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[bookmark: _Toc2]Article summary:
1. The human genome project has revealed many protein-coding genes, and over 50,000 human protein structures have been deposited in the Protein Data Bank.
2. Despite this progress, only 35% of human proteins have a PDB entry, and full structural coverage of the proteome remains an outstanding challenge.
3. Protein structure prediction can help to close this gap by providing actionable structural hypotheses quickly and at scale.
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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.
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The article is generally reliable and trustworthy in its reporting of the current state of protein structure prediction for the human proteome. It provides a comprehensive overview of the progress made so far in terms of experimental structure determination, as well as the challenges that remain to be overcome. The article also outlines how protein structure prediction can contribute to closing this gap by providing actionable structural hypotheses quickly and at scale. 
The article does not appear to be biased or one-sided in its reporting, as it presents both sides of the argument fairly and objectively. It acknowledges both the successes achieved so far in terms of experimental structure determination, as well as the challenges that remain to be overcome before full structural coverage of the proteome can be achieved. Furthermore, it provides evidence for its claims in terms of data from previous large-scale structure prediction studies, such as those conducted by SWISS-MODEL Repository, Genome3D and ModBase. 
The article does not appear to contain any unsupported claims or missing points of consideration; rather it provides a comprehensive overview of the current state of protein structure prediction for the human proteome and outlines potential solutions for overcoming existing challenges. Additionally, it does not contain any promotional content or partiality; rather it presents both sides fairly and objectively without favouring either side over another. 
Finally, possible risks are noted throughout the article; for example, it acknowledges that some targets may prove intractable at any stage due to properties such as protein size or susceptibility to conformational change. In conclusion, overall this article is reliable and trustworthy in its reporting on protein structure prediction for the human proteome.
[bookmark: _Toc5]Topics for further research:
· Protein structure prediction algorithms
· Protein structure prediction accuracy
· Protein structure prediction software
· Protein structure prediction databases
· Protein structure prediction challenges
· Protein structure prediction applications
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