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For inversions that are sampled in at least 2 families: Pairwise

. comparisons of nucleotide diversity (1) ancestral/derived,
We report an unbiased study of the effects of 64 chromosomal ancestral/derived and derived/derived show:

inversions that segregate within one natural population on |
both molecular evolution and gene expression. s dunin e -2 107
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C1s gene expression effects are better fit as an allelic series, instead
of as a binary trait usually assumed for eGWAS.
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Trans effect hotspots are due to rare alleles

eGWAS from population data! vs family-specific eQTL (2 shown)
More genotypes sampled vs more statistical power on few genotypes
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Genetic variation captured by inversion is more important
than inversion breakpoint location.
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Trans effect hotspots (arrows) are found in single families.
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