Supplementary Information

Figure S1. DNA sequence neighboring doapl gene (g12504) on the Fistulfera sp. genome.
DOAP1-cording region predicted in this study is shown in green. An intron in doapl gene
is shown in blue. TATA-boxes predicted with GENETIX ver.10 are shown with rectangular
boxes. The region supported by RNA-seq data ranges from the closed triangle to the open
triangle. The region fused with GFP gene in this study is shown in a red box.
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Figure S2. Predicted amino acid sequence of DOAPL. The signal sequence predicted with
the SignalP program is shown in orange. Quinonprotein alcohol dehydrogenase-like
domain (IPR011047) is shown in blue. The region fused with GFP gene in this study is
shown in a red box.
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Figure S3. Western blotting signals derived from GFP (a) and Spoap1-GFP (b) were plotted
with red lines. Molecular marker signals at the neighboring lanes were also plotted with
blue lines. For better comparison between (a) and (b), each marker position is marked with

gray column.
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S4

Figure S4. Examples of fluorescence profiling on the microscopic images of Fistulifera sp.
JPCC DAO0580 expressing Spoapi-GFP. Fluorescent signals of GFP and chlorophyll along
the white arrows in the images are shown in green and red lines, respectively. Fluorescent
peaks of GFP outside of the chlorophyll fluorescent region are shown with tje black arrows.
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Figure S5. Microscopic observation on Fistulifera sp. JPCC DAO0580 transformants
expressing SDOAP1-GFP with Hoechst 33342 staining. Hoechst staining was conducted
by adding Hoechst 33342 (Invitrogen, Eugene, OR, USA) to the cell culture at 1:50
volume ratio (final concentration = 200 pug/mL) (scale bar = 5 um).
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Figure S6. X-Y plane sequence images generated from the reconstructed 3D-images of

Figure 3 in the main text (scale bar = 1.3 um).
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Figure S7. Confocal microscopic images of Fistulifera sp. JPCC DAO0580 stained with
ER-Tracker™ Green (Life Technologies). The cells (1 <107 cells/mL) were incubated with
0.78 pg/mL of ER-Tracker™ Green in phosphate buffered saline for 30 min.
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