Figure S1. The enriched GO terms for downregulated genes in the chronically irradiated A. thaliana accession VS-0
in comparison with the reference accession Bab-0 (Biological Process dictionary)
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Figure S2. The enriched GO terms for downregulated genes in the chronically irradiated A. thaliana accession VS-0
in comparison with the reference accession Bab-0 (Molecular Function dictionary)
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Figure S3. The enriched GO terms for upregulated genes in the chronically irradiated A. thaliana accession Masa-0
in comparison with the reference accession Bab-0 (Biological Process dictionary)
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Figure S4. The enriched GO terms for downregulated genes in the chronically irradiated A. thaliana accession
Masa-0 in comparison with the reference accession Bab-0 (Molecular Function dictionary)
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Figure S5. The enriched GO terms for upregulated genes after additional y-irradiation of seeds from the accession
Bab-0 in comparison with the reference non-irradiated seeds of the same accession (Biological Process dictionary)
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Figure S6. The enriched GO terms for downregulated genes after additional y-irradiation of seeds from the
accession Bab-0 in comparison with the reference non-irradiated seeds of the same accession (Biological Process

dictionary)
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Figure S7. The enriched GO terms for upregulated genes after additional y-irradiation of seeds from the accession
Bab-0 in comparison with the reference non-irradiated seeds of the same accession (Molecular Function dictionary)
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Figure S8. The enriched GO terms for downregulated genes after additional y-irradiation of seeds from the
accession Bab-0 in comparison with the reference non-irradiated seeds of the same accession (Molecular Function
dictionary)
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Figure S9. The enriched GO terms for upregulated genes after additional y-irradiation of seeds from the accession
Bab-0 in comparison with the reference non-irradiated seeds of the same accession (Cellular Component dictionary)

GO000557S
celluar_componen |

| 4
) (30001 B020 {0,007 8)
membane

108259 | B532/28362

GD0005523
cell

™,
™,

iy L |

000 BO4E (0.00255)

apoplst
15269 | 485/28362

GOn0044425 (0,001 25)
membrane par
85260 | BOE2/2B3E2

l

0003 224 (000027 )
imrireic companam
ol membrmEne
84/260 | 5540/28352

i

F
# LY
s b
! *
! A
/ S0:007 1944 (9.19e-06) \
I cell parphary \

i 75258 | 4308/ 28352 \
I F, . N )
i R Y

|
1 AN L
' "\
Y
v ¥ "

FOo0303H 2 (0.0112)
exlemal e ncapaulaling
sirueciume
17/269 | 70628362

'

(0000551 B (0.0112)
cell wall
17/268 | TOR28362

GOID00SE8S (0.000804)
plEEma me mbane
61/259 | 37 35/28362

GO0 e021 (0,001 25)
imegmal compane ni
ol membrmEne
78/260 | 5324/28362

Significance levels and Arrow types Diagram

Level9
Levelg
Level?
Levele
Levels
_ Leveld
_ Level3
_ Level2

~ Levell

— 53

part_of
) positive_regulate
— regulate
) negative_regulate
= m =P two significant nodes
||||| mp oOne significant node



Figure S10. The enriched GO terms for downregulated genes after additional y-irradiation of seeds from the
accession Bab-0 in comparison with the reference non-irradiated seeds of the same accession (Cellular Component
dictionary)
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Figure S11. The enriched GO terms for upregulated genes after additional y-irradiation of seeds from the accession
VS-0 in comparison with the seeds of the same accession without acute irradiation (Biological Process dictionary)
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Figure S12. The enriched GO terms for downregulated genes after additional y-irradiation of seeds from the
accession VS-0 in comparison with the seeds of the same accession without acute irradiation (Biological Process

dictionary)
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Figure S13. The enriched GO terms for upregulated genes after additional y-irradiation of seeds from the accession
VS-0 in comparison with the seeds of the same accession without acute irradiation (Molecular Function dictionary)
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Figure S14. The enriched GO terms for downregulated genes after additional y-irradiation of seeds from the
accession V5-0 in comparison with the seeds of the same accession without acute irradiation (Molecular Function
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Figure S15. The enriched GO terms for upregulated genes after additional y-irradiation of seeds from the accession
VS-0 in comparison with the seeds of the same accession without acute irradiation (Cellular Component dictionary)
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Figure S16. The enriched GO terms for downregulated genes after additional y-irradiation of seeds from the
accession VS5-0 in comparison with the seeds of the same accession without acute irradiation (Cellular Component
dictionary)
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Figure S17. The enriched GO terms for upregulated genes after additional y-irradiation of seeds from the accession
Masa-0 in comparison with the seeds of the same accession without acute irradiation (Biological Process dictionary)
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Figure S18. The enriched GO terms for upregulated genes after additional y-irradiation of seeds from the accession
Masa-0 in comparison with the seeds of the same accession without acute irradiation(Cellular Component
dictionary)
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