
CO R R E C T I O N Open Access

© The Author(s) 2024. Open Access  This article is licensed under a Creative Commons Attribution 4.0 International License, which permits use, 
sharing, adaptation, distribution and reproduction in any medium or format, as long as you give appropriate credit to the original author(s) and 
the source, provide a link to the Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the material. If material is not included 
in the article’s Creative Commons licence and your intended use is not permitted by statutory regulation or exceeds the permitted use, you will 
need to obtain permission directly from the copyright holder. To view a copy of this licence, visit http://creativecommons.org/licenses/by/4.0/. The 
Creative Commons Public Domain Dedication waiver (http://creativecommons.org/publicdomain/zero/1.0/) applies to the data made available 
in this article, unless otherwise stated in a credit line to the data.

Savage and Zhang Clinical Proteomics           (2024) 21:20 
https://doi.org/10.1186/s12014-024-09473-w

References
Savage, S.R., Zhang, B. Using phosphoproteomics data to understand cellular 

signaling: a comprehensive guide to bioinformatics resources. Clin Proteom. 
2020;17:27. https://doi.org/10.1186/s12014-020-09290-x.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in 
published maps and institutional affiliations. 

Correction to: Clinical Proteomics (2023) 17:27
https://doi.org/10.1186/s12014-020-09290-x

 
In the main text, under the section heading “Knowl-
edge bases of kinases and phosphatases“, 6th paragraph, 
the 3rd sentence that reads as “DEPOD used data from 
HuPho as a starting point and therefore contains much of 
the same information [19]” should have read as “DEPOD 
also includes pathways, substrates, and links to orthologs 
in addition to interacting partners and upstream kinases 
[19]”. The original article has been corrected.

Clinical Proteomics

The online version of the original article can be found at https://doi.
org/10.1186/s12014-020-09290-x
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