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We calculated the skewness of the maternal WB5-HT distribution in each group (n = 35 
probands with a rare variant and n = 276 without) using the standard formula
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carriers showed a slight left skew (-0.10).

To assess whether skew in non-carriers was significantly greater, we used a resampling method
to generate 10,000 bootstrap samples for each group, calculating skewness for each sample.
We then calculated the 95% confidence interval (CI) of the skewness distribution for each group
(rare variant carriers, 95% CI -0.82 – 0.70; non-carriers, 95% CI 0.53 – 1.05). Although these
CIs overlap, the lower bound of the CI for rare variant carriers was smaller than the upper bound
of the CI for non-carriers, supporting our directional hypothesis that maternal WB5-HT skewness
was greater among non-carriers than carriers.
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Supplemental Table 1

Genes and CNVs included in the rare variant group.



Supplemental Table 2

Sex as a Biological Variable: Our study’s examination of both maternal and paternal WB5-HT
is based on biological sex. Biological sex was not otherwise incorporated into our analyses, but,
as shown in the table above, sex data were collected from all participants. Our study, consistent
with the demographics of autism, included more male than female participants. The sample size
of females in the rare variant carrier group was too small to support a sex-specific analysis.
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