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The most comprehensive sequence analysis tools on the market
DNASTAR software is trusted by tens of thousands of researchers around the world because of its well-deserved reputation for accuracy, versatility, and ease of use.
Our cutting-edge applications expertly handle dozens of popular bioinformatics workflows, including molecular cloning and primer design; Sanger, NGS, and long-read data assembly and analysis; multiple sequence alignment; and transcriptome analysis.




Software that covers all your sequence analysis needs
Available as an all-inclusive solution or as any of three packages designed to align with specific research objectives.
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Lasergene Molecular Biology

 Sequence analysis tools for alignments, Sanger sequencing, virtual cloning, primer design, plasmid maps, sequence editing and more.


LEARN MORE »
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Lasergene Protein

 Protein sequence and structure analysis software that integrates with Nova protein structure prediction and modeling tools.


LEARN MORE »
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Lasergene Genomics

 Comprehensive software for genomics, transcriptomics, and clinical research involving NGS and long-read data.


LEARN MORE »
 
 
 







Learn More About DNASTAR Lasergene










Protein Modeling Solutions
Understanding the structure of a protein is critical to understanding protein function. Our Nova Applications integrate with Lasergene and incorporate the biophysical properties of the protein sequence into comprehensive structure prediction and analysis.
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NovaFold

 Protein structure predictions using the international award-winning I-TASSER algorithm.


LEARN MORE »
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NovaFold Antibody

 Predict highly accurate antibody models from sequence data in minutes.


LEARN MORE »
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NovaDock

 Software for high-resolution protein-protein docking that explores flexibility during modeling.


LEARN MORE »
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NovaFold AI

 Protein structure prediction using AlphaFold 2, the world’s most accurate prediction algorithm.


LEARN MORE »
 
 
 







Learn More About the Nova Applications
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Identification and Characterization of Viral Strains
This guide leads you through the process of viral genome sequencing and characterization: from choosing a sequencing strategy for templated or de novo assembly, through downstream analysis. It also shows the results from our survey, including a discussion of the top challenges faced by virologists performing this important work.
Download Guide
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7 Steps for Human Variant Analysis
In this guide, we discuss some of the challenges involved in human variant analysis and explore some of the solutions available for addressing these challenges. You will learn about important considerations to keep in mind throughout the process, whether you are working with a core facility, a bioinformatics group, or doing variant analysis on your own.
Download Guide
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Successful De Novo Transcriptome Sequence Assembly Using RNA-Seq Data
De novo transcriptome analysis involves assembling cDNA sequences together—without the aid of a reference sequence—and then analyzing the resulting transcriptome. This technique is frequently used to study non-model organisms but is also valuable for organisms whose genome is known. Whether you are experienced with transcriptome analysis or thinking about trying it for the first time, this guide highlights factors to keep in mind when using this approach.
Download Guide
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Protein Structure Prediction with NovaFold AI
Of hundreds of protein structure prediction algorithms that have been objectively tested, the undisputed champion is AlphaFold 2, which was released in 2020. You can access AlphaFold 2 predictions online at the EMBL-EBI database, or you can run your own protein prediction using NovaFold AI, the first commercial software licensed to use AlphaFold 2. This guide describes the steps involved in determining protein structures, the advantages and challenges of using open source AlphaFold 2, and describes how NovaFold AI provides an easier way to use this powerful algorithm.
Download Guide
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Identification and Characterization of Viral Strains
This guide leads you through the process of viral genome sequencing and characterization: from choosing a sequencing strategy for templated or de novo assembly, through downstream analysis. It also shows the results from our survey, including a discussion of the top challenges faced by virologists performing this important work.
Download Guide
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7 Steps for Human Variant Analysis
In this guide, we discuss some of the challenges involved in human variant analysis and explore some of the solutions available for addressing these challenges. You will learn about important considerations to keep in mind throughout the process, whether you are working with a core facility, a bioinformatics group, or doing variant analysis on your own.
Download Guide
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Successful De Novo Transcriptome Sequence Assembly Using RNA-Seq Data
De novo transcriptome analysis involves assembling cDNA sequences together—without the aid of a reference sequence—and then analyzing the resulting transcriptome. This technique is frequently used to study non-model organisms but is also valuable for organisms whose genome is known. Whether you are experienced with transcriptome analysis or thinking about trying it for the first time, this guide highlights factors to keep in mind when using this approach.
Download Guide
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Protein Structure Prediction with NovaFold AI
Of hundreds of protein structure prediction algorithms that have been objectively tested, the undisputed champion is AlphaFold 2, which was released in 2020. You can access AlphaFold 2 predictions online at the EMBL-EBI database, or you can run your own protein prediction using NovaFold AI, the first commercial software licensed to use AlphaFold 2. This guide describes the steps involved in determining protein structures, the advantages and challenges of using open source AlphaFold 2, and describes how NovaFold AI provides an easier way to use this powerful algorithm.
Download Guide





