
SeekOne™ DD 
Single Cell Multiome
ATAC + RNA Technology

From Chromatin to RNA: One Cell, One Story



What’s the Principle Behind It?

How Robust Is the Data Quality? 

Both ATAC and RNA information are captured using a versatile semi-random primer.

Figure �. Data performance 

Figure �. Principle and Workflow

Figure �. Cell clustering results of different samples

Human - Lung Cancer

ATAC_ Sequenced read pairs                                                               ���,���,���
Fraction of high-quality fragments in cells                                    ��.��%
Fraction of transposition events in peaks in cells                       ��.��%
TSS enrichment score                                                                             �.��

Median high-quality fragments per cellGEX Median genes per cellEstimated number of cells

8,9351,7378,802

Mouse - Brain

ATAC_ Sequenced read pairs                                                               ���,���,���
Fraction of high-quality fragments in cells                                    ��.��%
Fraction of transposition events in peaks in cells                       ��.��%
TSS enrichment score                                                                             ��.��

Median high-quality fragments per cellGEX Median genes per cellEstimated number of cells

8,8652,29015,152

Pig - Lipid

ATAC_ Sequenced read pairs                                                     ���,���,���
Fraction of high-quality fragments in cells                           ��.�%
Fraction of transposition events in peaks in cells              ��.�%
TSS enrichment score                                                                    �.��

Median high-quality fragments per cellGEX Median genes per cellEstimated number of cells

10,1731,19211,351
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What Stories Does the Data Tell?

Marker Gene Expression Aligns with Chromatin
Accessibility Across Cell Types

�. Uncover More LncRNAs

�. Precise Viral RNA Detection

Figure �. Cell clustering and ATAC results of a human PBMC sample 

Figure �. Cell clustering with HBV viral RNA detection in human liver

Figure �. Cell clustering and lncRNA expression in human liver samples

  

Aligned in Two Dimensions

Beyond PolyA: Broader RNA Analysis
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HBV Viral RNA Detection in Liver Cancer 
Samples
Seven major cell populations were 
identified in HCC and adjacent tissues 
from HBV-related patients.
Viral RNA Detection:
HBV transcripts were detected in tumor 
hepatocytes but not in adjacent normal tissues.
In tumor tissues, ��.�% of hepatocytes 
carried HBV viral RNA.

In the HBV-Infected liver cancer samples,sin-
gle-cell ATAC + RNA technology efficiently detects 
cell type-specific lncRNAs 



What Are the Key Applications? 

What Should I Request to Get Started? 

Chromatin + Transcriptome
Profiling

Disease-Related
Targets/TFs

Cellular Functional
Heterogeneity

GWAS Risk
Mechanisms

Product Specifications

SeekOne™ DD Single Cell Multiome ATAC + RNA Kit

SeekOne™ Digital Droplet System

SeekArc™ Tools Single-Cell Data Analysis Software

� tests

� unit

Bioinformatic tool

Product Code 
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E-mail: info@seekgene.com
Web: www.seekgene.com

How to Get in Touch?


