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$4 Fig. Immunogenetic analysis of monoclonal antibody sequences isolated from macaque L999.
DH840 was among the antibodies isolated from L999. Variable gene segment usage, CDR3 lengths, and
mutation percentages are shown for the (A) heavy (blue), (B) lambda (orange), and (B) kappa (green)

chains. Genes could not be inferred for 3 lambda chains and 1 kappa chain due to low sequence quality.





