Supplemental Figures
[image: ]
Supplemental Figure S1. Unsupervised clustering of expression pattern of 557 DE-ERV ORFs in AMLs from TCGA-LAML. 
a. Cumulative proportion of PC. Cumulative proportion exceeds 80% at PC51 (red line; 80.363%).
b-c. Two-dimensional UMAP of PC1 to PC51. Cytogenetic abnormalities (b) and FAB morphological classification (c) of analyzed AMLs were annotated by color.
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Supplemental Figure S2. Maximally selected rank statistics of 10 detected DE-ERV ORFs in 90 TCGA-LAML cases.
Hothorn and Lausen’s method was applied for approximation of p values. TPM, transcripts per million.
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Supplemental Figure S3. HERVK9 expression value is associated with AML prognosis
a. Overall survival curves of 90 AML cases grouped according to HERVK9 expression value. Cut-off TPM value of was as same as that calculated in Figure 3b.
b. EFS cure of 14 AML cases classified as good- and intermediate-risk according to NCCN2017.
c. Noncropped gel pictures of Figure 3f.
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Supplemental Figure S4. GSEA analyses of differentially-expressed human genes in AML cells with higher HERVK9 expression in GSE49642.
Cut-off HERVK9 expression value (TPM) was 8509.083. Abbreviation: NES, normalized enrichment score.
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