Table S8. List of primers used in this study
	Gene_id
	Description
	Primer sequence (5’-3’)
	Use

	scaffold1517_31230
	rubber cis-polyprenyltransferase HRT2 
	F: GTTGAGCCGTCTAAGTAACTACC
	qRT-PCR

	
	
	R: CCAAGTGCCTGAGACCAATC
	

	scaffold1222_181260
	small rubber particle protein
	F: TTGGACTTTGTGCAAACGG
	

	
	
	R:GGCTTGAATGGACCAGACAC
	

	scaffold0635_104732
	caffeoyl-CoA O-methyltransferase
	F: GTGTTGCTCACAAGATTGACTTC
	

	
	
	R: AACGTTCCGTGGTATTTTCC
	

	scaffold0023_1355832
	granule-bound starch synthase 1, chloroplastic/amyloplastic
	F: TGGCATTAGCGGTATCGTA
	

	
	
	R: CATAACAGTTGTGGCATCGTAG
	

	[bookmark: OLE_LINK5][bookmark: OLE_LINK6]scaffold2041_42337
	calcium-binding protein CBP
	F: ACGGCAGTGGGTTTATTGA
	

	
	
	R: AAGACGAACGGTCCTCAAA
	

	scaffold0034_2351356
	NADP-dependent glyceraldehyde-3-phosphate dehydrogenase
	F: ACAAAGCCGTGTTGATTAGTG
R: CAAACCCTGGAAAGGAAAA
	

	scaffold1222_60641

	small rubber particle protein
	F: CTCTGTACGCTAATCTTGAACCA
R: CATTTGCCACTTGAGGAACTA
	

	scaffold1222_136753
	rubber elongation factor protein
	F: AGACGAAGACAACCAACAAGG
R: GTTTGAGAAGGTAGTCACAGCATA
	

	scaffold1222_175215

	REF/SRPP-like protein At3g05500
	F: AGGTTCCATGATGTTCCCAATA
R: GGAGCATAGCGAAGTACAAGAGT
	

	scaffold1222_100110
	rubber elongation factor protein
	F: TGCAGACCGTAGGGTTGAT
R: GATAGATGCCCGCTTGACA
	

	scaffold1222_89338
	small rubber particle protein
	F: GATAATGCTGTAACTGCCCTCT
R: GGAATAACCACGGTCTTTGC
	

	scaffold0476_178159
	heterodimeric geranylgeranyl pyrophosphate synthase large subunit 1, chloroplastic
	F: AGAACCTCCCTAAAGCAATCC
R: GCAAGAAACTGAAACCACCC
	

	scaffold0665_126522
	linoleate 13S-lipoxygenase 3-1, chloroplastic
	F: AATTCAGGAATCTAGTGAGGGAC
R: ATCTCGCAACCAGGCAAAC
	

	scaffold0677_310184

	triacylglycerol lipase OBL1
	F: TTCGCCTTCAAGCACTTCG
R: TCTGTTCGGTTCGTCATCC
	

	scaffold0155_515853
	pro-hevein
	F: CAAGTATGGCTGGACTGCAT
R: CCACAATCCTCACTGTCGTTT
	

	scaffold0062_314531

	loganic acid O-methyltransferase
	F: TTTTGCCTGGAATCCGTAA
R: CGCTCACCAATCCCTCTTT
	

	scaffold0620_625772

	glutathione S-transferase U19
	F: GGTTTTGGGCTGATTTTGTT
R: TCTGCTTTCACTGCTTGCTG
	

	scaffold0398_1044902
	S-adenosyl-L-methionine: benzoic acid/salicylic acid carboxyl methyltransferase 2
	F: TCGGAGGAATTGGTGACTG
R: TCCCAGATGTAGCAGCACTC
	

	scaffold2783_19134
	probable glutathione S-transferase parC
	F: TCTCCATTGTTGCCTTCTGA
R: ATGCCCACATCAACCTTCC
	

	scaffold4699_5220

	5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase
	F: TTCAGTTGAACTTGCTGGTAGA  
R: TTACTGATGATTCCCCTGTCTT
	

	UBC4
	protein binding/ubiquitin-protein ligase 4
	F: TCACCCTGAACCTGATAGCC
	

	
	
	R: TTTCTTTGGTGACGCTGCAA
	



