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Evaluating DNA palindromes as cancer genomic markers

for early detection in liquid biopsy
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= Breast Plasma (N=15)

Sample Characteristics

* Breast Tissue (N=41)

pStage | Total Subtype | Total
| 7 Luminal A | 32
I 24 TNBC 7
Il 5 DCIS 2
v 1
unknown 2
DCIS (0) 2 /

pStage | Total Subtype | Total
| 4 Luminal A 13
1 8
TNBC 2
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¥2 5D Tumor-specific high coverage bins
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Chromosomal distributions of high coverage bins are reproducible
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Distinct chromosomal distributions between tumor and normal in Stage I breast tumors

Top 1,000 bins
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¥ 5@ GAPF profiles in Tumor Stages and Subtypes

GAPF by pStage
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Short Summary
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GAPF Enriched Regions Often Correspond to Copy Number Gain in Breast Tumors
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¥2 52(6) Tumor subtype-specific enrichment of top 1000 bins
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Automated Machine Learning (AML)

STREAMLINE

Home » Genetic Programming Theory and Practice XIX » Chapter

STREAMLINE: A Simple, Transparent, End-To-End
Automated Machine Learning Pipeline Facilitating Data
Analysis and Algorithm Comparison

Input: the numbers of top 1000 bins in each chromosome

Dataset

Ryan Urbanowicz =, Robert Zhang, Yuhan Cui & Pranshu Suri
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Train set Validation set Train set

Genetic Programming Theory and Practice XIX pp 201-231 | Cite as

3-fold cross validation

Validation set Train set

Urbanowicz, R. et al. arXiv preprint. arXiv:2206.12002v1 (2022)



FEEREG AML

= Breast Tumor and Buffy Coat (paired) = Breast cfDNA and Buffy Coat (paired) or
cfDNA from healthy individuals
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Summary and Future directions

Summary
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