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Supplementary Figure 2. Comparison of recombination products between RAG1XVKI and
RAG1** mice. The number of each joint out of the total number analyzed is shown. The frequency
of each joint is expressed as the percentage in parentheses. The average length of additions or
deletions was calculated only for the junctions with additions or deletions. The statistical tests refer to
the average length added or deleted. (A) Comparison of D1-J;1.1 signal joints. (B) Comparison of
Dy1-J;1.6 coding joints (mean + SEM; **P < 0.01 by Student’s z-test; N.S., no significance). (C)
Comparison of Dyl1-J;2.7 coding joints (mean + SEM; ***P < (0.001 by Student’s z-test; N.S., no
significance).



