Metabolic Overview: Only Cold/Light
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cell wall. pectinesterases 3 |
5 minor CHO metabolism & 0,67 shown
" major CHO metabolism 2 0,67 shown
5.4 minor CHO metabolism. myo-inositol E 067 shown
11.9.3 lipid metabolism. lipid degradation.lysophosphaolipases 1 057 shawn
16.7 secondary metabolism.wax 1 0,67 shown
1.1 PS.lightreaction A 0,67 shown
. TCA S org. transformation TCA 2 057 shawn
212 major CHO metabolism. synthesis. starch 1 057 shawn
5.1 minor CHO metabolism. rafinose family 3 057 shawn
222 major CHO metabolism. degradation. starch 1 057 shawn
11.9.2 lipid metabolism. lipid degradation. lipases 1 0,71 shown
1 PS =] 0,71 shown
13.1.2 amino acid metabolism. synthesis. glutamate family 1 0,73 shown
3.3 nucleotide metabolism. salvage 1 073 shown
11.8 lipid metabolism.'exotics’ (steroids, squalene etc) 2) 0,77 shown
o mitochondrial electron transport / ATP synthesis 1 077 shown
11.3 lipid metabolism. Phospholipid synthesis 1 0,77 shown
12.2 M-metabolism.ammonia metaholism 2 0,77 shown
23.1.2 nucleotide metabalism. synthesis. purine 2 077 shawn
10.2 cell wall.cellulose synthesis 1 0,77 shown
19 tetrapyrrole synthesis 2 0,79 shown
11.2 lipid metabolism.FA desaturation 1 0,82 shown
10.6.2 cell wall. degradation. mannan-xylose-arabinose-fucose 1 0,86 shawn
13.1.3 arnino acid metabolism. synthesis. aspartate family 1 0,86 shawn
212 redox.ascorbate and glutathione 7 029 shown
25 C1-metabolism 1 0,29 shown
A fermentation 2 091 shown
10.7 cell wall. modification 1 091 shown
16.4 secondary metabolism. N misc 1 094 shown
11.4 lipid metabolism TAG synthesis 1 095 shown
16.2 secondary metabolism. phenylpropanoids 4 0,95 shown
16.1 secondary metabolism.isoprenoids 2 0,96 shown
1.2 PS. photorespiration 2) 0,96 shown
10.1 cell wall precursor synthesis 2) 097 shown
1.3 PS.calvin cyle 2) 0,25 shown
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minar CHO metabalism G
1.1 PS.lightreaction 2 0hR1 shiown
.22 major CHO metaholism.degradation. starch 4 051 shown
5.4 minar CHO metabolism. myo-inositol 3 051 shown
10.6.2 cell wall degradation. mannan-xylose-arabinose-fucose 1 051 shown
21.2 redox. ascorbate and glutathione 2 051 shawn
1 F3 4 0h1 shiown
3.1 minar CHO metahalism.rafinose family 2 061 shown
13.1.3 aming acid metabolism. synthesis. aspartate family 2 051 shown
D major CHO metabolism B 0B1 shownh
13.2.3.2 amino acid metabolism.degradation. aspartate family.thr. . 1 051 shown
233 nucleotide metaholism. salvage 1 061 shown
13.1.4 amino acid metabolism.synthesis. branched chain group 1 051 shown
10.7 cell wall modification 5 01 shown
11.8 lipid metabolism. 'exotics’ (steroids, squalene etc) 2 05y shaown
16.2 secondary metaholism. phenylpropanoids 1 0,73 shown
19 tetrapyrrale synthesis 2 0,74 shown
6.4 secondary metabolism. N misc 1 0,74 shown
3 fermentation 1 0,79 shown
13.1.1 amino acid metabolism.synthesis.central amino acid m... 1 079 shown
212 major CHO metaholism.synthesis. starch 2 052 shaown
1.2 PS.photorespiration 1 0,94 shown
12.1 M-metaholism. nitrate metabolism 1 094 shown
1.3 FS.calvin cyle 1 097 shown
3.5 rninor CHO metabolism. others 1 097 shown
10.2 cell wall.cellulose synthesis 1 099 shiown
10.1 cell wall precursor synthesis 2 028 shown
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11.1 lipid metabolism. FA synthesis and FA elangation 0,48 shown
10.6.2 cell wall.degradation.mannan-xylose-arahinose-fucose 0,48 shawn
D major CHO metabolism 0,48 shown
19 tetrapyrrole synthesis 0,48 shown
13.2.22 amino acid metabolism.degradation.glutamate family.pr... 0,48 shawn
022 major CHO metabolism. degradation. starch 0,48 shown
5.1 minor CHO metabaolism.raffinose family 045 shown
13.2.3.2 amino acid metabolism. degradation. aspartate family.thr... 0,48 shawn
3 minar CHO metaholism 051 showen
16.5 secondary metabalism. sulfur-containing 051 shawn
4 glycolysis 051 shown

