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Figure S1. Amino acid sequence alignment of SSRP1 from different organisms. Sequences (plant, green; metazoan,
red; fungal, blue) were retrieved by database searches using blastp (https://blast.ncbi.nim.nih.gov/) using At-SSRP1 as
query. The sequences were aligned using Clustal Omega (https://www.ebi.ac.uk/Tools/msa/clustalo/). The HMG-box
domain present in SSRP1 proteins is highlighted in yellow, but it is absent from Sc-Pob3 (and other fungal Pob3
sequences; Pfab et al., 2018). Compared to their plant counterparts, metazoan SSRP1 proteins have a more extended
domain C-terminal of the HMG-box. The species of which the protein sequences were retrieved are indicated as
follows: Arabidopsis thaliana (At), Drosophila melanogaster (Dm), Glycine max (Gm), Homo sapiens (Hs), Hordeum
vulgare (Hv), Oryza sativa (Os), Physcomitrella patens (Pp), Populus trichocarpa (Pt), Saccharomyces cerevisiae (Sc),
Selaginella moellendorfii (Sm), Sorghum bicolor (Sb), Vitis vinifera (Vv), Zea mays (Zm).



