


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 I tags vs. promoter regions)

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 ChIP-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 ElDorado™.

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

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)

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)


