Additional file – Figure 1. Manhattan plot of association results between chemotherapy and DNA methylation in CpG probes in 1,817 breast cancer patients with blood specimens (1,073 with chemotherapy and 744 without chemotherapy). Presented here are associations that reached statistical significance at a Bonferroni corrected p-value 0.05 (i.e. uncorrected p-value < 9.52e-08) in either unadjusted analysis or after adjustments for immune cell content (LUMP), cell types, year of breast cancer diagnosis, and ethnicity (Additional file 7).
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Additional file – Figure 2. Manhattan plot of association between chemotherapy and DNA methylation in CpG probes in 337 breast cancer patients with saliva specimens (207 with chemotherapy and 130 without chemotherapy). Presented here are associations that reached statistical significance at a Bonferroni corrected p-value 0.05 (i.e. uncorrected p-value < 9.52e-08) in either unadjusted analysis or after adjustments for immune cell content (LUMP), year of breast cancer diagnosis, and ethnicity (Additional file 8).
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Additional file – Figure 3. Top 5 activated and 5 suppressed enriched Gene Ontology (GO) biological processes using associations from adjusted models (adjusted for LUMP, cell type, age at diagnosis, year of diagnosis, and ethnicity), in blood samples of 1,817 breast cancer patients (1,073 with chemotherapy and 744 without chemotherapy).
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Additional file – Figure 4. Top 5 activated and 5 suppressed Gene Ontology (GO) biological processes using associations from adjusted models (adjusted for LUMP, cell type, age at diagnosis, year of diagnosis, and ethnicity), in saliva samples of 337 breast cancer patients (207 with chemotherapy and 130 without chemotherapy).
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Additional file – Figure 5. Top 5 activated and 5 suppressed enriched KEGG pathways using associations from adjusted models (adjusted for LUMP, cell type, age at diagnosis, year of diagnosis, and ethnicity), in blood samples of 1,817 breast cancer patients (1,073 with chemotherapy and 744 without chemotherapy).
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Additional file – Figure 6. Top 5 activated and 5 suppressed enriched KEGG pathways using associations from adjusted models (adjusted for LUMP, age at diagnosis, year of diagnosis, and ethnicity), in saliva samples of 337 breast cancer patients (207 with chemotherapy and 130 without chemotherapy).
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Additional file – Figure 7. Manhattan plot presenting association results between chemotherapy (samples obtained <0.5 year from chemotherapy start date vs. no chemotherapy) and DNA methylation in CpG probes in breast cancer patients with blood specimens. Presented here are associations that reached statistical significance at a Bonferroni corrected p-value 0.05 (i.e. unadjusted p-value < 9.52e-08) in either adjustments for immune cell content (LUMP), cell types, year of breast cancer diagnosis, and ethnicity (Additional file 13).
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Additional file – Figure 8. Manhattan plot presenting association results between chemotherapy (samples obtained 0.5 to 2 years from chemotherapy start date vs. no chemotherapy) and DNA methylation in CpG probes in breast cancer patients with blood specimens. Presented here are associations that reached statistical significance at a Bonferroni corrected p-value 0.05 (i.e. unadjusted p-value < 9.52e-08) in either adjustments for immune cell content (LUMP), cell types, year of breast cancer diagnosis, and ethnicity (Additional file 13).
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Additional file – Figure 9. Manhattan plot presenting association results between chemotherapy (Samples obtained >2 years from chemotherapy start date vs. no chemotherapy) and DNA methylation in CpG probes in breast cancer patients with blood specimens. Presented here are associations that reached statistical significance at a Bonferroni corrected p-value 0.05 (i.e. unadjusted p-value < 9.52e-08) in either adjustments for immune cell content (LUMP), cell types, year of breast cancer diagnosis, and ethnicity (Additional file 13).
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Additional file – Figure 10. Manhattan plot presenting association results between chemotherapy (samples obtained <0.5 year from chemotherapy start date vs. no chemotherapy) and DNA methylation in CpG probes in breast cancer patients with saliva specimens. Presented here are associations that reached statistical significance at a Bonferroni corrected p-value 0.05 (i.e. unadjusted p-value < 9.52e-08) in either adjustments for immune cell content (LUMP), year of breast cancer diagnosis, and ethnicity (Additional file 13).
[image: A picture containing timeline

Description automatically generated]

Additional file – Figure 11. Manhattan plot presenting association results between chemotherapy (samples obtained 0.5 to 2 years from chemotherapy start date vs. no chemotherapy) and DNA methylation in CpG probes in breast cancer patients with saliva specimens. Presented here are associations that reached statistical significance at a Bonferroni corrected p-value 0.05 (i.e. unadjusted p-value < 9.52e-08) in either adjustments for immune cell content (LUMP), year of breast cancer diagnosis, and ethnicity (Additional file 13).
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Additional file – Figure 12. Manhattan plot presenting association results between chemotherapy (Samples obtained >2 years from chemotherapy start date vs. no chemotherapy) and DNA methylation in CpG probes in breast cancer patients with saliva specimens. Presented here are associations that reached statistical significance at a Bonferroni corrected p-value 0.05 (i.e. unadjusted p-value < 9.52e-08) in either adjustments for immune cell content (LUMP), year of breast cancer diagnosis, and ethnicity (Additional file 13).
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