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Supplementary Figure 7 Several Omenn syndrome (OS) mutations map to the NBD in RAG1. Residues that are mutated
in OS patients are indicated with yellow spheres in the structure of the NBD dimer (subunits in cyan and pink). Lower panel
shows the sequence alignment of the NBD from ten divergent species, with (*) indicating conservation of residue identity and
(:) indicating conserved substitutions. The murine NBD sequence is shown in red. Yellow triangles indicate the relevant

residues in the protein sequence. Sequence alignment was generated using ClustalW.



