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Dataset: 53 anatomical parts from data selection: AT_AFFY_ATH1-0
Showing 4 measure(s) of 4 gene(s) on selection: AT-0
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B.

Dataset: 86 perturbations from data selection: AT_AFFY_ATH1-0
Showing 4 measure(s) of 4 gene(s) on selection: AT-0

Arabidopsis thaliana (74)

¥ Chemical
norflurazon study 2 (Col-0) / untreated seedlings (Col-0}
sulfamethoxazole + sucrose (dark) / dark study 13
¥ Hormone
ABA study 7 (Col-0) / solvent treated guard cell samples (Col-0)
144 study 9 (Bay-0) / unireated seedling samples (Bay-0)
144 study 9 (Col-0) funtreated seedling samples (Col-0)
zealin study 2 (Col-0)/ solvent treated aerial parts (Col-0)
¥ Lightintensity
dark/ 4°C (220-280min)/ dark/ 21°C (220-280min)
dark / 4°C (300-360min) / dark/ 21°C (300-360min)
daric/ 21°C (60-120min) / moderate light/ 21°C (50-120min)
high light (Col-0} / low light grown seedlings (Col-0)
light study 6 (Col-0)/ dark grown Col-0 seedlings
low light / 4°C (140-200min) / low light/ 21°C (140-200min)
low light / 4°C (220-280min) / low light/ 21°C (220-280min)
low light / 4°C (300-360min) / low light/ 21°C (300-360min)
low light study 5 (Col-0) / standard light (Col-0)
moderate light/ 32°C (60-120min) / moderate light / 21°C (60-120min)
moderate light/ 32°C (140-200min) / moderate light / 21°C (140-200min)
shift dark to light study 2 (polys. RNA} / dark study 6 (polys. RMA)
shift dark to light study 2 (fot. RNA) / dark study 6 (fot. RNA)
shift low to high light study 4 (Col-0) / low light study 5 (Col-0)
shift standard te high light (Col-0) / standard light (Col-0)
¥ Light quality
blue study 2 /low light grown seedlings (Col-0)
lincomycin+R+B study 2 (0.5umol m-2 s-1) / R+8 study 2 (0.5umol m-2 5-1)
red study 3 (45h) / dark grown seedlings (Col-0)
red study 4 (18h) / dark study 5 (18h)
shift incomycin+R+B 0.5umol m-2 5-1 ta lincomycin+R+B G0pmol m-2 5-1 (1h)

shift lincomycin+R+B 0.5umol m-2 s-1 to lincomycin+R+B 60umol m-2 -1 (4h) ...
shift lincomycin+R+B 0.5umol m-2 s-1 to lincomycin+R+B 60umol m-2 -1 (24h...

shift R+B 0.5umol m-2 -1 to R+B 60umol m-2 s-1 (4h)/ R+B study 2 (0.5umol ...
shift R+B 0.5pmol m-2 5-1 o R+B 60umol m-2 5-1 (24h) / R+B study 2 (0.5pmol.
shift UV filtered WG345 to UV filtered WG305 study 2 (Gol-0) / UV filtered WG345
UV-B (Col-0)/ shift LD to CL (Col-0}
UV filtered WG305 study 3 (Col-0) / UV filtered WG345 (Col-0)
white + far-red (Col-0) / white study 2 (Col-0)
‘white + far-red study 2 (Col-0)/ white study 2 (Col-0)
‘white + far-red study 3 (Col-0)/ white study 3 (Col-0)
¥ Nutrient
glucose (4h)/ untreated seediings
limiting NH4NO3 / ambient CO2 (midnight) / limiting NH4NO3 | ambient CO2 (.
limiting NH4NO3 / elevated GOZ (midnight) / limiting NH4NO3 / elevated CO2 (.
P deficiency study 2 (leaf) / Pi supplemented leaf samples
sucrose / unireated seedlings
¥ Other
ambient CO2 (mature leaf 10}/ ambient CO2 (leaf 10 primordia)
germination (12h) / seed desiccation
germination (12h) | stratification (48h)
germination (24h) { seed desiccation
germination (24h)  strafification (48h)
germination (48h) / seed desiccation
germination (48h) / stratification (48h)
¥ Photoperiod

circadian clock study 9 (17h dark+1h light) / circadian clock study 9 (5h dark+1h ...

circadian clock study 9 (17h dark+1h light) / circadian clock study 8 (18h dark)
circadian clock study 9 (18h dark) / circadian clock study 9 (6h dark)
night extension (intermediate) / untreated rosette samples
night extension (late) / unireated rosette samples
¥ Stress
cold study 6 (Coi) / 20°C/18°C treated rosette samples (Coi)
cold study 6 (Te)/ 20°C/18°C treated rosette samples (Te)
drought study 7 (Col-0) / untreated plant samples (Col-0)
drought study 11 (Gol-0) / mock freated seedling samples (Col-0)
heat study 9 (pholosynthesis 20% inhibited) / shift 22°C to optimal temperature
heat study 9 (photosynthesis 30% inhibited) / shift 22°C to optimal temperature
ligh/drought (Gal-0) / untreated leaf samples (Col-0)
¥ Temperature
10°C/long day (Ler-0) / long day study 2 (Ler-0)
shift 22°C to optimal temperature / 22°C

C.

Dataset: 14 perturbations from data selection: AT_AFFY_ATH1-0
Showing 4 measure(s) of 4 gene(s) on selection: AT-0
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Arabidopsis thaliana {12)

¥ Biotic
cichoracearum study 2 (18h)/ non-infected whole rosette samples (Col-0)
cichoracearum study 2 (36h) / non-infected whole rosette samples (Col-0) @
cichoracearum study 2 (36h) / non-infected whole rosette samples (Col-0)
orantii (72h} { mack reated Col-0 leaf samples (72h)
orontii study 2 (Col-0) { unireated rosette leaf samples (Gol-0)
orantii study 6 (Col-0) / untreated rosefte leaf samples (Col-0)
huidobrensis (Col-0)/ unireated rosette leaf samples (Col-0}
cucumerina (Col-0) / mock inaculated rosetie samples (Col-0)
cucumerina study 2 (Col-0)/ mock inoculated rosette samples (Col-0)
infestans (24h)  mock treated leaf samples (24h)

P syringae pv. maculicola (Col-0) / mock treated leaf samples (Col-0) )
v Elicitor

HrpZ (4h) / H20 treated leaf samples (4h)

VIV EOROOD

D.

Dataset: 2 perturbations from data selection: AT_AFFY_ATH1-0
Showing 4 measure(s) of 4 gene(s) on selection: AT-0
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Arabidopsis thaliana (1)
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¥ Elicitor
FLG22 + GA (1h) / untreated leaf disc samples (Ler)
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RPP4 @ SNCT

12 of 108 perturbations fulfilled the filter criteris
upreguisted > Filler values for @ CHS
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101 108 perturbations fulfilled the filter criteris
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