051 shown
0 54 shown
054 shown
0 55 shown
058 shown
052 shown
Wiata) shown
057 shown
0,73 shown
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major CHO metabolism.synthesis. starch shawn
5 fermentation 0,73 shown
10.6.3 cell wall.degradation.pectate lyases and polygalacturon... 0,73 shown
6.2 secondary metabaolism.phenylpropanoids 0,75 shawn
13.1.3 amino acid metabolism. synthesis. aspartate family 0,75 shown
52 rminor CHO metabolism trehalose 0,75 shown
16.1 secondary metabolism.isoprenaids 0,75 shawn
) C1-metabolism 0,75 showen
a. TCA / org. transformation.carbonic anhydrases 0,75 shown
11.9.3 lipid metabolism.lipid degradation.lysophospholipases 0,75 shown
12.1 I-rmetabolism. nitrate metabolism 0,745 shown
5.1 TCA / org. transformation. TCA 077 shown
11.8 lipid metabolism.'exotics’ (steroids, squalene etc) 021 shown
5] gluconeogeneses glyoxylate cycle 056 shown
10.3 cell wall.hemicellulose synthesis 0,58 shawn
3.3 nucleotide metabolism. salvage 0,58 showen
11.3 lipid metabolism.Phospholipid synthesis 0,59 shawn
10.1 cell wall. precursor synthesis 089 shown
13.1.4 amino acid metabolism.synthesis.branched chain group 0,91 shown
5.4 minar CHO metabolism.myo-inositol 0 96 shown
13.1.1 amino acid metabolism. synthesis.central amino acid m... 099 shown
10.8 cell wall.pectin*esterases 1,00 shown
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Regulation Overview: Only Cold/Light
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Bin Elements Probahility Present
17.7 hormone metabolism. jasmonate 2 067 shown
211 redoy.thioredoxin 3 0R7 shown
503 signalling. calcium 7 067 shown
17.2 hormaone metabolism. auxin 4 071 shown
294 protein. postranslational modification 12 0,73 shown
17.1 hormaone metabolism. abscisic acid 4 077 shown
273 RMA regulation of transcription 42 0,77 shown
21.4 redox.glutaredoxing 1 0,50 shown
505 signalling. G-proteins 1 0,36 shown
21.2 redox.ascorbate and glutathione 7 0,59 shown
216 redox.dismutases and catalases 3 0 shown
501 signalling.in sugar and nutrient physiology 2 091 shown
17.5 hormone metabaolism.ethylene 5 091 shown
295 protein degradation 15 091 shown
50.11 signalling. light 1 0,98 shown
10.8 cell wall nectin®esterases 3 0.67
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Bin Elerments Frobability Prezent
30.1 sighalling.in sugar and nutrient ph... 3 51 shown
7.7 hormaone metabolism. jasmonate 4 01 shown
23.4 protein. postranslational modification 13 51 shown
2.2 redox.ascorbate and glutathione 2 051 shown
30.3 signalling. calcium 5 051 shown
17.2 hormone metaholism. auxin 2 051 shown
171 hormone metaholism. abscisic acid 1 0,74 shown
17.5 haormane rmetabalism. ethylens 4 079 shaown
235 protein degradation 9 0,358 shaown
2B redoy. dismutases and catalases 2 099 shown
273 RMA. regulation of transcription 32 029 shown




