
 

Supplemental Figure S9. Manhattan plots and boxplot phenotype-by-genotype splits for 
total TE counts of all transposons. The top plots are Manhattan plots of GWA mappings with 
the significance threshold indicated by the dotted gray line. SNVs that are above the 
Bonferroni threshold are shown in red and SNVs that are below the significance threshold or 
do not pass our heuristic filters (see Methods) are shown in black. Confidence intervals are 
represented by the pink bars, and the x-axis indicates base positions with ticks every 5 Mb. The 
middle plots show the phenotype values for the TE count traits on the y-axis split by the 
genotype (reference or alternative allele) on the x-axis. The bottom plots display measures of 
linkage disequilibrium between the peak SNVs for each significant QTL.



1



2



 

Supplemental Figure S9. Manhattan plots and boxplot phenotype-by-genotype splits for 
TE type counts of DNA transposons, retrotransposons, and transposons of unknown 
classification. The top plots are Manhattan plots of GWA mappings with the significance 
threshold indicated by the dotted gray line. SNVs that are above the Bonferroni threshold are 
shown in red and SNVs that are below the significance threshold or do not pass our heuristic 
filters (see Methods) are shown in black. Confidence intervals are represented by the pink bars, 
and the x-axis indicates base positions with ticks every 5 Mb. The middle plots show the 
phenotype values for the TE count traits on the y-axis split by the genotype (reference or 
alternative allele) on the x-axis. The bottom plots display measures of linkage disequilibrium 
between the peak SNVs for each significant QTL.
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Supplemental Figure S9. Manhattan plots, position map, and boxplot phenotype-by-
genotype splits for each transposon family with a significant QTL. The top plots are 
Manhattan plots of GWA mappings with the significance threshold indicated by the dotted gray 
line. SNVs that are above the Bonferroni threshold are shown in red and SNVs that are below 
the significance threshold or do not pass our heuristic filters (see Methods) are shown in black. 
Confidence intervals are represented by the pink bars, and the x-axis indicates base positions 
with ticks every 5 Mb. The second plot shows the genomic positions of the transposon that was 
mapped with the total number of active reference and insertion calls from all the strains 
displayed in orange and blue, respectively. The third set of plots shows the phenotype values 
for the TE count traits on the y-axis split by the genotype (reference or alternative allele) on the 
x-axis. The bottom plots display measures of linkage disequilibrium between the peak SNVs 
for each significant QTL.
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