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You are what you eat
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How to infer HGT
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* Extremely rare
Example: cyanobacterium Microcystis aeruginosa actin ad profilin
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HGT to Eukarytoes — controversial?

THINK AGAIN
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HGT to Eukarytoes — controversial?
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HGT to Eukarytoes — controversial?
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HGT to Eukarytoes — controversial?

HGT can be amazing source of new adaptations
Help with lifestyle transitions — anaerobiosis, parasitism etc...

But not only, marine diatom Phaedactylum tricornutum
contains > 5% HGT genes.



« Extremophilic red alga (Cyanidiophyceae)

« Adaptation to extreme conditions also thanks to HGT (pH O-
4; temperature 56°C; high tolerance to toxic metals)

« Bacterial genes for various ion channels, membrane pumps
 Less introns and higher GC content in these genes
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Free-living Diplomonads
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BIG, NO NO!!!
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But...

* People tend to be conservative when
inffering HGTs to Eukarytoes

* And unsystematic



