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Table S1. Specific primer sequences used for SlMBP21 and SlMADS1 gene 

amplification and cloning procedures. 

Primer Name Primer Sequence (5'–3') Application 

SlMBP21-i 

CGGGGTACCAAGCTTAATGGAGGACAAACAATGGAA

TAC 

To establish SlMBP21 RNAi 

lines; add KpnI+ Hind III and 

XhoI +XbaI site underlined, 

respectively 

CCGCTCGAGTCTAGAGTCATAGTGCATAGTTGAGATG

GG 

SlMBP21-1(p)-F AAAACTGCAGAATGGAGGACAAACAATGGAATAC To amplify SlMBP21 fragment 

of  SlMBP21-SlMADS1-RNAi 

vector; add PstI and XbaI site 

underlined, respectively 

SlMBP21-1(X)-R TGCTCTAGAGTCATAGTGCATAGTTGAGATGGG 

SlMADS1-1(X)-F TGCTCTAGAGATTACTCCGTAGAAA To amplify SlMADS1 fragment 

of  SlMBP21-SlMADS1-RNAi 

vector; add XbaI and BamHI 

site underlined, respectively 

SlMADS1-1(B)-R CGCGGATCCCAATGATACAAAAAATAC 

SlMBP21-2(K, H)-F 
CGGGGTACCAAGCTTAATGGAGGACAAACAATGGAA

TAC 

To amplify SlMBP21-SlMADS1 

fragments of the 

SlMBP21-SlMADS1-RNAi 

vector; add KpnI+ Hind III and 

XbaI + BamHI site underlined, 

respectively 

SlMADS1-2(X, B)-R CCGCTCGAGGGATCCCAATGATACAAAAAATAC 

SlMBP21-full 
AGAAAAAGTGTGTTAACCTAGAGTGG Full-length amplification of 

SlMBP21 ATGTCATAGTGCATAGTTGAGATGG 

SlMADS1-full 
AATTGAAGATTGATTTCTCAATGGG Full-length amplification of 

SlMADS1 GATCGCCGCCATAATTCCTG 

SlMBP21(Y2H) 
CGCGGATCCTATGGGAAGAGGAAGAGTAGAACTA 

Construction of yeast 

two-hybrid vector 

AAAACTGCAGTTAGAGCATCCACCCTGGA 

SlMADS1 (Y2H) 
CCGGAATTCATGGGAAGAGGAAGAGTTGAG 

CGCGGATCCTTAAAGCATCCATCCATGAATA 

SlAP2a(Y2H) 
CCGGAATTCATGTGGAATTTAAATGATTCCCC 

CGCGGATCCTCAAGGTCTCATAAAATAATGATGGA 

TAGL1(Y2H) 
CCGGAATTCATGGTTTTTCCTATTAATCAGG 

CGCGGATCCTCAGACAAGCTGGAGAGGAG 

RIN(Y2H) 
CCGGAATTCATGGGTAGAGGGAAAGTAGAATTG 

CGCGGATCCTCAAAGCATCCATCCAGGTAC 

NPT II 
CTCAGAAGAACTCGTCAAGAAGG Positive transgenic plants 

detection GACTGGGCACAACAGACAATC 

 

 

 

 

 



Table S2. Specific primer sequences used for qRT-PCR analysis 

Primer Name Primer Sequence (5'–3') Product (bp) 

