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Figure S3 Comparison between ILs in the genomewide screen. The CB4856 introgression per IL is shown by the coloured
rectangle. Triangles join adjacent CB4856 and N2 markers. Progeny stage distribution is shown as cumulative percentage of
total progeny. From dark to light: Stage I, I, lll and L1 (in white).
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Figure S3 (Continued)
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Figure S3 (Continued)
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Figure S3 (Continued)
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Figure S3 (Continued)
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Figure S3 (Continued)
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