Asgard archaea are the closest archaeal relatives of eukaryotes
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CONCLUSIONS

The results we have published in recent years are not the final word on the origin
of eukaryotes. However, Da Cunha et al. use inadequate methodology, misinterpret the [N e R B R g N et e P e e o BT Tete

between prokaryotes and eukaryotes. PloS Genetics (2017)
2 Spang, et al. Complex archaea that bridge the gap between prokaryotes and eukaryotes.

data, and make ad hoc decisions regarding the taxa and genes included in their analyses.
Finally, they ignore the plethora of evidence and discussions presented previous- NGO - B |

5 3 : . . 3 Zaremba-Niedzwiedzka, et al. Asgard archaea illuminate the origin of eukaryotic cellular
ly>*, which addressed many of their points. complexity. Nature (2017).
4 Eren, et al. Anvi’o: an advanced analysis and visualization platform for ‘omics data. Peer]|
The publication by Da Cunha et al. provides no evidence that falsify the i
conclusions drawn by Spang et al. and Zaremba-Niedzwiedzka et al. Herc
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