Regulation Overview: Dark

Transcription- Protein Protein
factor modification degradation

y

ABA

(NEEN N N |

[ Cytokinin J [ Jasmonate ]
. [ s}

O L

A

A

Herme
i
L]
Thiaredoxin
L& M Ascorb/ Gluath
CEmE o =
z
= E
w Glutaredoxin
[ : -
Periredoxin
m|
-
° ° Dismutase/Catalasy
e — L
Wyilcoxon Rank Sum Test | ng'
E Carrection: IElenjamini Hachherg correctedj
Bin Elerments Frobability Prezent
301 sighalling.in sugar and nutrient ph.. 5 0,35 shown
30,3 sighalling. calcium 4 0,35 shown
17.7 hormone metabolism. jasmonate 2 0,39 showen
211 redox thioredoxin 5 0,48 showen
273 RMA regulation of transcription 45 043 shown
17.2 hormone metaholism. auxin 10 0,48 showen
171 hormone metabolism. abscisic acid 1 0,48 showen
235 protein degradation 16 043 shown
307 signalling. 14-3-3 proteins 1 043 shown
17 .6 hormone rmetabolism. gibberelin 3 052 showen
1.2 redox.ascorbate and glutathione 1 054 showen
234 protein. postranslational modification Il 052 shown
1.5 redox. periradoxing 1 074 showen
216 redox. dismutases and catalases 2 0,75 showen
30,11 signalling. light 4 nra shown
305 sighalling. G-proteins 2 054 shown
17.6 hormone metabolism. ethylens 4 0,54 showen
304 sighalling. phosphinositides 3 0586 shown
17.4 hormone metabolism. cytokinin 1 0,88 showen
1.4 redox. glutaredoxins 1 0,88 showen




Cellular Function Overview: Only Cold/Light
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Bin Elements Probability Present
202 stress. abiotic 18 0R7 shown
50 signalling 11 057 shown
313 cell.cycle 2 0R7 shown
34 transport 17 0 R7 shown
17 hormaone metabolism 15 071 shown
352 naot assigned. unknown B1 073 shown
9.4 protein. postranslational modification 12 0,73 shown
21 redox. regulation 14 077 shown
273 RMA regulation of transcription 42 0,77 shown
G1.1 cell.organisation 4 086 shown
G514 cell. vesicle transport 1 089 shown
201 stress. hiotic 4 09 shown
29.5 protein degradation 15 0.9 shown
] misc 29 0,54 showen
271 RMA processing 1 025 shown
3 developrnent =] 0,596 showen
35.1 not assigned.no ontology 47 057 shown
15 rmetal handling 2 097 shown
291 protein.aa activation 1 0.8 shown
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352 not assigned.unknown 48 0R1 shown
281 DMA. synthesis/chromatin structure 3 0R1 shown
3.4 protein.postranslational modification, 13 051 shown
29 1 protein.aa activation 1 0R1 shown
21 redox.regulation 4 0R1 shown
17 hormaone metabolism 11 0R1 shown
145 metal handling 3 0R1 shown
202 stress. abiotic 21 063 shown
G1.1 cell.organisation 5 070 shown
G351 naot assigned.no ontology 26 0,74 shown
201 stress. hiotic 3 074 shown
29.5 protein degradation 9 0,58 shown
271 RMA processing 2 0,59 shown
3 developrnent =l 0,54 showen
G314 cell. vesicle transport 1 0.8 showen
] misc 23 059 showen
30 signalling 9 029 shown
273 RMA. regulation of transcription 32 029 shown
34 transport 11 U= shown




Cdlular Function Overview: Dark

Weszicle transport &
Pratein targeting

Enzyme families

+ g

Lnclagsified
Ho nntulngy E Unknowh

Wilcoxon Rank Sum Test | ng'

E Carrection: IElenjamini Hochberg correctedLI

Bin Elements Probability Present
20.2 stress. abiotic 23 1,75E-2 shown
352 not assigned.unknown a2 039 shown
313 cell.cycle 2 0438 shown
21 redox.regulation 10 0438 shown
73 RMA, regulation of transcription 45 0,48 shown
G1.1 cell.organisation & 0438 shown
9.5 protein degradation 16 0,48 shown
G351 naot assigned.no ontology a4 0,45 shown
2 RMA transcription 1 0438 shown
27 RMA processing o] 0,45 shown
8.1 DA, synthesis/chraomatin structure 7 052 shown
G514 cell. vesicle transport 5 054 shown
29.4 protein. postranslational modification 11 0,52 shown
34 transport 24 B4 shown
17 hormaone metabolism 21 073 shown
a0 signalling 19 nr7s shown
233 protein.targeting 3 nr7s shown
3 developrnent 18 077 showen
20.1 stress. hiotic =] 081 shown
25 misc 35 0,86 shown
8.2 DMA. repair 1 0.ed shown
| Do = T 02F 2




