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Fig. S7. MAFFT alignment of FtsY proteins and the translated ORF from the Pyrocystis lunula AF490367
minicircle. Unalignable N-terminal ends of some sequences were truncated. Graphical elements above the alignment
concern the homolog from Arabidopsis thaliana, while those under the alignment refer to the Pyrocystis sequence.
Particular secondary structure elements in the Arabidopsis sequence according to Chandrasekar et al. (2008) are
denoted as follows: kN1-4 (k helices of the N domain), k1-7 (k helices of the GTPase G domain), and r 1-8 (r
strands of the G domain). The ranges of k-helices shown in the Pyrocystis sequence were predicted by more than
50% of eight applied algorithms (see Materials and methods in Supplementary Material online). The predicted
SRP54 N helical bundle domain and SRP54 G domain with GTPase activity found in Pfam database are shown as
red and blue rectangles, respectively. Name abbreviations: Ara_tha — Arabidopsis thaliana, Zea may — Zea mays,
Sel moe — Selaginella moellendorffii, Phy pat — Physcomitrella patens, Chl_rei — Chlamydomonas reinhardtii,
Ost_tau — Ostreococcus tauri, Cya_mer — Cyanidioschyzon merolae, Gal_sul — Galdieria sulphuraria, Pha tri —
Phaeodactylum tricornutum, Con_woe — Conexibacter woesei DSM 14684, Esc_col — Escherichia coli E24377A,
Ths_aqu — Thermus aquaticus YS1MC23, Tha mar — Thermotoga maritime MSB8, Vic_vad — Victivallis vadensis
ATCC BAA-548, Thm_ros — Thermomicrobium roseum DSM 5159, Bac_cla — Bacillus clause KSM-K16, Fla_bac —
Flavobacteria bacterium BBFL7, Gra_for — Gramella forsetii KT0803, Pyr lun — Pyrocystis lunula.



