
These are not the final page numbers

PROTEOMICS

Supporting Information

for Proteomics

DOI 10.1002/pmic.201500025

Trinh V. Dinh, Willy V. Bienvenut, Eric Linster, Anna Feldman­Salit, Vincent A. Jung,
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Supplemental Figure 1. Phylogenetic tree of 25 putative Nats present in Arabidopsis  

Protein sequences of 12 bona fide Nats from eukaryotes have been used to identify potential Nat 

candidates (25) encoded by the Arabidopsis genome. The phylogenetic tree of known metazoan putative 

Arabidopsis Nats was created with Clustal Omega [1] and visualized by using the Treeview open software 

source [2]. Proteins labelled in red are predicted to localize in plastids. Please note that the plant cytosolic 

Nats cluster with their corresponding Nat from metazoan and that these Nats form a separate branch of the 

tree (lower part).  
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