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Fig. S1: Photosynthetic parameter alpha (a)) of dark (closed circles) and light (open
triangles) treated cells. Points after the dashed line represent the re-illumination of dark
treated cells for 24 hours at 50 umol photon m2 s, Error bars are standard deviations of

the mean.



Organelle Step  JGIID Description Time
05 1 3 7 21 30 60 120 RC

- ) 187807 Glutamate 1-semialdehyde 2,1-aminomutase -
T4 187290 Porphobilinogen synthase
- 5 267185 Porphobilinogen deaminase
- 7 270185 Uroporphyrinogen 1l decarboxylase . ... .
- 8 179047 Coproporphyrinogen |ll oxidase - -
- 10 176289 Protoporphyrin IX Mg-chelatase subunitD [ 7 I
- 10 266498 Protoporphyrin IX Mg-chelatase subunit H - . . -
- 11 268444 Mg-protoporphyrin IX methyltransferase . ...
T 13 267731 Protachlorophyliide oxidoreductase [N M
- 1 206898 1-deoxy-D-xylulose 5-phosphate synthase . . .
- 2 179017 1-deoxy-D-xylulose 5-phosphate reductoisomerase . . . . . -
- 3 273875 2-C-methyl-D-erythritol 2,4-cyclodiphosphate synthase . - . .
| & 259614 (E)4-hydroxy-3-methylbut-2-enyl diphosphate synthase [li] [ [ ] | |
- 10 179770 Geranylgeranyl reductase --.
- il 268162 Acetyl-CoA acyltransferase (putative) n .
- 4 188664 Mevalonate kinase . . . . .
- 6 198850 Diphosphomevalonate decarboxylase . ..
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Fig.S2: Expression of proteins involved in the pathways of tetrapyyrole synthesis,
methylerythritol pathway (MEP) and the mevalonate pathway (MVA) in the dark when

compared to the light. JGI ID corresponds to the Joint Genome Institute identification number of that
particular protein. Each box represents the relative expression of the proteins indicated, after the duration of dark



exposure in days as indicated, with the exception of RC which denotes the dark recovery phase where dark
treated cells were re-exposed to white light (50 umol photon m2 s2) for 24 hours. The colours represent the
protein abundance change (difference in mean logz LFQ values, dark vs light) the scale shown. White stars (*)
inside boxes represent a significant expression (FDR<2% and log2 LFQ difference >/<0.5).

JGI ID Description Time
05 1 3 7 21 30 60 120 RC

213515 Phytoene desaturase (putative) “ H

270748 Phytoene desaturase [JJj E
229199 ZetA-carotene desaturase (putative) - - . .
[

267113 Violaxanthin de-epoxidase &
271689 Violaxanthin de-epoxidase
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Fig. S3: Expression of proteins involved in the biosynthesis of carotenoids the dark when
compared to the light. JGI ID corresponds to the Joint Genome Institute identification number of that
particular protein. Coloured boxes represent the degree of expression on the log2 scale. Grey boxes indicate the
protein did not display an expression above the threshold to be included. White stars (*) inside boxes represent
a significant expression (<0.05 p-value). Boxes are grouped by time in days of dark exposure with the exception
of RC which denotes the dark recovery phase, where dark treated cells were re-exposed to white light (50 umol
photont m=2 s) for 24 hours.



Step  JGIID

Time
7 21 30 60 120 RC

Description
05 1 3

1 274583 Acetyl-CoA carboxylase . .
2 206236 Malonyl-CoA ACP transacylase | B H B
20 F5arias 3-oxoacylk-synthase I1l .
3 227244 3-oxoacyl-synthase Ill .
4 228745 Beta-ketoacyl synthase . .
5 3-oxoacyl-reductase [ i ]
7 27319 NAD(P)-binding protein ] |
8 169535 FA_desaturase 2-domain-containing protein . . . . . .
- 268690 Plastid UDP-sulfoguinovose synthase . . . .
= 268796 Lipocalin . . . . . . .
1 259065 Long-chain acyl-CoA synthetase . . .
2 209571 Acyl CoA dehydrogenase . . . . . .
2 214967 Acyl-CoA dehydrogenase-like protein [} ] || ]
3 202663 Enoyl-CoA hydratasefisomerase [} |
4 271968 3-hydroxyacyl-CoA dehydrogenase domain . . . . .
5 268162 Acetyl-CoA acyltransferase (putative) . . .
Log2 fold-change
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Fig.S4: Expression of proteins involved in the biosynthesis or B-oxidation of fatty-acids in the
dark when compared to the light. JGI ID corresponds to the Joint Genome Institute identification number
of that particular protein. Each box represents the relative expression of the proteins indicated, after the duration
of dark exposure in days as indicated, with the exception of RC which denotes the dark recovery phase where
dark treated cells were re-exposed to white light (50 umol photon m2 s2) for 24 hours. The colours represent
the protein abundance change (difference in mean logz LFQ values, dark vs light) the scale shown. White stars
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(*) inside boxes represent a significant expression (FDR<2% and log2 LFQ difference >/<0.5).



