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[bookmark: _Toc2]Article summary:
1. The article discusses the use of sequencing-by-synthesis technology to generate highly integrated epigenome maps for wild-type Arabidopsis thaliana and mutants defective in DNA methyltransferase or demethylase activity.
2. The article reveals extensive, previously undetected DNA methylation, identifies the context and level of methylation at each site, and observes local sequence effects upon methylation state.
3. Deep sequencing of smRNAs revealed a direct relationship between the location of smRNAs and DNA methylation, perturbation of smRNA biogenesis upon loss of CpG DNA methylation, and a tendency for smRNAs to direct strand-specific DNA methylation in regions of RNA-DNA homology.
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May be slightly imbalanced: The article presents the information in a generally reliable way, but there are minor points of consideration that could be explored further or claims that are not fully backed by appropriate evidence. Some perspectives may also be omitted, and you are encouraged to use the research topics section to explore the topic further.
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The article is generally reliable and trustworthy as it provides detailed information on the use of sequencing-by-synthesis technology to generate highly integrated epigenome maps for wild-type Arabidopsis thaliana and mutants defective in DNA methyltransferase or demethylase activity. The article also reveals extensive, previously undetected DNA methylation, identifies the context and level of methylation at each site, and observes local sequence effects upon methylation state.
However, there are some potential biases that should be noted when reading this article. For example, the authors do not provide any evidence for their claims about the relationship between smRNAs and DNA methylation or their observations about strand-specific DNA methylation in regions of RNA-DNA homology. Additionally, they do not explore any counterarguments or present both sides equally when discussing their findings. Furthermore, there is no mention of possible risks associated with altering the DNA methylation state which could be important to consider when interpreting these results. 
In conclusion, while this article provides valuable insights into how epigenetic modifications regulate transcription in plants, readers should be aware that there may be some potential biases that could affect its reliability and trustworthiness.
[bookmark: _Toc5]Topics for further research:
· DNA methylation risks
· Strand-specific DNA methylation
· RNA-DNA homology
· Epigenetic modifications regulation
· DNA methyltransferase activity
· Demethylase activity effects
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