
Table 1 Suppl. Primers used for real-time PCR analysis of Populus histone deacetylase genes in a reduced potassium dependency 3 / 

histone deacetylase 1 family. 

 

Genes Forward primer (5’-3’) Reverse primer (5’-3’) Amplicon size [bp] 

HDA901 CAGCTGGAGCAGGACTAACC GCCCTTTTGGAATAGCATGA 120 

HDA902 CCCGGCACAGGAGATATACGTGAC CTCATCGTCAATTCCATCATCCAAT  89 

HDA903 GCAAGCCATTACCAGGCAGAGTC CACTTGCATTCTCGGCTATTGTTGT 125 

HDA904 ATTCAACTTGCCCTTGTTGG CTGGAATCTCATTGGGCAGT 119 

HDA905 GTTCATGGGGTCCATCTCAC ATATCCCCTATCGCCTGTCC 116 

HDA906 TTGGAATGATTCTCGGGTCT CGTACCTGGTCCTTCTCCAA 112 

HDA907 TAATCTTGGCGATGGTGTCA TGCGTCTTGTGATGAAGGAG 100 

HDA908 TGATGAAGATGAGAAACCTGGACCTA CACAACCCTGGATGCTCTTTCTTGT 117 

HDA909 CAGCAGGTCCTGAAGACATAGGGTG CATGTGCCGGATCACTCGCT  96 

HDA910 TCTTTACCCATTTCGCAAGC GTGATGGAAACCTCCTCCAA 100 

HDA912 CTGCTGGGTATGATGGTCCT TCCTCCCTCCAAGAAAAACA 104 

18S rRNA TCAACTTTCGATGGTAGGATAGAG CCGTGTCAGGATTGGGTAATTT 145 

 

 

 



 

Fig. 1 Suppl. The multiple sequence alignment of histone deacetylases (HDACs) in Populus trichocarpa. Amino acid sequences of 

HDAC domains of Populus reduced potassium dependency 3 / histone deacetylase 1 proteins were aligned. Black boxes indicate 

residues conserved in all sequences, and gray boxes indicate amino acid identity in 80 % of the proteins. Amino acids with asterisks 

are predicted histone deacetylase catalytic residues. 




