[bookmark: _Hlk33681705][bookmark: _GoBack][image: C:\Users\Qiang\Yunpan\-CLOUD-\CLOUD QIANG\SkyDrive\Working\Paper_ROS_Qiang_LI\Li_et_al_Figs_ROS\EGR-UNCOMPRESSED-NJ-POISSON.png]Figure S1. Phylogenetic presentation (uncompressed) of all the ROS genes in E. grandis. The alignment was conducted with complete protein sequences of ROS gene using MAFFT and the phylogenetic tree was constructed using Maximum-likelihood instrument with Poisson model by Mega 6. The 11 families are indicated by different colours.
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Figure S2. Gene gain and loss during the evolutionary process. Evolutionary changes of the number of ROS genes are shown in this figure. (a) Class III Prx family; (b) The other 10 families. The Number in rectangles together with the species name represents the isoform numbers in each organism respectively. The plus (+) and minus (–) signs indicate the numbers of genes gained and lost since speciation. The number of pseudogenes was enclosed in bracket. Take the link between E. globulus and E. grandis for an example: In E. globulus there are 9 Prx genes (6 pseudogenes included) containing no orthologous genes in E. grandis while in the mean while E. globulus lacks the orthologous genes of 9 Prx genes (2 pseudogenes included) in E. grandis.
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