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[bookmark: _Toc2]Article summary:
1. A new gene expression profiling method, L1000, has enabled a dramatic scale-up of the Connectivity Map (CMap) as part of the NIH LINCS Consortium.
2. The expanded CMap can be used to discover mechanisms of action of small molecules, functionally annotate genetic variants of disease genes, and inform clinical trials.
3. The 1.3 million L1000 profiles are publicly available at https://clue.io for further analysis and exploration.
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Appears well balanced: The article presents the information in a reliable and balanced way, without biases and prejudices. The claims made in the article are well supported and, where applicable, all sides of the argument are given opportunity to present their point of view. The article appears trustworthy and reliable.
[bookmark: _Toc4]Article analysis:
The article is generally reliable and trustworthy in its reporting on the development and use of the Connectivity Map (CMap). It provides a clear overview of the concept behind CMap, its pilot dataset, and its subsequent scale-up with the introduction of a new gene expression profiling method called L1000. It also outlines how this expanded CMap can be used to discover mechanisms of action of small molecules, functionally annotate genetic variants of disease genes, and inform clinical trials. 
The article does not appear to have any major biases or one-sided reporting; it presents both sides equally by providing an overview of both the pilot dataset and the expanded CMap with L1000. It also provides evidence for its claims by citing examples from previous research that have used CMap to uncover therapeutic hypotheses for various diseases such as inflammatory bowel disease and cancer. Furthermore, it is clear that possible risks associated with using this resource are noted; for example, it is mentioned that “such activities are often discovered only late in the drug development process” which could lead to side effects limiting clinical use if not identified earlier on in the process. 
The only potential issue with this article is that it does not explore any counterarguments or alternative perspectives on using CMap as a functional look-up table for human genomes; however, given that this article is primarily focused on introducing and describing this resource rather than debating its merits or drawbacks, this omission is understandable. Additionally, there does not appear to be any promotional content or partiality present in this article; it simply provides an objective overview of what CMap is and how it can be used without attempting to sway readers towards any particular opinion or conclusion about it.
[bookmark: _Toc5]Topics for further research:
· Connectivity Map applications
· Connectivity Map limitations
· Connectivity Map clinical trials
· Connectivity Map therapeutic hypotheses
· Connectivity Map gene expression profiling
· Connectivity Map functional annotation
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