
Lymphoma Diagnosis
LYMPHOSIGNLYMPHOSIGN  

LYMPHOTRANSCRIPTLYMPHOTRANSCRIPT  





Lymphomas are a group of cancers that affect the lymphatic system, which is part of
the immune system. Lymphomas can be classified into two main types: Hodgkin’s
lymphoma and non-Hodgkin’s lymphoma. Within these types, many subtypes have
different clinical features, prognoses, and treatment options. Therefore, it is important
to accurately diagnose and classify lymphomas based on their molecular
characteristics.
One of the molecular features that can be used to identify and distinguish different
types of lymphomas is gene expression signatures. Gene expression signatures are
patterns of gene expression levels that reflect the biological state of a cell or a tissue.
By comparing the gene expression signatures of normal and tumor samples, or
between different tumor subtypes, it is possible to find genes that are differentially
expressed or regulated in lymphomas. These genes can provide insights into the
molecular mechanisms, pathways, and functions that are involved in
lymphomagenesis and progression.
Another molecular feature that can be used to identify and characterize different
types of lymphomas is fusion transcripts. Fusion transcripts are abnormal RNA
molecules that result from the joining of two or more genes that are normally not
connected. Fusion transcripts can be caused by chromosomal rearrangements, such
as translocations, deletions, inversions, or amplifications, that bring together two gene
loci. Fusion transcripts can also be caused by splicing errors, such as read-through
events, that join two adjacent genes. Fusion transcripts can have various effects on the
function and regulation of the fused genes, such as altering their expression levels,
protein domains, interactions, or activities. Fusion transcripts can also create novel
proteins that have new or enhanced functions that contribute to oncogenesis.
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In this brochure will introduce two innovative products :
 LymphoSign Kit and LymphoTranscript Kit, which classify non-Hodgkin's lymphomas,
and detect fusion transcripts identified in lymphomas.

Introduction

https://www.clinisciences.com/msr/achat/cat-diagnostic-des-lymphomes-6247.html


LymphoSign
For the classification of lymphomas

Genexpath's LymphoSign solution allows the characterization of non-Hodgkin
lymphoma (NHL). It evaluates the degree of differentiation of tumor cells by analyzing
the expression level of more than 130 relevant genetic markers.

With an AI trained on a base of more than 3000 cases, the RT-MIS platform establishes
the most probable classification between 13 subtypes of NHL B and T.

RT-MLPSeq - a simple and fast technique

The LymphoSign test uses a semi-quantitative method: RT-MLPSeq.

The multi-step in vitro test simultaneously evaluates genetic markers (genes,
mutations, chromosomal translocations, etc.) using pairs of specific oligo-nucleotide
probes for each of them.

This in vitro test is associated with high-throughput sequencing that allows multiple
samples and dozens of genes to be tested simultaneously.
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https://www.clinisciences.com/msr/rresult.php?searchid=65cdbe2dba2ba158b4cc07ae


Characteristics

1/2 day of manipulation

Low RNA quantity needed

Suitable for FFPE samples

Sensitive thanks to short probes

Increased specificity thanks to UMI

Sequencing with other libraries possible

100,000 reads are sufficient

Bioinformatic analysis included

Access to complete raw data
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For in vitro diagnostic use. For professional use only.
Please read the instructions carefully before use.

GEP-LS08

GEP-LS16

GEP-LS24

GEP-LS48

Categories Cond.

8 reactions

16 reactions

24 reactions

48 reactions

https://www.clinisciences.com/msr/en/other-products-186/lymphosign-kit-1469000001.html
https://www.clinisciences.com/msr/en/other-products-186/lymphosign-kit-1469000002.html
https://www.clinisciences.com/msr/en/other-products-186/lymphosign-kit-1469000003.html
https://www.clinisciences.com/msr/en/other-products-186/lymphosign-kit-1469000004.html


Frequently Asked Questions : Kit LymphoSign/RT-MIS
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1. What markers are present in the LymphoSign test? 

2. What method can I use to quantify my starting RNA? 
The recommended method for quantifying RNA is fluorimetry. Other techniques can be
used such as spectrometry or the determination of the RIN 

3. What necessary quantity is recommended for a starting RNA? What
quantity of RNA was extracted from an FFPE sample? 
The quantity of RNA should be between 50 and 500 ng of RNA, even for FFPE samples.
It is recommended to use the Promega Maxwell® RSC RNA FFPE kit (Promega, ref
AS1440 and AS4500).
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- Miseq: 8 to 10 pM
- NextSeq 500/550: 0.8-1 nM

NextSeq sequencer 
- Category: Other 
- Application: FASTQ only 
- Library Prep Workflow: Illumina
DNA Prep 
- Index Read: 0 (None) 
- Read Type: Single Read 
- Cycles Read 1: 120 
- Workflow-Specific Setting: 
- Check: Custom Primer for Read 1 
- Uncheck: Use Adapter Trimming 

Only 100 000 reads per sample are necessary.

The sequencing primer is included in the LymphoSign kit (GEP-SP-001).
 

12. What workflow is required to create a template with Local Run Manager?
After downloading the template, Fill in the file with the following information:
IndexStrategy: NoIndex
ReadType: Single
DefaultReadLenght1: 120

NextSeq sequencer 
- Library Prep Workflow: Illumina
DNA Prep
- Index Read: 0 (None)
- Read Type: Single Read
- Cycles Read 1: 120
- WorkFlow-Specific Setting: Uncheck
Use Adapter Trimming

The tests are optimized for Illumina MiSeq et NextSeq 500/550 sequencer. During
the PCR step, the Illumina technology-specific adapters are added to the ligation
products. 

