The transcription factor AtGLK1 acts upstream of MYBL2 to genetically regulate sucrose-induced anthocyanin biosynthesis in Arabidopsis
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Fig. S1. Effect of norflflurazon (NF) and lincomycin (Linc) on the transcript levels of structural (CHS, CHI, DFR, F3'H, LDOX, UF3GT, UGT75C1, and UGT75C2) and regulatory (PAP1, TT8, and MYB11) genes involved in anthocyanin biosynthesis in 4-d-old wild-type seedlings. The asterisks indicate statistically significant differences compared with the corresponding wild-type (Student’s t test: *P＜0.05).
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Fig. S2. Expression levels of AtGLK1 and AtGLK2 in 4-d-old wild-type seedlings. The asterisk indicates statistically significant differences between AtGLK1 and AtGLK2 genes (Student’s t test: *P＜0.05).

Table S1. List of primers used in this study
	Primer name
	Primer sequence (5ˊ-3ˊ)
	Function

	PGLK1-F
	CGCGGATCCTGCCGTACGAATATTGTGAAC
	Amplification of AtGLK1 promoter

	PGLK1-R
	CATGCCATGGCGATCAATCTTCACTTGTAG
	

	OEGLK1-F
	GCTCTAGAATGTTAGCTCTGTCTCCG
	Amplification of AtGLK1 coding region

	OEGLK1-R
	GCGAGCTCTCAGGCACAAGACGCGGTC
	

	OEMYBL2-F
	CATGCCATGGTAATGAACAAAACCCGCCTTC
	Amplification of MYBL2 coding region

	OEMYBL2-R
	CATGGGTAACCTCATCGGAATAGAAGAAGCG
	

	rAtGLK1-F
	TATGACGGTGACAGTGACCGG
	Quantitative PCR analysis of AtGLK1 gene

	rAtGLK1-R
	AACTGTTCCACTGCCTCCACG
	

	rAtGLK2-F
	TGTGTGTAAGCAAGAGGGTGG
	Quantitative PCR analysis of AtGLK2 gene

	rAtGLK2-R
	CTACCCCTAATTGCTCCACCG
	

	rCHS-F
	GGCAAAGAAGCGGCAGTGAAG
	Quantitative PCR analysis of CHS gene

	rCHS-R
	GGAAGGACGGAGACCAAGAAG
	

	rCHI-F
	TCATGTAGACTCCGTCACGTTTG
	Quantitative PCR analysis of CHI gene

	rCHI-R
	TGACAGATAGAGAAGGAACGGCG
	

	rF3′H-F
	CGGTGGACTGGGCTATAGCTGA
	Quantitative PCR analysis of F3′H gene

	rF3′H-R
	CGAGAGTGGTGTTGGTGGATG
	

	rDFR-F
	CTTTGTTCGTGCCACCGTTCG
	Quantitative PCR analysis of DFR gene

	rDFR-R
	AAAATCCATGGGTGTTGCCAC
	

	rLDOX-F
	GTTTGCAGCTTTTCTACGAGGGC
	Quantitative PCR analysis of LDOX gene

	rLDOX -R
	ATGTTGAGCAAAAGTCCGTGGAG
	

	rUF3GT-F
	TTGTCAGATCGTTTTGGTTCCGC
	Quantitative PCR analysis of UF3GT gene

	rUF3GT-R
	TCTTCCTCACTTTCTCACCGATC
	

	rUGT75C1-F
	GCTGTTTTGGCGCATTGTGC
	Quantitative PCR analysis of UGT75C1 gene

	rUGT75C1-R
	TCAGCAAACTGCGGAAACG
	

	rUGT78D2-F
	CGGTGTTGGAGAGTGTATCGG
	Quantitative PCR analysis of UGT78D2 gene

	rUGT78D2 -R
	CCAATCTCCCACACAACCTCC
	

	rPAP1-F
	TGGTTCCTGAAGCGACGACAAC
	Quantitative PCR analysis of PAP1 gene

	rPAP1-R
	CGCAAACAAATGTTCGAAACAC
	

	rPAP2-F
	CATGAGTCTTCGTGTTGTAAGTC
	Quantitative PCR analysis of PAP2 gene

	rPAP2-R
	CTGGCAGACCATTGAGATGGC
	

	rTT8-F
	TGGAGACACCATTGCGTACGT
	Quantitative PCR analysis of TT8 gene

	rTT8-R
	TCTTACAAGTACGCGTCCGCT
	

	rMYB11-F
	GATGGCGATTGTAACCCAAGC
	Quantitative PCR analysis of MYB11 gene

	rMYB11-R
	ACATGAGGACACGTGGACAGC
	

	rACTIN2-F
	CAAACGAGGGCTGGAACAAGACT
	Quantitative PCR analysis of ACTIN2 gene

	rACTIN2-R
	CTGTTGACTACGAGCAGGAGATGG
	


