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Supplementary Note 1  
 
Structure based sequence alignment of zebrafish, human and mouse RAG1 and RAG2 core region 
 
Sequence alignment in the core regions of zebrafish, human and mouse RAG1 (a) and RAG2 (b). Secondary 
structures of zRAG1 and zRAG2 were assigned based on the 3.4 Å model of the nicked DNA complex. The 
secondary structures are colored as in Fig. 1a based on the domain organization. Four catalytic residues are 
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indicated by black arrows. β4-β5 and α15-α16 loop regions are indicated by lines. The sequence alignment 
was generated in Espript1. 
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