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Figure S1 Alternate pattern of segregation of split alleles through an F, cross. The top panel shows the physical reality of a
single gene that differs in allelic sequence between the parents. The F; and half the F;s are heterozygous. The bottom panel
shows how, when alleles are split into two loci, one locus retains the allelic variation while the other contains only one allele
(i.e. does not show a SNP). In individuals that have the blue allele at the first locus, the second locus also shows the blue allele.
In individuals homozygous for the red allele, however, the second locus shows missing data at the corresponding site. Note
that the pattern of segregation at the first locus is as expected.
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