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Figure S1. Effect of low temperature on flower diameter (mm) at different flower 

developmental stages. Data represents means from 5 replicates ± SD. RT, regular 

temperature (25/15°C; day/night); LT, low temperature (15/5°C; day/night) 
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Figure S2. The proportion of deformed rose flowers from plants grown under 

different temperature conditions. Two year old plants were pruned uniformly and 

exposed to day/night temperature regimes of 25/15°C  (control, left), 20/10°C  (middle) 

or 15/5°C  (right). For plants grown under low temperature conditions, once bud 

differentiation was complete, the temperature was returned to the normal growth 

temperature. When flowers were at stage 7, the proportion of deformed rose flowers 

was recorded (n=50) 
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Figure S3. Silencing of RhAG gene caused conversion of gynoecia to sepal-like 

organs. Top panel, The RhAG-silenced and TRV control flowers without petals. The 

sepal-like gynoecia and normal gynoecia are indicated. Middle and Bottom panels, 

the sepal-like gynoecia from RhAG-silenced flowers. Scale bar, 10 mm in Top panel; 

10 mm (left) and 5 mm (right) in Middle panel; 10 mm in Bottom panel 
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Figure S4. Schematic view of the RhAG gene structure. Lines represent introns, black 

boxes represent exons. The fi rst base pair of start codon was defined as 0.The 

numbers indicate the 3’ ends of the DNA fragment. Bp, base pair 
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Figure S5. Percentage of CG, CHG, and CHH methylation in the RhAG promoter. 

Percentage of CG (A), CHG (B), and CHH (C) methylation was determined by 

bisulphite sequencing analysis of the RhAG promoter, using genomic DNA extracted 

from flower buds grown at the indicated temperature day/night temperatures. 

Seventeen clones were analyzed for each treatment 
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Table S1.  Oligonucleotide primer sequences. 

 

ID Sequence 

For qRT-PCR 

qRT-RhAG-F 5'-CAGCAAGAAGCTGCCAAAC-3' 

qRT-RhAG-R 5'-ACCCCTGTTACTGTTCTGCAA-3' 

qRT-RhTCTP-F 5'-GGGTGATGATGCAGCTTT-3' 

qRT-RhTCTP-R 5'-TTAGCACTTGACCTCCTTCA-3' 

For hi-TAIL PCR used in promoter isolation 

LAD1-1     5'-ACGATGGACTCCAGAGCGGCCGC(G/C/A)N(G/C/A)NNNGGAA-3' 

LAD1-2         5'-ACGATGGACTCCAGAGCGGCCGC(G/C/T)N(G/C/T)NNNGGTT-3' 

LAD1-3         5'-ACGATGGACTCCAGAGCGGCCGC(G/C/A)(G/C/A)N(G/C/A)NNNCCAA-3' 

LAD1-4        5'-ACGATGGACTCCAGAGCGGCCGC(G/C/T)(G/A/T)N(G/C/T)NNNCGGT-3' 

LAD1-5       5'-ACGATGGACTCCAGAGCGGCCGC(T/A/C)N(A/G/C)NNNCCAC-3' 

AC1            5'-ACGATGGACTCCAGAG-3' 

RhAG-L      5'-ACCTCAGCATCACAGAGCACA-3' 

RhAG-M       5'-GCAGAAGGTGACTTGACGATTGG-3'    

RhAG-S        5'-TCTTCTTTGGGCATCAGCGTC-3' 

For vector construction of used in VIGS assays 

RhAG -VIGS-F           5'-GCTCTAGATATATGTATGCTTGGCCTGGT-3' 

RhAG -VIGS-R           5'-CCCTCGAGAGACGAAATAAAGATGCAAACC-3' 

For in situ probes 

RhAG-Sp6 
5'-GATTTAGGTGACACTATAGAATGCT 

GAATTAGATCCAAGAAGAATGA -3' 

RhAG-T7 5'- TGTAATACGACTCACTATAGGG GGTTTCTGCTTAACTCCTACTT -3' 

For Chop-PCR 

F1 5'-CCCACCACGTGTCTTTACGA-3' 

R1 5'-TGTATTGGACCTGAAGCAAAAGT-3' 

F2 5'-GCAACTGCTTGATGTTTGCTG-3' 

R2 5'-AGAGTCATCAATCAAGTAGGGGA-3' 

F3 5'-CCTAGTTTTGCTTGGTCTGC-3' 

R3 5'-AGCGAAGTTGGTTTCTGCTT-3' 

For bsulfite sequencing 

BS FWD 5'-TTGGGTATTGATTGGTTTTTTTTAT-3' 

BS REV 5'-AAAATCACTCATTTAATTCAAAATCC -3' 

 

 


