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- Accession codes, unique identifiers, or web links for publicly available datasets
- A description of any restrictions on data availability

- For clinical datasets or third party data, please ensure that the statement adheres to our policy
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The RNA-seq data generated in this study have been deposited in the Genome Sequence Archive (GSA) for Human of the National Genomics Data Center of China
under accession number HRA000789 (https://bigd.big.ac.cn/gsa-human/browse/HRA000789). The data is available for academic use under controlled access in
compliance with the regulation of the Ministry of Science and Technology (MOST) of China for the deposit and use of human genomic data. Access can be obtained
by contacting members of the Data Access Committee (DAC) Shuhong Shen at shenshuhong@scmc.com.cn or Yu Liu at liuyu@scmc.com.cn and following the
application procedure in GSA. For detailed guidance, see GSA-Human_Request_Guide_for_Users [https://ngdc.cncb.ac.cn/gsa-human/document/GSA-
Human_Request_Guide_for_Users_us.pdf]. Data will be available immediately once the application was approved. The access to the controlled data will be valid for
one year from the date approved. The processed genomic aberrations from this dataset are available within the Supplementary Information files. The publicly
available genomic data for TARGET AML are available in the database of Genotypes and Phenotypes (dbGap) under accession number phs000465 (https://
www.ncbi.nlm.nih.gov/projects/gap/cgi-bin/study.cgi?study_id=phs000465.v21.p8). The clinical annotations of TARGET AML cohort and verified somatic genomic
variants from both discovery and validation dataset are downloaded from Bolouri et al, (PMID: 29227476) and TARGET Data Matrix (https://ocg.cancer.gov/
programs/target/data-matrix). The 10 previously published RNA-seq data re-analyzed in this study are available as part in GSA for Human under accession number
HRA000119 (https://bigd.big.ac.cn/gsa-human/browse/HRA000119). The mutations from Japanese and French pediatric AML cohorts were obtained from Shiba et
al (PMID: 31648321) and Duployez et al (PMID: 26980726) respectively. The remaining data are available within the Article or Supplementary Information.

We analyzed all pediatric AML cases diagnosed and treated at Shanghai Children’s Medical Center (SCMC) from 2001–2018, with adequate
material from tumor cells was available.

Four cases were excluded from the survival analysis due to insufficient follow up information. Twenty-one cases were excluded from risk
category re-stratifying due to missing information regarding treatment response of first round of induction treatment. The number of cases
included in each analysis was described accordingly.

The findings of different mutation profile between East and West pediatric AML were replicated with independent AML cohort (Shiba et al,
PMID: 31648321; Duployez et al, PMID: 26980726).

We didn't randomly select participants in this study. We applied RNA-seq experiment and following analysis to all the cases diagnosed as AML
and treated at SCMC from 2001-2018, with adequate material available.

We analyzed all cases diagnosed as AML and treated at SCMC from 2001-2018, with adequate material available. The RNA-seq experiments
and genomic analysis was performed blinded to all clinical information.




