes. 
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Table S1. The distribution and organisation of candidate RLK genes in B. juncea. 

 
1 The proportion in all mapped RLK genes. 2 The proportion in all mapped LysM-RLK genes. 3 The proportion in all 
mapped LRR-RLK genes. 4 The proportion in all RLK genes. 

Table S2. The distribution and organisation of candidate RLP genes in B. juncea. 

 
1 The proportion in all mapped RLP genes. 2 The proportion in all mapped LysM-RLP genes. 3 The proportion in all mapped 
LRR-RLP genes. 4 The proportion in all RLP genes. 
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