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A Hiplot-based web service for cold atmospheric
plasma high-throughput data integration
and analysis on breast cancer
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Introduction

Hiplot-based center for cold atmospheric plasma (CAP) omics data integration and analysis on breast cancer (BC)
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Figure 1. Illustrative diagram showing the rational for gaining metabolic clues from combining the

acetylome and lactylome using cold atmospheric plasma medicine in breast cancer (CAPmed-BC).
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Figure 2. [llustrative diagram showing the infrastructure of

HighPen and the procedure of CAP preparation.



Highlights

JCAP, short for cold atmospheric plasma, represents an emerging onco-
therapeutics that can specifically ablate cancer cells without harming their
healthy peers via redox perturbation.

A CAPmed-BC, CAP medicine in breast cancer, is the first reservoir of multi-level
omics data including whole transcriptome, acetylome, lactylome, proteome,
phosphorylome recording the responses of different types of breast cancer cells
to CAP treatment.

(U CAPmed-BC can be used to capture the dynamics, functionality and metabolism
of triple negative breast cancer (TNBC) cells in response to CAP treatment.

U CAPmed-BC is unique in interrogating cell metabolic alterations through coupled
analysis of acetylome and lactylome.
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Case 1: Multi-omics data analysis using the database
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Figure 3. A demonstration of data analysis workflow in CAPmed-BC.
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Case 2: Single Gene Expression Analysis
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Figure 4. A demonstration of single gene expression analysis using whole transcriptome data in CAPmed-BC.
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Figure 5. A demonstration of combinatorial analysis using proteome and phosphorylome data in CAPmed-BC
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Figure 6. A demonstration of combinatorial analysis using acetylome and lactylome data in CAPmed-BC.



Summary

[ We introduced CAPmed-BC, a platform for analyzing breast cancer responses to CAP through
multi-omics data integration.

[ The platform integrates transcriptome, proteome, phosphorylome, acetylome, and
lactylome data, and is equipped with various analytical tools such as differential expression
analysis, GSEA, and protein-protein interaction (PPI) network analysis to meet the research
needs.

 CAPmed-BC enables in-depth exploration of the dynamic changes, functional activities, and
metabolic reprogramming of TNBC cells following CAP treatment, facilitating a
comprehensive understanding of the molecular mechanisms and promoting research
progress in plasma oncology.

d Website : https://capbc.hiplot.com.cn
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