Yes, it is possible to mix Genexpath libraries with others as they are specifically built
for our sequencing primers GEP-SPLM-001.

Illumina recommends phiX use for internal control in order to check the run
functioning. We recommend at least the use given by Illumina (1% for most of the
libraries).

17. What are the minimum reads required?

13. What sequencing primers do you need?

15. Can I mix Genexpath libraries with others?

14. What is the loading concentration of the libraries?

16. Do you always need to use PhiX? If yes, what percentage?

10. On which sequencer can I use the obtained libraries with the in vitro
test? 

11. What workflow is needed to create a sample sheet using Illumina
Experiment manager? 
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20. How is the classification by the AI algorithm? 

18. What software can analyze the LymphoSign test result?

19. Where can I find more details concerning my sample result?

21. May I use another type of sample that is recommended in the user’s
manual?

The RT-MIS software enables rapid and comprehensive analysis of NGS data from the
SarcomaFusion test. It determines the fusion(s) detected in the sample associated
with sarcoma as well as the associated bibliography.
No other software can analyze the results.

For a result to be valid, the sample tested must be of the same nature as those of
the training base. This database was made up of tissue fragments from non-
Hodgkin's lymphoma tumor biopsies. The analysis of other types of samples (e.g.
blood or bone marrow samples) or corresponding to tumors for which this algorithm
has not been trained (e.g. Hodgkin's lymphomas, certain rare forms of nonHodgkin,
other cancers, or non-tumor samples) can only lead to erroneous results.
It is therefore important to ensure the consistency of the result by taking into account
the clinical and biological data, in particular the histopathological analysis.

RT-MIS can give us a different level of information on the realized analysis:
- Different information that allowed RT-MIS to predict a class according to the
genetic profile of the sample.
- On the relative expression of the markers of a sample of interest compared to the
entire database of one of two classes LNH_B or LNH_T or a sub-entity.
By clicking on the pencil associated with a barcode of interest, it is possible to
select different information and generate a PDF summary.
The selected information is predefined for the following analyses. 
You can download all CSV files associated with the used barcodes: 
- The Excel file with the data of all samples analyzed according to the barcode, number
of counts per read, informativeness, the amplification factor, the qscore (number of
UMI), and the relative expression of all markers (format: full_gene_set_counts). 
- An Excel file per sample with the raw data of this sample analyzed according to
the name of the markers, the number of reads (raw_readCount), the number of
UMIs (raw_UMIcount), the number of reads corrected for the hopping index
(corrected_readCount), the number of corrected UMIs (corrected_UMIcount)
(format: date-internal reference-number of BC_counts).

From the normalized expression data, RT-MIS classifies the sample by Random Forest
(or RF). This classification is based on the application of the expression data of 10 RF
classification models derived from Machine Learning software from the database of
nearly 3000 cases, covering the main subtypes of non-Hodgkin's lymphoma. The
different probabilities of these classifiers allow identifying different signatures and
classes.
The classification was validated on 146 cases as described in Figure 5 of the
article Bobee et al., Blood Cancer Journal (2020).
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LymphoTranscript
For the detection of fusion transcripts

Genexpath's LymphoTranscript solution allows the identification of fusion transcripts
associated with peripheral T-cell lymphomas.

The detection and quantification of these fusion transcripts are made possible by
combining molecular biology and high-throughput sequencing. The data obtained is
analyzed using our RT-MIS platform.

RT-MLPSeq - a simple and fast technique

The LymphoTranscript test uses the RT-MLPSeq method.

The multi-step in vitro test simultaneously evaluates a large number of genetic markers
(chromosomal translocations and some mutations) using pairs of specific oligo-
nucleotide probes for each of them.

This in vitro test is associated to high-throughput sequencing that allows multiple
samples and dozens of genes to be tested at the same time.
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Post sequencing analysis using dedicated software
After sequencing, the FASTQ file is loaded into the RT-MIS platform which carries out
demultiplexing, identification and quantification of any fusion transcripts.

RT-MIS delivers a report in just a few minutes including the detected fusion transcripts
and the associated bibliography.

https://www.clinisciences.com/msr/rresult.php?motclef=%28LymphoTranscript%29%28-discontinued%29


Characteristics

1/2 day of manipulation

Low RNA quantity needed

Suitable for FFPE samples

Sensitive thanks to short probes

Increased specificity thanks to UMI

Sequencing with other libraries possible

100,000 reads are sufficient

Bioinformatic analysis included

Access to complete raw data
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GEP-LT08

GEP-LT16

GEP-LT24

Categories Cond.

8 reactions

16 reactions

24 reactions

https://www.clinisciences.com/msr/autres-produits-186/lymphotranscript-kit-1469000009.html
https://www.clinisciences.com/msr/autres-produits-186/lymphotranscript-kit-1469000010.html
https://www.clinisciences.com/msr/autres-produits-186/lymphotranscript-kit-1469000011.html
https://www.clinisciences.com/msr/autres-produits-186/lymphotranscript-kit-1469000009.html
https://www.clinisciences.com/msr/autres-produits-186/lymphotranscript-kit-1469000010.html
https://www.clinisciences.com/msr/autres-produits-186/lymphotranscript-kit-1469000011.html
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