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B) Hormone-related pathways

Hormones
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C) Transcription factors
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D) Antioxidant mechanisms

Antioxidants
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E) Cell wall

Cell_wall
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F) Defense proteins

2 patway
e b

B e Lok P Recvisicis NPR

° Siross Biote FR-orarains protsinass Inh bitors ypsin ahibitor

PR-srasine

. ossousTaonron

i_i7e0 1 sgoatsa

_17s0173y00230

7e0173900289

[i_10so042401250

z
2
k]

2 3 =
g = z
5 5 g

N -_



G) Secondary metabolism
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H) Primary metabolism

Primary metabolism
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