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Table S1. Biological significances of the parameters involved in the JIP-test (Strasser et al. 2004)

Parameter Biological significance

Fv/Fm Maximum quantum yield of primary photochemistry (at t = 0)

Mo Approximated initial slope (ms™) of the fluorescence transient V = f (t)

Sm Normalized total complementary area above the O-J-I-P transient (reflecting

multiple-turnover Qa reduction events)

ABS/RC Absorption flux per RC
TRo/RC Trapped energy flux per RC (at t =0)
ETo/RC Electron transport flux per RC (at t = 0)

DIo/RC Dissipated energy flux per RC (att = 0)




Table S2. Biological significances of the parameters involved in the modulated chlorophyll fluorescence and

RLC measurements (Ralph and Gademann 2005)

Parameter Biological significance

ETR Electron transport rate

Fm Maximum fluorescence yield in the dark-adapted state

Fm’ Maximum fluorescence yield in the light-adapted state
NPQ Non-photochemical quenching

PAR Photosynthetic active radiation

Prmax Namely rETRmax (maximum relative electron transport rate)
o Photosynthetic rate in light-limited region of RLC

B Photoinhibition

Ik Semi-light saturation point




Table S3. E. voratum genes involved in the qRT-PCR analysis and their primers

Gene Gene ID Forward primer (5’ to 3°) Reverse primer (3’ to 5°)
TGGACTTTATATCCACCATT  AAGACTTCCAAGAAGAGAA
Ccox 0OP004348.1
ATCCAC ATAGATGAC
GCTCGCCGTGACAAATGGAA
DHQS  EVORT383 LOCUS16934 TCGTTGCCGCCTTCTTCTTG
T
ATATTGCCCGATGCCTACGA  CTATGGCTGCTGTGGCTTTG
OMT EVORI1521_LOCUS26624
G T
GGATTTGGACCCGTCAGTGT AGACCGGAAGGCTATGAAG
NRPS EVOC421 LOCUS32180
TT CAG
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Fig. S1 Spectra of different light qualities



Results of KEGG pathway enrichment (RL vs. WL)
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Results of KEGG pathway enrichment (GL vs. WL)
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Results of KEGG pathway enrichment (BL vs. RL)
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Results of KEGG pathway enrichment (GL vs. RL)

Ribosome

Oxidative phosphorylation

Carbon fixation by Calvin cycle

Pentose phosphate pathway

Fructose and mannose metabolism

Arginine biosynthesis

RNA degradation

Thiamine metabolism

Citrate cycle (TCA cycle)

Glycolysis / Gluconeogenesis

Atrazine degradation

Proteasome

Carbon metabolism
Glycosylphosphatidylinositol (GPI)-anchor biosynthesis
Nucleocytoplasmic transport

Alanine, aspartate and glutamate metabolism
Sulfur relay system

Valine, leucine and isoleucine biosynthesis
Lipoic acid metabolism

Polyketide sugar unit biosynthesis

. Count humber
A o1
@ 50
A
A @ 00
A -log10(P-value)
A
® '—20
A
4 10
A
. .
o
A Class
A @ GCenetic Information Processing
o A Metabolism
A
®
A
A
A
0.04 0.06 0.08 0.1
Rich Factor

Results of KEGG pathway enrichment (GL vs. BL)

Motor proteins -

etabolism

Phagosome
neogen

Phosphatidylinositol signaling system+

Starch and suc

Meiosis - yeast-
Non-homologous end-joining -
Ribosome § ]

rositol pho net: E

mRNA surveillance pathway 4

{
o
L
A
+
+
o
a]
L 4
+
+
2
+
+
0.25 0.3 0.35 0.4
Rich Factor

Count number
o1

@ 100

@ 200

-log10(P-value)

R

I 5
Class

@ Cellular Processes
A Environmental Information Processing

B Genetic Information Processing
& [Vetabolism
2

Fig. S2 Results of KEGG pathway enrichment. Rich Factor is proportional to the level of enrichment; the

symbol size is proportional to the number of the DEGs enriched on the pathway involved; -logio(P-value) is

proportional to the significance of enrichment.
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Fig. S3 DEG enrichment in E. voratum under different light qualities. A. Heat map of photosynthesis-related

DEGs; B. Heat map of respiration-related DEGs; C. Heat map of polysaccharide synthesis-related DEGs; D.

Heat map of lipid synthesis-related DEGs; E. Heat map of protein synthesis-related DEGs; F. Heat map of

porphyra-334 synthesis-related DEGs



