>/( genomatix genome analyzer

See the biology

behind the data.

Extract the relevant biological knowledge from ChIP- The Genomatix Ger}ome Analyzer (GGA) is our
_ : : integrated solution for comprehensive second-

Seq’ RNA Seq and genotyping studies. level analysis of Next Generation Sequencing
(NGS) data from ChIP-Seq, RNA-Seq or genoty-

Start doing meta-analysis and visualize NGS results ping experiments. Each analyzer is brimming with

state-of-the-art technology that sheds light on
biological context — essential to help you under-
stand the big picture.

with Genomatix proprietary genome annotation.

All required data and hardware in one technology unit at
The GGA produces results of higher relevance,

your site. answering your scientific questions with even
greater precision than before

Genome wide correlation with expert-curated annotation

- Integration and visualization in today‘s most complete genome annotation (EIDorado™)

- Genome wide correlation with all available genomic features

- Includes transcripts, SNPs, SMARs, CAGE tags, TSSs, UTRs, CDSs, microRNAs, repeats
- Identification of phylogenetically conserved functional elements

Complete analysis for NGS experiments

- Classification of clusters (promoter, exon, intron, intergenic)

- Genome-wide chromatin modification and methylation state analysis

- Genome-wide transcription factor (TF) analysis

- Analysis of TF overrepresentation and TF association

- Large-scale SNP analysis and interpretation

- Cross-Species analysis for phylogenetically conserved regions and regulatory structures
- Normalized expression values

- Identification of new transcriptional units and splice variants :
- Visualization of transcriptional units with exon/intron structure, UTRs, CDSs 9\0“3"‘“"8 V/;%

Satisfies all needs of a modern research environment
- Full database access and command line driven procedures for the bio-informatician
- Comprehensive, easy-to-use web based interface for the biologist
- Full integration into existing pipelines and network environment

Genomatix Software GmbH Genomatix Software Inc. info@genomatix.de
Bayerstr. 85a 3025 Boardwalk, Suite 160 www.genomatix.de
80335 Munich Ann Arbor, MI 48108

Germany USA



Statistical analysis of overrepresented transcription factor binding sites

Genomatix' renowned Matinspector™ software is applied to find the most
relevant regulatory elements for your experiment.

(e.g. in significantly enriched regions derived by ChlP-Seq of estrogen receptor - output
can be exported to Excel™).

Integration and visualization in today's most complete genome
annotation

Cluster your sequence reads and instantly view them in their genomic context
within Genomatix' extensive genome annotation package EIDorado™.

(e.g. reads and clusters for two different cancer cell lines overlayed on chromosome 11)

ol I.I‘|“||I|. _gﬁ_gAAAQQIQA_

Find your relevant genes in canonical pathways or generate networks
from scratch

The Genomatix Pathway System (GePS) combines your experimental data
with canonical pathways or allows you to generate networks based on
literature citations and expert curated gene-gene associations. Filtering the
output for biological functions, molecular processes or diseases gets you
different views of your data in a snap.

(e.g. a visceral fat deposits and the metabolic syndrome pathway overlayed with data
from a ChIP-Seq experiment)
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"... we owe you a debt of thanks, it was your
programs that pointed us in the right direction!"

Kenneth R. Boheler
Head of Molecular Cardiology Unit
NIH/NIA/Gerontology Research Center
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Genome-wide correlation with genomic features

Quickly check your data for distance correlations to transcription start sites,
promoter regions, microRNAs or against another data set from your lab.

(e.g. Correlation of histone methylation (H3K4me3) enriched regions from ChiP-seq
vs. transcriptional start regions or DNase | tags vs. promoter regions)
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Use the fully-automated ChIP-Seq workflow

With our integrated ChIP-Seq workflow you can analyze your ChIP- Seq
data for overrepresentation of binding sites and generate new motifs from
the identified clusters in a single step.

(e.g. a PPARG motif from a genome-wide profiling)




