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De novo assembly of any genome size » RNA-seq analysis

Read mapping for reference genome » Small RNA analysis
Variant detection
Support NGS hybrid assembly

Visualization of genome information

OmicSoft Svite

Web-based platform
to explore public data
and share internally
processed
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Interactive data analysis,
“omics data visualization and
integrated genome browser

Customer
Internal Land
Data management, cloud
integration and scalable
processing pipelines

Data and bicinformatics

i services: Pipeline customization
Pipeline | ond data integration
Integration

QIAGEN
OmicSoft

Solutions OmicSoft
Genetics
Solution

Land Explorer

data

Curated data Lands: Manually

curated and reprocessed 'omics
data from thousands of samples
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= User
Server  Client experience
Content Framework GUI
Oncoland Land Technology Project Browser

Project Management
NGS Analytics
Omics Analytics

Sample Registration
Pipeline
60+ data views
Genome Browser

Diseaseland
GeneticsLand

TRANSCRIPTOMICS

« Expression profiling by tags .
« Gene expression analysis .
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EPIGENOMICS

« ChIP-seq analysis

» Peakfinding and peak refinement
Case/control analysis

Bisulfite sequencing analysis

« Histone ChIP-seq analysis
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Register/search samples
Manage raw and result (e.g. BAM)
files in a sample-centric fashion

Analysis
Microarray, RT-PCR, CNV,
Genotyping, NGS...

Analysis
Run all analysis using Omic
Script (Oscript)

Annotation
Gene/transcript/probe-set
Genome tracks (SNP, etc.

Visualization
40+ customizable views
& Genome Browser

Visualization engine for
Land System

Share
Publish projects
Share visualization

Generate/export
views/tables as PDF/PNG
and text files

Visualization ]

J

Project
Search and retrieval
published/shared omics data
and visualizations

Publish projects

'—( Engine for Data Service (Land) ]

Others i
API/Web Service
Analysis Pipelines;
HPC/Cluster/Cloud
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|Databrive1| | /DataDrive2
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NAS in Europe
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NGS analytics
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DNA-Seq analysis
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RNA-Seq analysis
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scRNA-Seq analysis
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Omics data analytics
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Gene expression
Affymetrix, Illumina, Agilent, Nanostring S2| HIO|H Z31E &2
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RT-PCR

ABI, Biomark, Roche Z:2iE°l ZItE
Housekeeper normalization 2 37tX]
abundance, Delta Ct, Delta Delta Ct) 242 S8g
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Genotype-GWAS
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