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[bookmark: _Toc2]Article summary:
1. Recent genome-wide association studies (GWAS) have used microbiome variation as a complex trait, and have uncovered human genetic variants that are associated with the microbiome.
2. Functional genomics techniques can be used to gain a mechanistic understanding of causal host-microbiome interactions and its role in human disease.
3. Studies have identified links between the microbiota and host genetic variation in candidate human genes, such as FUT2 (fucosyltransferase 2) and MEFV (mediterranean fever).
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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 “Functional Genomics of Host-Microbiome Interactions in Humans” is an informative overview of the current research on the relationship between host genetics and microbiome composition. The article provides a comprehensive review of the existing literature on this topic, including recent genome-wide association studies (GWAS), functional genomics techniques, and experimental approaches to study the genomic basis of host-microbiome interaction. 
The article is generally reliable and trustworthy, as it provides an unbiased overview of the current research on this topic. It does not make any unsupported claims or present any one-sided reporting; instead, it presents both sides equally by providing an objective overview of the existing literature. Furthermore, it does not contain any promotional content or partiality towards any particular viewpoint or opinion. 
However, there are some points that could be further explored in order to provide a more comprehensive overview of this topic. For example, while the article mentions potential environmental factors that may affect microbiome composition (such as diet), it does not discuss how these factors interact with host genetics to influence microbiome composition. Additionally, while the article discusses potential regulatory mechanisms by which host genetic variation can interact with microbiome composition, it does not provide any evidence for these claims or explore possible counterarguments. 
In conclusion, overall this article is reliable and trustworthy; however, there are some points that could be further explored in order to provide a more comprehensive overview of this topic.
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· Host genetics and microbiome composition
· Environmental factors and microbiome composition
· Regulatory mechanisms of host-microbiome interaction
· Genome-wide association studies and microbiome composition
· Functional genomics and microbiome composition
· Experimental approaches to study host-microbiome interaction
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