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1. The authors studied the combinatorial and co-association of transcription factors in over 450 distinct experiments.
2. They found that different combinations of factors bind at specific genomic locations, and organized all the transcription factor binding into a hierarchy.
3. This regulatory information is important for interpreting personal genome sequences and understanding basic principles of human biology and disease.
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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 evidence for its claims in the form of data from over 450 distinct experiments. The authors also provide detailed explanations for their findings, such as how top-level transcription factors more strongly influence expression and middle-level ones co-regulate targets to mitigate information-flow bottlenecks. Furthermore, they cite other relevant studies to support their conclusions. 
However, there are some potential biases in the article that should be noted. For example, the authors do not explore any counterarguments or alternative explanations for their findings, which could lead to a one-sided view of the topic being presented. Additionally, they do not discuss any possible risks associated with their research or its implications, which could be important to consider when interpreting personal genome sequences and understanding basic principles of human biology and disease. Finally, while the authors cite other relevant studies to support their conclusions, they do not present both sides equally; instead they focus on supporting evidence for their own findings without providing an equal amount of attention to opposing views or evidence that may contradict them.
[bookmark: _Toc5]Topics for further research:
· Alternative explanations for gene expression
· Risks associated with personal genome sequencing
· Implications of gene expression research
· Counterarguments to gene expression findings
· Evidence contradicting gene expression findings
· Co-regulation of gene expression targets
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