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Supplement Figure 1 Summary of clonotypes with diversity. Related to Figure 5 

The relationship between the diversity of IGH clonotypes and relapse frequency (A), gene 

mutation status (B), FCM-MRD status (C), and disease risk classification (D).  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

Supplement Figure 2 Summary of clonotypes with gene usage, and motifs. Related to 

Figure 5 

The most frequent V gene usage in 1st relapse samples (A), 2nd relapse samples (B), and 3rd 

relapse samples (C). The most frequent J gene usage in 1st relapse samples (D), 2nd relapse 

samples (E), and 3rd relapse samples (F). The most frequent motifs in 1st relapse samples (G), 

2nd relapse samples (H), and 3rd relapse samples (I). 

 

 


