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Fig. S6
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tbx5a control

Embryos analized 40 20 40 20 40 20

Embryos harbouring mutations 38 (95%) 1 (5%) 39 (98%) 2 (10%) 40 (100%) 1 (5%)

Rate of mutagenesis 88% 25% 79% 30% 82% 20%
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