				            

	        			


    








Who Uses DNASTAR Software?
Whatever your field of research—from archaeology to zoopathology—DNASTAR bioinformatics software is the ultimate solution to simplify your life. Just ask any of our thousands of loyal customers around the world!
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1,297

 


UNIVERSITIES TRUST DNASTAR
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BIOTECH AND PHARMA COMPANIES

RELY ON DNASTAR
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90,000
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80,000

 


DNASTAR USERS

 WORLDWIDE
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8,270

 


CORONAVIRUS STUDIES

 USING DNASTAR
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30,400

 


BACTERIAL GENOMES

ANALYZED WITH DNASTAR
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“Graphical representations are easy to use and aid in understanding relationships.”

 
Mark Maffitt, Illumina, Inc.
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“This is the complete package, from assembly to analysis.”

 
Marjorie Beggs, Arkana Laboratories
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“DNASTAR is my favorite tool for sequence analysis. My colleagues also love it.”

 
Dr. Xin Yin, Sanford Burnham Prebys Medical Discovery Institute
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“Easy to use, intuitive interface makes working with sequences easy.”

 
Matthew Nilles, University of North Dakota
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“I have never experienced a problem with this easy to use package…I recommended it highly.”

 
Dr. Andrew M. Kropinski, University of Guelph
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“This program can be used very intuitively.””

 
Ben Marquez-Klaka, Charité Universitätsmedizin Berlin
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“This is a very useful program…. produces excellent results and allows good visualization of the sequences.”

 
Professor James Chong, University of York
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``I tried other tools, but I haven’t found anything that I like more. It’s really been the best product that I’ve found.``

 
Blaire Bacher, Orion Genomics
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			Workflows to support

your research

We offer a wide variety of workflows for comprehensive sequence analysis; assembly and analysis of NGS, long-read, and transcriptomics data; and protein sequence analysis and structure prediction.


		

	

Molecular Biology


Genomics



Protein Analysis


Transcriptomics












	
		
			We know you’re busy.

We can help.

While we aim to make our software easy to use, some researchers don’t have a moment free to learn  bioinformatics software. That’s why we offer genomic services for assembling, analyzing, and annotating genomic sequencing data, as well as in silico protein analysis services for antibody design, protein structure prediction, and custom pipeline integration.


		

	

Protein Services



Genomic Services
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Get the Latest
Find out about upcoming webinars, news, and product updates.
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Lasergene 17.6 Release Notes



March 22, 2024

READ POST
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ArrayStar displays a “stat value missing” error when attempting to open certain RNA-Seq assemblies



March 21, 2024

READ POST
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ArrayStar displays an “Error in read.table” warning when attempting to open certain RNA-Seq assemblies



March 21, 2024

READ POST
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Users running macOS 14 (Sonoma) with a M1 or M2 chip cannot create a phylogenetic tree using RAxML in MegAlign Pro



March 21, 2024

READ POST











	







	
		
			
		

	











					
				
				


				

		


	





		
		
	
		
			Would you like to receive technical tips and special offers straight to your inbox?
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Request a free trial of our complete Lasergene package. Try before you buy!

FREE TRIAL REQUEST
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		This website uses cookies to improve user experience and understand our web usage. By continuing to use our website, you consent to our use of cookies. Accept


Privacy & Cookies Policy

  
	
		  
			
			Close
		  
		  
			
	
		
			
				Privacy Overview
				
					This website uses cookies to improve your experience while you navigate through the website. Out of these, the cookies that are categorized as necessary are stored on your browser as they are essential for the working of basic functionalities of the website. We also use third-party cookies that help us analyze and understand how you use this website. These cookies will be stored in your browser only with your consent. You also have the option to opt-out of these cookies. But opting out of some of these cookies may affect your browsing experience.
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