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Figure S1. Identification and characterization of the hda6-9 mutant.  (A) LUC phenotypes of 

the wild type and the ros1-1 single mutant.  (B) LUC expression of 250 mM NaCl treated 

hda6-9 leaves for 3 hours.  (C) Genotyping of hda6-9 and hda6-10 in the ros1-1 background.  

(D) Examination of possible RDM1 mutation in the hda6-9 and hda6-10 mutants.  (E) 

AtSN1 CHH methylation status of hda6-9 and hda6-10. 

 

 



Figure S2. Expression of CMT3, HDA6 and HDA7 in hda6 alleles.  qRT-PCR detection of 

CMT3(A), HDA6 (B) and HDA7(C) expression in wild type, ros1-1, hda6-9 and hda6-10.  

(D) RT-PCR amplification of the full-length HDA6 from ros1-1, mutated hda6-10 from the 

hda6-10 mutant, and mutated hda6-9 from the hda6-9 mutant. (E) RT-PCR amplification of 

ERT7 from COL-0, mutated ros1hda6-6. 

 

 

Figure S3. DNA methylation analysis on the RD29A promoter and the 35S promoter.  (A-C) 

Bisulfite sequencing to determine the transgenic RD29A promoter DNA methylation levels in 

ros1-1, hda6-9 and hda6-10 mutants. Numbers on the x-axis indicate the nucleotide positions 

upstream of the translation start site.  (D) Chop PCR with BamHI and a methylation 

dependent enzyme McrBc digestion following PCR to determine the DNA methylation level.  

 



 

Figure S4. Bisulfite sequencing to determine the DNA methylation level of the 35S promoter.  

(A) CG methylation. (B) CHH methylation.  (C) CHH methylation.  Numbers on the x-axis 

indicate the nucleotide positions upstream of the translation start site. 

 

 

Figure S5. Comparison of up- or down- regulated targets between two hda6 alleles relative 

to the ros1-1 mutant. 

 

Table S1. Targets with significant difference between ros1hda6-10 and ros1hda6-9. 

 



Table S2. Primers used in this study.   

 

 

 


