
Pathway-driven tumor 
profiling connects 
insights to unlock new 
opportunities
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 Locally advanced, 
metastatic, or recurrent

Ineffective
 standard treatment

Newly 
diagnosed

Comprehensively understanding 
       genetic mutations to select suitable drugs

Leverage genetic insights to identify
     alternative drug options beyond 
           standard treatment.

Assess genetic mutations early 
       to choose the best treatment

Sample Types

Sequencing of all 
exons and selected 
introns of 
cancer-related genes

All tested under CAP 
Accredited Laboratory 

Environment

Integrated ACTFusion™ test

Turnaround Time

For Solid Tumor

NGS Sequencing Mean 
Depth

Target Region

Prediction of Immunotherapy 
ResponseFFPE (formalin-fixed paraffin-embedded) sample:

5–20 unstained sections (5 μm/slide)
1 H&E stained slide (5 μm) Tumor Mutational Burden (TMB)

Microsatellite Instability (MSI) Testing

> 400 cancer-related genes

> 1.8 Mbps

Comprehensive tumor RNA fusion tests 
for 13 genes with known and novel fusion 
transcripts.

8 working days

Cell block from pleural effusion, ascites, or 
pericardial hydrops (≥1x10^6 cells)

The test may return with limited or no result. 
Tumor purity for                   should be more 
than 30%.

A pathway-based approach to 
genomic insights

Technical Specifications



Quality Guaranteed
All tests carried out by ACT Genomics are conducted in a CAP Accredited Laboratory.
Also garnered the LDTS (Laboratory Developed Tests and Services) certification by the Taiwan FDA
(LDT0001).

A Pathway-Based Approach To Genomic Insights
Sequencing of >400 cancer-related genes covering most key cancer signaling pathways for 
targeted therapy, analyzing single nucleotide variants (SNVs),
insertions/deletions (InDels), copy number variations (CNVs), and fusion gene alterations.

Predicting Immunotherapy Response
Incorporating TMB (Tumor Mutational Burden), immune-related gene information, 
and MSI (Microsatellite Instability) status for a more accurate immunotherapy recommendation.

Short Turnaround Time
Providing professional solutions within 8 working days (starting from the day qualified specimen 
is received at the lab).

Providing Report Consultation
Every report is complemented with a one-to-one consultation with the medical team.

Integrated Medical Information
Integrating cancer biology, medical biology, molecular biology, cell biology, immunology, bioinformatics, 
data mining, and pharmaceutical biology to provide insightful therapeutic interpretation.

High Sensitivity
Next Generation Sequencing (NGS) offers high sensitivity, ensuring accurate detection of genetic 
mutations addressing challenges associated with tumor heterogeneity.
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metastatic, or recurrent

Targeted 
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Ineffective 
standard treatment Newly diagnosed

Comprehensively understanding 
genetic mutations to select 

suitable drugs.

For Solid Tumor

Comprehensive Information Provided

Use genetic insights to find 
additional drug options 
than standard treatment.

Identify genetic mutations early 
to optimize treatment selection.



Macrodissection Before Processing After Processing

Viable 
tumor cells

Tumor 
DNA Proportion

Calculated 
ERBB2 CNV

Using an example of ERBB2 gene amplification in cancer cells at 8 ploidy, when the tumor DNA proportion 
extracted increases from 20% to 70%, the calculated CNV rises from 3.2 to 6.2. This allows for a more accu-
rate prediction of Herceptin treatment efficacy.

Genetic mutations detected in the test are 
analyzed within the signaling pathway. By 
identifying the correct mutation source from 
upstream and downstream gene networks, 
bioinformatics can perform systematic drug 
analysis, assisting physicians in developing 
more accurate treatment plans.
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Gene testing goes beyond DNA sequenc-
ing; more importantly, it involves 
deciphering clinically meaningful infor-
mation from complex genetic data. 
The bioinformatics and medical infor-
matics teams integrate extensive domes-
tic and international databases to 
continuously update and maintain an 
in-house database for accurate identifi-
cation of cancer-related mutations. By 
comparing genetic and drug-related 
information, a comprehensive and 
valuable medical report is provided.

The main process of Bioinformatics and Medical informatics:

Variant Calling:

Data Annotation:

Clinical Interpretation:
Accurately identifying genetic
mutations from sequencing data.

Utilizing literature to find clinically 
significant genetic mutations and 
providing guidance for physicians 
on treatment selection.

Annotating mutations and identifying 
cancer-related genetic variations.

Advantages For Clinical Application
Macrodissection for Accurate Copy Number Variation (CNV) Analysis

Bioinformatics: Transforming Data into Practical Treatment Strategies

Integrating Tumor Signaling pathway Analysis to Provide 
Personalized Treatment Strategies
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