
Introduction
Analysis of NGS data has become more and more 
diverse, making it necessary to combine information 
from multiple datasources to properly analyse a 
sample.
The previously presented GensearchNGS-Viewer 
focused mainly on the analysis and display of DNAseq 
data.
We present our latest work of integrating more OMICs 
data sources, notably RNAseq and bisulfite sequencing 
data.
We integrated the support for standard fileformats for 
those datasources, like BAM files, as well as the 
support for basic data analysis.
The result is an integrated solution to analyse multiple 
OMICs datasources, making it easier to understand the 
biological process happening in a sample.
The rest of the poster gives an overview of the 
features added related to RNAseq and bisulfite 
sequencing data.

Contact: Beat wolf, beat.wolf@hefr.ch

Website GensearchNGS:
http://VIZBI2016.phenosystems.com/

Personal website:
http://beat.wolf.home.hefr.ch/

Hes
Haute Ecole Spécalisée

Fachhochschule Westschweiz

University of Applied Sciences
Western Switzerland

so
de Suisse occidentale

B I O Z E N T R U M
U N I V E R S I T A T

R Z B U R GWU

B. Wolf, P. Kuonen, University of Applied Sciences Western Switzerland
T. Dandekar, University of Würzburg, Germany

GensearchNGS : Integrating OMICs analysis and visualization 

GensearchNGS
MOLECULAR GENETICS MADE EASY

PhenoSystems

Figure 1: Bisulfite sequencing visualization

Availability
GensearchNGS is a multi-platform desktop application 
developed in Java. It is available for Windows, Linux 
and OSX.
A demo version of GensearchNGS can be downloaded 
at:

http://VIZBI2016.phenosystems.com

The demo version has very few restrictions, notably 
related to the creation and loading of analysis 
projects.

Features

-Expression analysis statistics
-Expression comparison
-Optimized spliced reads display

RNAseq

Bisulfite sequencing
-Region specific methylation analysis
-Visualization of bisulfite sequencing alignments 
-Interactive visualization filters
 -Min/Max methylation
 -SNP specific reads

Figure 2: Region specific statistics

Figure 3: Statistic comparison

Figure 4: RNAseq spliced alignment visualization

 Figure 4: Expression analysis

 Figure 5: Expression comparison