SlCAC 
CCTCCGTTGTGATGTAACTGG 

173 bp 
ATTGGTGGAAAGTAACATCATCG 

q-SlMBP21 
GTTAGATCAAAAAAGACTCAATCTATGCT 

172 bp 
TGTATTCCATTGTTTGTCCTCCAT 

q-SlMADS1 
CCTCCAACGATCTCAGAGAAACTT 

139 bp 
CTGATCCAGCATGAATTGTGTCTT 

q-PEI 
CGATGTCTATGGGACGGTTGA 

198 bp 
ACAACAGGAACTAAATCCGATGC 

q-SlARP 
GCTGGAAGATAAGGAATACTTCAG 

218 bp 
GCAGGGCATTAGACAAGTCAC 

q-SlAR-1 
TCTCACCCTAACGCTCCTACTG 

152 bp 
CAAGTCCCCAACTCGCATAG 

q-SlACO1 
ACAAACAGACGGGACACGAA 

181 bp 
CTCTTTGGCTTGAAACTTGA 

q-ABP19a 
GGTATTTCCACAAGGGTTACTGC 

154 bp 
GGTGGCTGCGACAAGTTCA 

q-SlERF1 
TTTTAGTATCGGATGGACG 

102 bp 
GGCGGAGAAACAGAAGTA 

q-IAA3 
AAAGTTATCAAGAGCTACTCAAGGC 

138 bp 
CAACAAGCATCCAATCACCAT 

q-IAA9 
TCTACTGGCTTCTTCAACTTC 

83 bp 
CAGATAGACCCATATAGTTTCG 

q-SlAP2a 
GAATGTACTGATAATGCAACGGACC 

171 bp 
GCTGCTCGGAGTCTGAACCTTA 

q-SlCMB1 
TGAGCGTCAACTGGATTCATCTT 

213 bp 
CCCTCTGACTGAGCAGGTTGTT 

q-SlACS6 
TGATCCTGGTGATGCATTTCTAGTTC 

146 bp 
CTTCTTCTAAGGCTTCTTTTGTTACC 

q-GOBLET 
CTGAACTTGACTGTATGTGGAGC 

158 bp 
GAACGTTTACAACAAAGTGACAAT 

q-TAGL1 
CGCAATAACTCCCTGCCTGTA 

143 bp 
GAAGATGAAGAGCCTTGACCC 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Figure S1. Promoter analysis of SlMBP21 gene.  

Promoter sequence (2800 bp regions upstream the 5′ end of the predicted ORF) of 

SlMBP21 gene was extracted from SGN database and searched against the promoter 

database plant CARE (http://bioinformatics.psb.ugent.be/webtools/plantcare/html/), 

three ethylene-responsive elements (ERE motif), one gibberellin-responsive elements 

(P-box) and one auxin-responsive element (TGA-box) are found in SlMBP21 

promoter region. 

 



 

Figure S2. Promoter analysis of SlMADS1 gene.  

Promoter sequence (2800 bp regions upstream the 5′ end of the predicted ORF) of 

SlMADS1 gene was extracted from SGN database and searched against the promoter 

database plant CARE (http://bioinformatics.psb.ugent.be/webtools/plantcare/html/), 

three ethylene-responsive elements (ERE motif) and three gibberellin-responsive 

elements (two P-Box and one TATC-box) are found in SlMADS1 promoter region. 

 

 

 

 



 

Figure S3. The construction of SlMBP21-RNAi and SlMBP21-SlMADS1-RNAi 

vectors 

(A). Hairpin construct of the SlMBP21 gene for double-stranded RNAi vector. The 

SlMBP21 gene-specific sequence in the antisense and sense orientations were linked 

with a PDK gene fragment and as a transcriptional unit for hairpin RNA expression 

which premoted by the CaMV 35S promoter and terminated by the OCS terminator. 

Among which, SpeI and XbaI are isocaudamers. (B). Hairpin construct of double 

genes, SlMBP21 and SlMADS1, for double-stranded RNAi vector. 

 

 

 

 



 

Figure S4. Construct of SlMBP21, SlMADS1, SlAP2a, TAG1 and RIN gene for 

the yeast two-hybrid vector. 

(A). The ORFs of SlMBP21 and SlMADS1 were cloned into pGBKT7 bait vector to 

obtain the vector pGBKT7-SlMBP21 and pGBKT7-SlMADS1, respectively. (B). The 

ORFs of SlMBP21, SlAP2a, TAG1 and RIN were cloned into pGADT7 prey vector to 

obtain the vector pGADT7-SlCMB1, pGADT7-SlMBP21, pGADT7-MC, 

pGADT7-TAGL1 and pGADT7-RIN. 

 

 

 



 

Figure S5. Self-activation assay of pGBKT7-SlMBP21 and pGBKT7-SlMADS1 in 

the yeast two-hybrid assay.  

Yeasts with pGBKT7-SlMBP21 and pGBKT7-SlMADS1 were plate on SDO and 

TDO medium. All these two yeasts had no self activation, they can grow on the SDO 

medium but can not grow on the TDO medium, respectively. TDO, SD medium 

without Trp, His, Ade; SDO, SD medium without Trp.  

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Figure S6. The “positive control”, “negative control”, and the interactions of 

“pGADT7-SlMBP21 & pGBKT7-SlMBP21” and “pGADT7-SlMBP21 & 

pGBKT7-SlMADS1”. (1) pGBKT7-53 and pGADT7-T (positive control); (2) 

pGBKT7-Lam and pGADT7-T (negative control); (3) pGADT7-SlMBP21 and 

pGBKT7-SlMBP21; (4) pGBKT7-SlMBP21 and pGADT7-SlMADS1; QDO 

indicates SD medium lacking Trp, Leu, His, and adenine. QDO/X indicates SD 

medium lacking Trp, Leu, His, and adenine with X-α-Gal. 

 


