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In Good Company
First released in 2005, Geneious Prime is the 
world’s leading bioinformatics software platform, 
used by over 3,000 universities, institutes and 
commercial companies in more than 100 countries.

Geneious Prime is used by all of the top 20 
universities globally (Times Higher Education, 
2016) and by 16 of the 20 largest pharmaceutical 
companies.

Biological Sequence 
Data Made Easy

From Data to Discovery, Faster
Geneious Prime is developed by a team that cares 
a great deal about finding new ways to get the 
science done faster and more efficiently. With 
Geneious Prime, you’ll find your entire workflow 
and the world’s most powerful analysis algorithms 
available behind the industry’s most easy-to-use 
interface.

Geneious Prime is used extensively by 
many of the world’s leading research 
institutes, including:

Novartis
DKNZ
CSIRO
Harvard University
Pfizer
Takeda

Take control of your analysis with an 
intuitive and user-friendly interface.

Start working immediately on a 
vast range of data types by simply 
dragging and dropping files.

Configure and customize Geneious 
Prime to your needs by adding your 
own algorithms, plugins or workflows.

Keep data organized and accessible.

Make the most out of the 
tools you already have with a 
highly interoperable API.

Licensing options to suit your users and 
your budget cycle.

Comprehensive support for technical 
issues, set up and training.
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Features at a Glance
NGS Pre-processing 
and Analysis

Import Illumina, Ion Torrent, PacBio and others. Trim, filter and demultiplex 
both single-end and paired-end/mate-pair data.

Data Management 
and Collaboration

Drag and drop importing of open formats, intuitive folder-based project 
organization, seamlessly integrated shared database, parent/descendant 
lineage tracking of cloning operations, instant search across all data, 
extensive export options.

Mapping and De Novo 
Assembly

Mapping and de novo assembly of NGS and Sanger data. Simple switching 
between a wide variety of algorithms: Geneious Prime, Bowtie, TopHat, BBMap, 
Velvet, Tadpole, SPAdes, MIRA and more.

Sequence Alignment Multiple and pairwise sequence alignment including full genome alignment. 
Simple switching between a wide variety of algorithms: MUSCLE, MAFFT, 
ClustalW, MAUVE, LastZ and more.

Searching and BLAST Direct access to NCBI public BLAST databases, custom BLAST for private local 
databases, integrated GenBank search.

Sequence Analysis Annotate motifs, ORFs and repeats. Predict genes and structural elements. 
Real-time annotation via similarity search against database. Dynamic graphs 
and statistics for sequence properties such as pI, molecular weight, melting 
point, AA composition and more.

Variant Calling and 
Expression Analysis

Call SNPs/variants using Geneious or FreeBayes and perform real-time 
filtering of tabular results with synchronized genome view. Calculate and 
compare expression levels on mapped RNA-seq data and visualize using 
PCA and volcano plots.

Molecular Cloning and 
Primer design

One-step GoldenGate, homology-based (Gibson, GeneArt, In-Fusion etc), 
TOPO and restriction cloning. Restriction maps, codon optimization, silent 
mutation analysis, simulated PCR, digestion and ligation. Primer design and 
testing, CRISPR.

Phylogenetics Build trees with Geneious Prime, MrBayes, PAUP*, PhyML, RAxML and more. 
Visualize, edit and markup your trees. Interactive distance matrix viewer and 
publication quality export.

Microsatellite Analysis Import raw ABI trace files, trim, predict and manually adjust peaks, bin peaks 
into alleles and produce tabular output of allele calls.

Customization Create automated workflows using a visual editor. Add specialized functionality 
or integrate with other systems using the Plugin Development Kit.


