
Amendments

Author Correction: Identification of erythroferrone as an erythroid regulator of  
iron metabolism
Léon Kautz, Grace Jung, Erika V. Valore, Stefano Rivella, Elizabeta Nemeth and Tomas Ganz

Correction to: Nature Genetics https://doi.org/10.1038/ng.2996, published online 1 June 2014.

In the version of this article initially published, in Supplementary Table 2, the forward and reverse primers for human FAM132B were 
listed as those for human HPRT, and vice versa. The error has been corrected in the HTML version of the article.
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Author Correction: Transcription phenotypes of pancreatic cancer are driven by 
genomic events during tumor evolution
Michelle Chan-Seng-Yue, Jaeseung C. Kim, Gavin W. Wilson, Karen Ng, Eugenia Flores Figueroa, Grainne M. O’Kane, 
Ashton A. Connor, Robert E. Denroche   , Robert C. Grant   , Jessica McLeod, Julie M. Wilson, Gun Ho Jang, 
Amy Zhang, Sheng-Ben Liang, Ayelet Borgida, Dianne Chadwick, Sangeetha Kalimuthu, ilinca Lungu, John M. S. Bartlett, 
paul M. Krzyzanowski, Vandana Sandhu, Hervé Tiriac, Fieke E. M. Froeling, Joanna M. Karasinska, James T. Topham, 
Daniel J. Renouf, David F. Schaeffer, Steven J. M. Jones   , Marco A. Marra   , Janessa Laskin, Runjan Chetty, 
Lincoln D. Stein, George Zogopoulos, Benjamin Haibe-Kains, peter J. Campbell   , David A. Tuveson, Jennifer J. Knox, 
Sandra E. Fischer, Steven Gallinger and Faiyaz Notta   

Correction to: Nature Genetics https://doi.org/10.1038/s41588-019-0566-9, published online 13 January 2020.

In the version of this article initially published, author Anna Dodd was omitted from the author list and the Author Contributions; the 
color key for the heat map in Fig. 1a was omitted; x-axis labels in Extended Data Fig. 1a were omitted; and, in the ‘Single-cell RNA-seq 
analysis’ section in the Methods, “those with >1,000 genes expressed were removed from further analysis” should have read “those with 
<1,000 genes expressed were removed from further analysis.” The errors have been corrected in the HTML and PDF versions of the article.
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