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Supplementary Figure S1. Sequence logos for all the reviewed putative proteins belonging to the YbaB/EbfC family (IPR004401). The putative se-
quences are deposited in the InterPro protein families and domains database [1]. The database contains 585 reviewed sequences. Sequence logos
were constructed using MetaLogo [2]. The tree on the left indicates the relationships among the groups. The red dot on the tree indicates the group
containing the target sequence. Light blue coloured strips connect conserved positions among groups.
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Supplementary Figure S2. Results obtained from MetaLogo [2]. (a) Sequence counts of each group;
(b) Entropy heatmap of each group; (c) Boxplot of entropies of positions in all groups; (d) Clustering
result of sequence logo groups revealing the pairwise relationships; (e) Distribution of pairwise dis-
tances of the nodes in the phylogenetic tree.
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