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SUPPLEMENTARY APPENDIX

Online Supplementary Table S1. Primers targeting the coding exons of RUNX1.



Online Supplementary Table S2. List of probe sets differentially expressed  in RUNX1-mutated (n=15) versus RUNX1-wild-type (n=26) CN-
AML patients. The analysis was restricted to NPM1-wild-type patients. 85 probe sets out of 17109 were significant (q value<0.05). The P
value of a global test for difference between the two groups was 0.03. 



Online Supplementary Table S3. Gene set enrichment analysis, identifying sets of functionally related genes that are enriched in CN-AML patients with
(n=15) or without (n=26) RUNX1 mutations. 
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