
One informatics suite, 
purpose-built for 
genomic analysis.
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To date, genomic software has helped labs to unravel the mysteries behind the DNA 
helix. However, the high computational demand inherent in DNA sequencing has led 
laboratories to make tradeoffs in their software selection, often choosing between 
ease of use, ease of implementation, or genomic specialization.

Revvity offers a suite of configurable, NGS-specific modules that can address all 
needs. With LIMS, DNA analysis, and interpretation capabilities, our software can 
amplify your current NGS research efforts or can jumpstart your lab’s sequencing 
ambitions. Grounded in genomics and packed with a host of lab-agnostic features to 
synchronize with your current laboratory setup, we’re here to simplify your science.

Discover how you can elevate your research 
with Revvity Genomics Software today.

The gold-standard 
in NGS software.

* As 3rd party software will vary in orientation, 
please speak with your local Revvity 
representative to confirm its compatibility.

Engineered by laboratory 
specialists

Accessible for labs of all 
backgrounds, designed for  
secure genomic analysis.

Primed for deep  
genomic insight

Carefully curated genetic  
panel of 390+ genes and  
100K+ variants. 

Configurable and adaptable  
for laboratories

Compatible with lab’s existing 
software, multiple assays and 
application areas.*

Why select our software?

Key components

Revvity Genomics LIMS Revvity Genomics Analyze 

Revvity Genomics Interpret

Key Components
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•	 Workflow and assay management

•	 Sample tracking

•	 Aliquot management

•	 Tag and ticket management

•	 Index management

•	 Global accessibility

•	 Billing functionality

•	 Primed for high data volumes

•	 Robust QC steps for assurance 

•	 Simplified user interface

•	 Accommodates multiple pipeline 
templates

•	 Global accessibility

Key features Key features

Revvity Genomics LIMS
Create efficiency inside your lab.

Revvity Genomics Analyze
Centralized hub for primary and secondary analysis.

A robust LIMS system designed specifically for genetic analysis. Refined over years of 
use across the diverse Revvity Omics laboratory network, reimagined for laboratories 
across the world. 

Customize all parameters for primary and secondary analysis, facilitating easier management and 
categorization across your research cases. Backed with a precise quality control system, bringing 
confidence to your calculations.

End-to-end connectivity  
for assurance

Built to maximize 
compatibility

Centralized hub for  
lab activities

DNA extraction

Accessioning •	 Support multi-assay 
analysis

•	 Analysis workflow 
management

•	 Batch processing

•	 Extensive plate 
management

•	 Sample journey across 
test, assay, batch, plate 
and aliquot levels

Sequencing & assay

Data capture

Final documentation

Delivery of findings

Consolidated overview of sequencing and 
workflow runs

Robust QC steps for assurance

Create templates for running workflows

Key Components
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•	 Automatic variant annotation

•	 Case ownership management

•	 Documentation templates

•	 Direct data input from Analyze

•	 Integration with LIMS

•	 Global accessibility

Key features

Revvity Genomics Interpret
Deeper insight, actionable findings.

The crown jewel of Revvity’s NGS software suite. Features an expert-curated panel of 
390+ genes for labs of all backgrounds, spanning 17 research areas (e.g. endocrinology). 
Backed by an ever-growing database of 100K+ variants, updated with new findings from 
3rd party and Revvity laboratories. Become a pioneer in your field of science.

Simplified case management

Variant database enables faster assessment Customizable set of templates for exploring

Key Components

AnyPanel Sequencing and Deletion/Duplication Analysis

SAMPLE  IINNFFOORRMMAATTIIOONN

John Doe

08/21/2009

Male

2APP099

Participant  NNaammee::  

DDaattee  ooff  BBiirrtthh::  

SSeexx::  

AAcccceessssiioonn  IIDD::  

CCrroossss  RReeffeerreennccee:: Not provided

SSppeecciimmeenn  TTyyppee:: DBS

RReecceeiivvee  DDaattee:: 08/08/2024

08/06/2024CCoolllleeccttiioonn  DDaattee::

08/26/2024RReeppoorrtt  DDaattee::

RESEARCH  PPEERRFFOORRMMEEDD

AnyPanel NGS Gene Sequencing and Deletion/Duplication Panel

No reportable sequence variants detected

RREELLEEVVAANNTT  FFIINNDDIINNGGSS  AANNDD  IINNTTEERRPPRREETTAATTIIOONN

CCooppyy  NNuummbbeerr  VVaarriiaannttss::

CCllaassssiiffiiccaattiioonn EEvveenntt CCyyttoobbaanndd//GGeennee GGeennoommiicc  LLooccaattiioonn SSiizzee  ((bbpp)) OOMMIIMM

Benign AOH 21q11.2 - q21.1
chr21:15,273,948-

17,535,046
2261099

2211qq1111..22  --  qq2211..11  AAOOHH  --  BBeenniiggnn

NNOOTTEESS

Genes and/or exons located in pseudogene regions are not covered in this assay. Additionally, mitochondrial genes are not included in 
this analysis.For each transcript listed, the analyzed region includes the coding exons and 10 bp of flanking intronic region on both sides of 
each exon. Select pathogenic deep intronic sites may also be targeted. In some cases, due to the complexity of the sequence, not 
all variants in the flanking intronic sequence are able to be analyzed. Variants are evaluated by their reported frequency in databases such 
as the Genome Aggregation Database (gnomAD), Human Gene Mutation Database (HGMD), ClinVar and other disease-specific 
or population-specific databases when applicable. Variants that have a population frequency greater than expected given the prevalence 
of the disease in the general population are considered to be benign variants. Pathogenic, likely pathogenic, and variants of 
uncertain significance are referenced. Benign and likely benign variants are not shown. Silent variants and intronic variants beyond 
+/-3 are not indicated unless known or suspected to be pathogenic. For those panels with 300 genes or more, variants are 
presented based on relevance to the research participant’s information provided. For these large panels, there may be variants of 
uncertain significance present in the sample with partial overlap to some of the given phenotypic information which were determined not to 
be relevant enough for inclusion. The interpretation of variants is based on our current understanding of the genes on this panel. These 
interpretations may change over time as more information about the gene(s) comes available. A list of all variants identified in this 
individual is available upon request. 

  IISSCCNN  NNoommeennccllaattuurree

21q11.2q21.1(15273948_17535046)x2 hmz
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Optional connection

If your laboratory is also seeking an NGS workflow, we’d be 
thrilled to share our configurable and complete NGS solution - 
compatible with both targeted sequencing and WGS methods. 
Built on the same underlying principles as our software 
suite, see how you can amplify your sequencing aspirations 
alongside the global leaders in newborn screening today.

The above diagram reflects a full implementation of Revvity Genomics Software. 
Please reach out to your local representative to discuss alternative arrangements.

Required connection

Sample workflow

Introducing Revvity´s  
end-to-end NGS workflow

Documentation
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For research use only.  
Not for use in diagnostic procedures.

Learn more

Scan or click 
to learn more.

Contact us

Scan or click 
to contact us.

https://www.revvity.com/category/revvity-genomics-software?utm_source=Revvity&utm_medium=Brochure&utm_campaign=RPH-DGS-2025-GLOBAL-Website-TNA-SE-REV-ZZ-Brochure-Software-Digital&sfdc_id=701Pp00001Kf6S1
https://www.revvity.com/contact-us/request-information?type=PDP-RMI&part_number=6100-01

