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Dataset
https://www.nature.com/articles/cr2017106

S-Hydroxymethylcylosine signatures in cell-free DNA provide
information about tumor types and stages
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Pancreatic Cancer vs Healthy cfDNA
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Lung Cancer vs Healthy cfDNA

Machine Learning info
Data: rep206 bacteria + fungi + viruses

Model: randomForest
Method: LOO-cross-validation
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Healthy vs Cancer Types
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Cancer vs Benign tumors

Sample info
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Cancer vs Benign blood by Kingdom
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