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The Abstract of the published article is incorrect. Please view the correct Abstract here:
For accurate and reliable gene expression analysis using quantitative real-time reverse tran-

scription PCR (qPCR), the selection of appropriate reference genes as an internal control for
normalization is crucial. We hypothesized that non-coding, small nucleolar RNAs (snoRNAs)
would be stably expressed in different barley varieties and under different experimental treat-
ments, in different tissues and at different developmental stages of plant growth and therefore
might prove to be suitable reference genes for expression analysis of both microRNAs (miR-
NAs) and mRNAs. In this study, we examined the expression stability of ten candidate refer-
ence genes in six barley genotypes under five experimental stresses, drought, fungal infection,
boron toxicity, nutrient deficiency and salinity. We compared four commonly used housekeep-
ing genes; Actin (ACT), alpha-Tubulin (α-TUB), Glycolytic glyceraldehyde-3-phosphate dehy-
drogenase (GAPDH), ADP-ribosylation factor 1-like protein (ADP), four snoRNAs; (U18,
U61, snoR14 and snoR23) and two microRNAs (miR168, miR159) as candidate reference
genes. We found that ADP, snoR14 and snoR23 were ranked as the best of these candidates
across diverse samples. Additionally, we found that miR168 was a suitable reference gene for
expression analysis in barley. Finally, we validated the performance of our stable and unstable
candidate reference genes for both mRNA and miRNA qPCR data normalization under differ-
ent stress conditions and demonstrated the superiority of the stable candidates. Our data dem-
onstrate the suitability of barley snoRNAs and miRNAs as potential reference genes for
miRNA and mRNA qPCR data normalization under different stress treatments.
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