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Additional file 2. Regressions on all first hits to each target group against database size, querying with all four heterokont

genomes. Solid lines are linear and dashed lines are quadratic regression models. Numbers adjacent to each line provide R* values
for each model. In all cases there is a clear positive deviation from the expectation for hits to the sister heterokont taxa (hits to diatoms
when querying with oomycetes, hits to oomyctes when querying with diatoms). Analyses of residuals show that the positive deviation

of the sister heterokont is significant in all cases (see Table 5), demonstrating that overall BLAST similarities do provide a robust
measure of relatedness at closer evolutionary distances. There are no indications of a positive deviation in hits to red genes for

oomycete genomes. The red algal positive deviation, particularly with the oomycetes removed, is observable in diatoms genomes but

does not reach statistical significance.
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