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[bookmark: _Toc2]Article summary:
1. High-throughput experimental techniques have produced a large amount of protein interactions, which makes it possible to predict protein complexes from protein–protein interaction (PPI) networks.
2. An iterative scoring method is used to assign weight to protein pairs, and the weight of a protein pair indicates the reliability of the interaction between the two proteins.
3. An algorithm called CMC (clustering-based on maximal cliques) is developed to discover complexes from the weighted PPI network.
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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 provides an overview of how high-throughput experimental techniques can be used to predict protein complexes from PPI networks, and introduces an iterative scoring method for assigning weights to protein pairs in order to improve accuracy. The article also presents an algorithm called CMC for discovering complexes from weighted PPI networks. 
The article is generally reliable and trustworthy, as it provides detailed information about the methods used and their results. However, there are some potential biases that should be noted. For example, the article does not discuss any potential risks associated with using high-throughput experimental techniques or with using the iterative scoring method or CMC algorithm for predicting protein complexes. Additionally, while the article does provide evidence for its claims, it does not explore any counterarguments or present both sides of the argument equally. Furthermore, there are some points that could have been explored further but were not mentioned in the article, such as how different types of data can be used in combination with these methods for more accurate predictions. 
In conclusion, while this article is generally reliable and trustworthy, there are some potential biases that should be noted when considering its content.
[bookmark: _Toc5]Topics for further research:
· Risks associated with high-throughput experimental techniques
· Combining different types of data for protein complex prediction
· Advantages of iterative scoring methods
· Limitations of CMC algorithm
· Alternative methods for predicting protein complexes
· Evaluating accuracy of protein complex predictions
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