JGIID Description Time
05 1 3 7 21 30 60 120 RC

- 1
273042 408 ribosomal protein S23 n . -
234775 408 ribosomal protein S9 . . n .
276792 408 ribosomal protein S3a (putative) . H - . .
212907 Ribosomal protein S8 (putative) ‘ ..
261793 Ribosomal protein S19 . .n-.
211642 Ribosomal protein 52 [l [ | |
237751 Ribosomal protein 525 & [ R |
271516 Ribosomal protein S26e [l [ | ]
184786 Ribosomal protein S28e (partial) [l | B
219847 Ribosomal protein S30A/sigma 54 modulation protein | Fl B
268390 Ribosomal protein S7 . n .
169988 Ribosomal protein S8-family . - . .
270068 Ribosocmal S$13-domain . - . -
269207 Ribosomal S15-domain n . ....

HE

274976 Small ribosomal protein s1 [ [

168323 508 ribosomal protein L17 [l BB
270500 608 ribosomal protein L17 n. -
270153 60S ribosomal protein L11a (putative)

273885 60S ribosomal protein RPL18A (putative) .

272891 Ribasomal protein L13 -.

270028 Ribosomal protein L13e -

210425 Ribosomal protein L15 -

272245 Ribosomal protein L3 -.

272931 Ribosomal protein L37e [lj I

269874 Ribosomal protein L23e-like [ [l

273575 Ribosomal protein L14e-domain - . . - .
250843 Ribosomal protein L23-domain .. .

234321 Ribosomal protein L28-domain . . . . -
197206 Translation protein - . . . . . .
218071 Transcription elongation factor b polypeptide 1 . . . . . . . .

273280 Ribosome releasing factor - ..

Log2 fold-change
Up-regulated Down-regulated

<4 3 2 1050 0-05-1 -2 -3 >4

Fig.S5 Expression of proteins involved in transcription and translation the dark when
compared to the light. JGI ID corresponds to the Joint Genome Institute identification number of that
particular protein. Each box represents the relative expression of the proteins indicated, after the duration of dark
exposure in days as indicated, with the exception of RC which denotes the dark recovery phase where dark
treated cells were re-exposed to white light (50 umol photon m2 s2) for 24 hours. The colours represent the
protein abundance change (difference in mean logz LFQ values, dark vs light) the scale shown. White stars (*)
inside boxes represent a significant expression (FDR<2% and log2 LFQ difference >/<0.5).



JGIID

278335
212738
272107
272967
160809
205878
208948
278542
170828
219627
195023
170022
212897
206298
268646
270583
271195
268597
205276
167665
270635
180661
166432

Description Time
3 7 21 30 60 120 RC

Serine protease trypsin-like .. n .--

Serine carboxypeptidase, S10 ..

Serine peptidase, S9 -

Cysteine proteinase .

Zn-dependant exopeptidase (partial) . .
Multicatalytic exopeptidase

Cysteine peptidase-domain ..
Cysteine peptidase-domain

Peptidase M16-domain
ATP-dependant clp protease proteolytic subunit

ATP-dependant clp protease proteolytic subunit
ATP-dependant clp protease proteolytic subunit
ATP-dependant metalloprotease FtsH .
Cell division protease FtsH 4 .n
Proteasome-domian n.

Proteasome subunit beta 1 (putative)
26S preoteasome subunit RPT6 .-

Mov34-domain

Ubiquitin-activating enzyme E1
Ubiquitin-conjugating enzyme n
Ubiquitin-domian [
Ubiquitin-like protein .

Small ubiquitin-like-protein [JJj
Log? fold-change
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Fig.S6: Expression of proteins involved in proteolysis the dark When compared to the light.

JGI ID corresponds to the Joint Genome Institute identification number of that particular protein. Each box
represents the relative expression of the proteins indicated, after the duration of dark exposure in days as
indicated, with the exception of RC which denotes the dark recovery phase where dark treated cells were re-
exposed to white light (50 umol photon™ m s2) for 24 hours. The colours represent the protein abundance
change (difference in mean logz LFQ values, dark vs light) the scale shown. White stars (*) inside boxes
represent a significant expression (FDR<2% and log2 LFQ difference >/<0.5).
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