Table S1 Composition of the WGCNA metabolite module (MEgrey) under GA₃ treatment
	Metabolite
	Category
	KEGG ID

	trans-Zeatin
	Cytokinin
	C00371

	trans-Zeatin-riboside
	Cytokinin
	—

	Cis-Zeatin
	Cytokinin
	C15545

	Dihydrozeatin
	Cytokinin
	—

	Kinetin
	Cytokinin
	C08272

	N6-Isopentenyladenine
	Cytokinin
	—

	Isopentenyl adenosine
	Cytokinin
	C16427

	Gibberellin A₁
	Gibberellin
	C00859

	Gibberellin A₃
	Gibberellin
	C01699

	Gibberellin A₄
	Gibberellin
	C11864

	Gibberellin A₇
	Gibberellin
	C11867

	Indole-3-acetic acid (IAA)
	Auxin
	C00954

	3-Indolebutyric acid
	Auxin
	—

	3-Indole propionic acid
	Auxin
	—

	Indole-3-carboxaldehyde
	Auxin
	C08493

	Methyl indole-3-acetate
	Auxin
	—

	trans-Indole-3-acrylic Acid
	Auxin
	—

	Abscisic acid (ABA)
	Abscisic acid
	C06082

	(±)-Jasmonic acid
	Jasmonic acid
	—

	Methyl jasmonate
	Jasmonic acid
	—

	Dihydrojasmonic acid
	Jasmonic acid
	—

	Salicylic acid
	Salicylic acid
	C00805

	Methylsalicylate
	Salicylic acid
	C12305

	Brassinolide
	Brassinosteroid
	C08814

	Strigolactone
	Strigolactone
	—

	1-Aminocyclopropanecarboxylic acid (ACC)
	Ethylene precursor
	—

	Melatonine
	Others
	—

	Doxifluridine
	Others
	C12739


Note: A total of 28 metabolites were assigned to the MEgrey module, encompassing gibberellins, cytokinins, auxins, abscisic acid, jasmonates, salicylic acid, brassinolide, strigolactone, an ethylene precursor, and two other metabolites. KEGG IDs were retrieved from the All_metabolites_anno.xls file; "—" indicates that no KEGG identifier was available for the corresponding metabolite. MEgrey represents the integrated metabolic signature of GA₃-induced global hormonal reprogramming.

Table S2 KEGG pathway enrichment analysis of differential metabolites under PP₃₃₃ treatment (Day 9)
	
Pathway
	KEGG ID
	Differential metabolites / Total metabolites in pathway
	Differential metabolites

	Plant hormone signal transduction
	ko04075
	5/7
	Indole-3-acetic acid、GA₁、ABA、GA₄、trans-Zeatin

	Biosynthesis of plant hormones
	ko01070
	4/7
	trans-Zeatin、ABA、GA₁、Indole-3-acetic acid

	Diterpenoid biosynthesis
	ko00904
	3/4
	GA₄、GA₃、GA₁

	Biosynthesis of terpenoids and steroids
	ko01062
	2/3
	ABA、GA₁

	Biosynthesis of plant secondary metabolites
	ko01060
	2/3
	ABA、trans-Zeatin

	Zeatin biosynthesis
	ko00908
	1/3
	trans-Zeatin

	Carotenoid biosynthesis
	ko00906
	1/1
	ABA

	Tryptophan metabolism
	ko00380
	1/1
	Indole-3-acetic acid

	Drug metabolism - other enzymes
	ko00983
	1/1
	Doxifluridine


Note: A total of seven differential metabolites were annotated in the KEGG pathway enrichment analysis. Plant hormone signal transduction (ko04075) was the most significantly enriched pathway (5/7), encompassing Indole-3-acetic acid (IAA), Gibberellin A₁ (GA₁), Gibberellin A₄ (GA₄), Abscisic acid (ABA), and trans-Zeatin (tZ). Data were derived from the C9d_vs_P9d.KEGG.xls file.

Table S3 Summary of correlations between key gene modules and the MEgrey metabolite module

	Treatment
	Gene module
	Correlation (r)
	p-value
	Direction
	Biological implication

	GA₃
	GElightcyan1
	−0.996
	2.74×10⁻⁵
	Negative
	Suppressed by GA₃ (pro‑sprouting module)

	GA₃
	GEmagenta1
	−0.952
	3.38×10⁻³
	Negative
	Suppressed by GA₃

	GA₃
	GEplum2
	−0.934
	6.41×10⁻³
	Negative
	Suppressed by GA₃

	GA₃
	GEindianred3
	0.984
	3.61×10⁻⁴
	Positive
	Activated by GA₃ (stress‑responsive module)

	GA₃
	GEindianred1
	0.952
	3.46×10⁻³
	Positive
	Activated by GA₃

	
PP₃₃₃
	
GEgrey60
	
0.953
	
3.27×10⁻³
	
Positive
	
Activated by PP₃₃₃(pro‑sprouting module)

	PP₃₃₃
	GEbisque4
	0.941
	5.17×10⁻³
	Positive
	Activated by PP₃₃₃

	PP₃₃₃
	GEdarkred
	0.868
	2.49×10⁻²
	Positive
	Activated by PP₃₃₃

	PP₃₃₃
	GEgreen
	−0.896
	1.58×10⁻²
	Negative
	Suppressed by PP₃₃₃

	PP₃₃₃
	GEyellow4
	−0.866
	2.56×10⁻²
	Negative
	Suppressed by PP₃₃₃


Note: Only correlations with |r| > 0.85 and P < 0.05 are shown. MEgrey: metabolite module (28 metabolites, Table S1). Gene module names: WGCNA color labels.

