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[bookmark: _Hlk123120480]Table S1. The details of RNA-seq data resources of C.sativus.
	SRA Accession
	BioSample Accession
	SRX Accession
	Bases
	Method
	Stage
	Tissue

	SRR8790834
	SAMN11073280
	SRX5580626
	2.66 G
	Illumina HiSeq 2500
	flower
	bud

	SRR8790835
	SAMN11073281
	SRX5580625
	2.58 G
	Illumina HiSeq 2500
	no-flower
	bud

	SRR8790836
	SAMN11073282
	SRX5580624
	2.45 G
	Illumina HiSeq 2500
	flower
	bud

	SRR8790837
	SAMN11073283
	SRX5580623
	3.18 G
	Illumina HiSeq 2500
	no-flower
	bud

	SRR8790838
	SAMN11073284
	SRX5580622
	2.86 G
	Illumina HiSeq 2500
	flower
	bud

	SRR8790839
	SAMN11073285
	SRX5580621
	2.55 G
	Illumina HiSeq 2500
	no-flower
	bud

	SRR8790840
	SAMN11073286
	SRX5580620
	2.79 G
	Illumina HiSeq 2500
	flower
	bud

	SRR8790841
	SAMN11073287
	SRX5580619
	2.36 G
	Illumina HiSeq 2500
	no-flower
	bud

	SRR8790842
	SAMN11073288
	SRX5580618
	2.73 G
	Illumina HiSeq 2500
	no-flower
	bud

	SRR8790843
	SAMN11073289
	SRX5580617
	2.51 G
	Illumina HiSeq 2500
	flower
	bud

	SRR8790844
	SAMN11073294
	SRX5580616
	2.62 G
	Illumina HiSeq 2500
	flower
	bud

	SRR8790845
	SAMN11073290
	SRX5580615
	4.25 G
	Illumina HiSeq 2500
	no-flower
	bud

	SRR8790846
	SAMN11073291
	SRX5580614
	3.34 G
	Illumina HiSeq 2500
	no-flower
	bud

	SRR8790847
	SAMN11073292
	SRX5580613
	3.51 G
	Illumina HiSeq 2500
	no-flower
	bud

	SRR8790848
	SAMN11073293
	SRX5580612
	3.21 G
	Illumina HiSeq 2500
	flower
	bud






Table S2. list of hub genes related to non-preserved modules.

	Module
	Hub gene
	GO

	Pink 
	NAC3
	GO:0005634, GO:0005886, GO:0003700, GO:0000976

	
	ALY3 
	GO:0070176, GO:0005654, GO:0006351, GO:0051726, GO:0006357, GO:0000003

	
	 PIA1
	GO:0005737, GO:0005739, GO:0005634, GO:0010313

	green
	Sus3
	GO:0016157, GO:0005985

	
	MYB31
	GO:0003700, GO:0009733

	
	ARF5/MP
	GO:0009733, GO:0006355, GO:0048507, GO:0009942, GO:0010305, GO:0010305, GO:0009908, GO:0009793, GO:0009734, GO:0000976, GO:0042802, GO:0003700, GO:0005634

	blue
	HD-ZIP
	GO:0043565, GO:0000981, GO:0005634

	
	OR_B
	GO:0016020

	
	AGL6a
	
	GO:0045944, GO:0000977, GO:0046983, GO:0003700, GO:0005634

	
	SEP3d
	GO:0045944, GO:0000977, GO:0046983, GO:0003700, GO:0005634

	
	GRAS
	GO:0006355, GO:0000976, GO:0043565, GO:0003700, GO:0005634

	
	bZIP(TGA1)

	GO:0042742, GO:0000976, GO:0043565, GO:0003700, GO:0005634
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Figure. S1. Soft threshold assignment method used to obtain the scale-free topology index.
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