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Application for the course: „Single-cell RNA-seq analysis using R“ 
 
Letter of support for Uwe Schwartz 
 
Uwe Schwartz has studied biochemistry at the University of Regensburg and very early in his 
career he realized his passion for bioinformatics. He visited courses and trained himself 
during his study and did a pure bioinformatic PhD project in my laboratory. His work was 
based on the analysis of NGS data to solve complex questions in viral and cellular chromatin 
organisation. Uwe is currently coordinating the bioinformatics analysis of NGS data at the 
computational core facility at the University of Regensburg. He is implementing sequence 
data analyses for project partners, as well as developing customized bioinformatics pipelines 
to solve specific biological problems for faculty members. He is experienced in the analysis of 
standard high-throughput sequence data (RNA-seq, ChIP-seq, ATAC-seq, WGBS and MNase-
seq) and has extensive background in chromatin biology, modeling of gene regulatory 
networks and the analysis of epigenetic modifications. He has shown his capabilities by being 
author and co-author of several high-quality manuscripts. 
 
As he is delivering the core bioinformatics support for the biology and pre-clinical medicine 
faculty, it would be a great opportunity for him to participate in the course. Uwe would 
strongly benefit from the course and it would be highly valuable for the newly established 
core facility at the University of Regensburg. 
 
I do strongly recommend Uwe’s application for this course, knowing that he has the required 
bioinformatic skills that would make him a great candidate. 
 
Thank you very much for considering Uwe. 
 
With best regards 

 
      Gernot Längst 

Main Organiser:

Uwe Schwartz | uwe.schwartz@ur.de

Analysis of NextGen Sequencing Data in Galaxy

Galaxy is an open, web-based platform for accessible, reproducible
and transparent computational research. The course aims to provide
an introduction to the Galaxy platform and how it can be applied to
analyse next generation sequencing data.
This course is aimed at beginners in NGS analysis and does not
require any coding experience.

| TOPICS | 

Galaxy Platform

Quality Control

Read Alignment

Data Handling

ChIP-seq

ATAC-seq

RNA-seq

Course Information:

Dates: 03.-07.03.2025

Time: 9:00 – 17:00

Registration: 

On GRIPS

Course attendance is limited to 20 participants. Registration
in GRIPS is open.
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