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In the original article, there was an incorrect formula.

The formula appears in section 2.2.2, ‘Linkage analysis in the

presence of preferential chromosomal pairing’, on page 3498.

The correct formula is below in the context in which it appears.

This gives rise to the likelihood function L qð Þ / 1
6�

q
4

� �n00þn11

:

1
3þ

q
4

� �n01þn10

, which when solved leads to the following maximum-

likelihood estimate for q:

q ¼ 2 n01 þ n10ð Þ � 4ðn00 þ n11Þ
3ðn00 þ n01 þ n10 þ n11Þ

This has been corrected.
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