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Easy-User Interface | Interactive Analysis | Powerful Software . Multiple Applications

Delivering Ordered, Whole Genome Restriction
Maps From Single DNA Molecules

The Argus™ Optical Mapping System Overview

The Argus Optical Mapping System brings high resolution comparative
genomics, whole genome sequence assembly and strain characterization into
your laboratory in an innovative, cartridge-based, automated platform. You will
be able to investigate microbial structure, function, diversity and genetics—
without the need for amplification, PCR, cloning, paired-end libraries, pure
isolates, or genomic specific reagents. Primary Optical Map Assembly results
are available in the same workday.

Based on OpGen’s unique de novo Optical Mapping Technology, the Argus
Optical Mapping System delivers high resolution, ordered whole genome
restriction maps from single microbial DNA molecules. Supported by the
powerful MapSolver™ Optical Map Analysis software, your Optical Maps
may be analyzed and visually displayed to quickly discover similarities and
differences, gain insight into genomic content and strain relatedness. Or
if you are sequencing, your contig data can be uploaded to an on-board
database allowing you to view and rapidly order contigs against an Optical
Map scaffold.
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The Argus Optical Mapping System includes:

- Optical Mapper - Oil Applicator
- Mapping Workstation - One year instrument warranty,
- MapSolver Software installation, and training

- MapCard Processor

For ultimate flexibility, multiple
MapCard Processors can be networked
to the Argus Optical Mapper.

o Optical Mapper
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System Features

Integrated Workstation - Communications enabled inside/outside of the lab

Cartridge-Based Assay - Sample contained/processed within single disposable
MapCard cartridge

Kit-Based Consumables - Quality, optimized kits make Optical Mapping easy
Quality DNA - High molecular weight DNA, quality checked with QCard
Sample Type Diversity - Diverse microbial sample types and mixtures may be used
Streamlined Workflow - Automated MapCard processing, image acquisition,

Optical Map assembly

Custom Database - Custom databases can be created for your research projects
File Import & Conversion - Enables importation of sequence information from public
or private databases and converts to in silico Optical Maps
for analysis
Analysis Software - MapSolver™ Software Analysis Tool

- Optical Maps are visually displayed, compared, clustered
- Comprehensive view provided of microbial whole genomes

- Ordered, high feature density data displayed: find indels,
repeats, inversions

- Sequence contigs can be ordered and aligned
- Sequence data may be validated for accuracy

Data Analysis * Optimized bioinformatics with no expertise required

File Formats - Flexible file formats include .xml and .fasta.

- Graphics and data can be easily exported to post script files
or .csv files for further analysis.

Multiple Applications - Comparative genomics, whole genome sequence assembly,
strain typing, characterization and clustering

Time to Results - First Primary Optical Map Assembly in same workday







System Applications

Comparative Genomics

View and compare multiple,
ordered whole genomes and
discover differences, similarities,
novel genomic features and mobile
elements like indels, repeats,

inversions, prophages and more.

Whole Genome Sequence Assembly

Pseudomonas aeruginosa ATCC 27317

P. aeruginosa LESB58 (in silico)
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‘ Pseudomonas aeruginosa ATCC 27317

‘ P. aeruginosa LESB58 (in silico) ‘
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prophage 3
Upload unordered sequence contig data to the database to
rapidly order and align contigs to an Optical Map scaffold.
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Contig 16B

Multi-color areas (Contig
16) indicate a misassembly
of 4 separate Contigs.

Trim ends & join contigs

Strain Typing

Create cluster charts to
precisely distinguish and
relate strains and isolates.
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