Supplementary Table S2. Selected co-expression network topology metrics. The network was built from pairwise Pearson correlations using |r| ≥ 0.60. Values are exploratory summaries of across-array covariance; they do not indicate regulatory direction or direct physical interaction.
	Gene Symbol
	Community
	Node Degree
	Node Strength
	Primary Functional Role

	Sod1
	5
	9
	6.68
	Superoxide dismutase

	Prdx1
	5
	8
	6.16
	Peroxiredoxin antioxidant

	Txn1
	2
	8
	5.67
	Thioredoxin reduction

	Gsta1
	3
	8
	5.54
	Glutathione S-transferase alpha

	Cat
	5
	7
	5.31
	Hydrogen peroxide decomposition

	Keap1
	2
	7
	4.67
	Nrf2 oxidative stress sensor

	Txnrd1
	5
	6
	4.18
	Thioredoxin reductase

	Gclm
	5
	5
	3.49
	Glutathione synthesis subunit

	Nqo1
	3
	4
	2.77
	Quinone reductase

	Gpx3
	3
	4
	2.54
	Plasma glutathione peroxidase

	Prdx6
	3
	3
	2.00
	Phospholipid hydroperoxide reduction

	Nfe2l2
	2
	3
	1.99
	Master antioxidant transcription factor

	Gstm1
	3
	3
	1.85
	Glutathione S-transferase mu

	Gstp1
	3
	2
	1.22
	Glutathione S-transferase pi

	Ppara
	2
	1
	0.67
	Peroxisome proliferator receptor alpha

	Sod2
	2
	1
	0.67
	Mitochondrial superoxide dismutase

	Cyp2e1
	1
	1
	0.62
	Microsomal monooxygenase

	Acox1
	1
	1
	0.62
	Peroxisomal fatty acid oxidation

	Ugt1a1
	2
	1
	0.61
	UDP-glucuronosyltransferase



