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Corrigendum

New Phytologist218 (2018), 1612—1630, doi: 10.1111/nph.15090

Since its‘publication, the authorskibresSandovakt al. (2018) have brought to our
attentionan.error intheir article.At the end of the first paragraph in the Results, subsection
‘Origin and evolution of land plant ARF genes’ (p. 1615) a reference to Nishigtaaha
(2018) shauld have been includddhe corrected text section and the full reference to
Nishiyamaet al. are shown below.

We apologize t@ur readersor this mistake.
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Corrected text from the Results, subsectiotOrigin and evolution of land plant ARF
genes’, first paragraph (p. 1615)

ARF proteins possess B3 DN#inding and PB1 protein—protein interaction domains and
similar genes are found throughout Streptophytest(du, 2015; Bowmaret al., 2017).

Although. IAA proteins possess a PB1 domain, they lack the B3 domainef-ébri 2014;
Bowmanetal:;72017). However, lack of an appropriate outgroup has hindered resolution of
phylogenetierelationships between ARF and IAA genes. Recent analyses of charophycean
algal and liverwort sequences revealed another clade of B3 transcription factors, the RAV
family, with'a PB1 domain suggesting the two domains were already associated during

early charophyte evolution (Bowmahal., 2017). RAV orthologugfrom other land plant
lineages have lost the PB1 domain. Here we made an assumption that the association of the
B3 and PB1 domains in ARF and RAV proteins is homologous and used RAV sequences to

root the tree and resolve the position of the IAA genes using genome and transcripggome da
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from basal land plants and charophycean algae (Reesahg 2008; Bankst al., 2011;
Nystedtet al., 2013; Wicketet al., 2014; Jwet al., 2015; Vannestet al., 2015; Cooper &
Delwiche, 2016; Nishiyamet al., 2018).
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