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Correction to:  Cancer Cell Int (2018) 18:215  
https ://doi.org/10.1186/s1293 5-018-0716-7

Following publication of the original article [1], we have 
been notified that the data in Fig.  1 was wrongly pre-
sented. The correct Fig. 1 is presented below.
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Fig. 1 Circos plots depicting the relative frequencies and pairwise co‑occurrences of selected common genetic alterations: in all AML patients (a), 
separately in patients 60 years or older (b) and in patients younger than 60 years (c). The length of the arc corresponds to the frequency of the first 
gene mutation, and the width of the ribbon corresponds to the proportion of co‑occurrence with the second gene mutation. Both the distribution 
of gene mutations and the pattern of mutation co‑occurrences appear to be distinct between older and younger AML patients
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