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Flash poster presentations 

 
PARALLEL SESSIONS, MORNING  

ROOM II Second floor ROOM III Second floor ROOM IV Second floor 
 Phage therapy use of 

bacteriophages in pathogen 
control 

Microbial food and feed 
ingredients 

Bacterial responses to the host 
environment & antimicrobial 
agents 

12:00 [P4] Genome sequences and 
comparative genomics of 
bacteriophages infecting 
Campylobacter jejuni 
Martine Sørensen, 
University of Copenhagen 

[P7] Bacillus subtilis as in situ 
amino acid provider in pigs 
Mette Dines Cantor, 
Chr. Hansen A/S 

[P16] Selection of bacterial 
strategies in the developing infant 
gut and airway microbiota 
Jakob Russel, 
University of Copenhagen 

12:05 [P5]Characterization of a new 
phage group with a remarkable 
defense mechanism 
Alexander Byth Carstens, 
Aarhus University 

[P74] Consortia based production 
of biochemical 
Sheila I. Jensen 
Technical University of Denmark 

[P17] Time-resolved tracking of 
resistance mutations during 
antimicrobial adaptive evolution 
to single and drug-pairs 
Rachel Hickman, Novo Nordisk 
Foundation Center for 
Biosustainability 

12:10 [P49] Bacterial viruses enable 
their host to acquire antibiotic 
resistance genes from 
neighbouring cells 
Jakob Haaber, University of 
Copenhagen 

[P62] Effects of probiotic bacteria 
against fish pathogens in non-
axenic algae and copepod 
systems 
Bastian Barker Rasmussen, 
Technical University of Denmark 

[P31] Within-host evolution of 
Achromobacter biofilms in cystic 
fibrosis patients 
Signe Maria Nielsen, 
Aarhus University 

  

 
PARALLEL SESSIONS, AFTERNOON 

ROOM II Second floor ROOM III Second floor ROOM IV Second floor 
 Atmospheric microbiology New microbes and diagnostics Hygiene of surfaces 

15:15 [P39] Using flow cytometry for 
the analysis of airborne bacteria 
in environmental samples 
collected from a minicipal 
wastewater treatment plant in 
Denmark 
Jaeyoun Jang, Aarhus University 

[P46] Cutaneous 
propionibacteria, their 
phylotypes and their association 
with health and disease 
Holger Bruggemann, 
Aarhus University 

TBA 

15:20 [P40] Ice-nucleation-active gene 
in single cells of Pseudomonas 
syringae and its role in active 
atmospheric dissemination 
Mei Lee Ling, Aarhus University 

[P48] Identification of a novel 
sub-lineage of community-
acquired methicillin-resistant 
Staphylococcus aureus belonging 
to the CC80 complex 
Sofie Edslev, Statens Serum 
Institut 

TBA 

15:25 [P44] Assement of microbial load 
in indoor air of University of Hail, 
Hail, KSA 
Mohd Adnan Kausar, 
University of Hail 

[P52] Genomic epidemiology of 
the Danish Cluster 2 
Mycobacterium tuberculosis 
outbreak: A retrospective study 
of a dominating TB lineage from 
1992 to 2014 
Dorte B. Folkvardsen, 
Statens Serum Institut 

TBA 
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Satellite symposia 
11:00-12:15: Satellite symposium organised by Eppendorf Nordic A/S SALON F 
Simple Open Automatic pipetting Platform  –  Discover the possibilities of automated liquid handling 
Learn how simple it is to automate your manual pipetting routines. Automated pipetting leads to less 
hands-on time, increased precision and gives consistent results every day. Preparation of Next 
Generation Libraries and extraction of DNA are applications with a lot of pipetting steps. Both 
applications can be switched to an automated pipetting instrument and best-case examples will be 
demonstrated during the presentation. 
 
Michael Kerrn-Jespersen 
Eppendorf Nordic A/S  
 
 
14:15-15:30: Satellite symposium organised by Qiagen SALON F 
From data to discovery with the QIAGEN Microbial Genomics Pro Suite 

 
The expanding field of metagenomics leaves researchers struggling to convert data generated with a 
wide range of open source tools into meaningful insights.  The Microbial Genomics Pro Suite 
integrates a comprehensive set of tools for metagenomics into a scalable and user friendly platform. 
  
Metagenomics applications are supported with workflows for the analysis of 16S-, 18S rRNA, or other 
amplicon data. Further included are workflows for whole metagenome assembly, and the functional 
analysis of metagenomic data. The recent launch of the CosmosID plugin completes the range of 
metagenomics applications. The plugin offers best in class taxonomic profiling and pathogen 
identification and can handle shotgun metagenomics data as input. 
To convert microbiome data into biologically meaningful insights, all metagenomics applications are 
completed with workflows for the statistical analysis of differential abundance in the context of 
metadata. The user can explore changes in composition or function associated for instance with 
health or dysbiosis. 
A package of workflows for the analysis of outbreaks based on isolate genome data extends the 
utility of the Microbial Genomics Pro Suite for researchers focusing on epidemiology, food safety and 
public health. 
 
Invited speaker from Chr. Hansen, Mads Bennedsen will give a talk about ”Challenges of 
Bioinformatics in an industrial context”  
 
How to scale from manual assembly and analysis of single genomes to an automated analysis 
pipeline with the capability of assembling, decontaminating, & analyzing thousands of bacterial 
genomes every year using QIAGEN’s CLC Genomics Workbench. The CLC analysis pipeline perform 
species identification, gene-finding & annotation, strain typing by NGS-MLST, Pangenome generation 
& safety analysis for presence of transferable antibiotic resistance genes. Data transfer to databases 
and distribution of output-files to destination folders are also integrated in the pipeline. 
 
Join the satellite symposium and learn more about the QIAGEN Microbial Genomics Pro Suite and 
see a live demo that will cover the supported metagenomics applications. 
  



New Promotion September 1 – December 31, 2016
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Perfect Teamwork
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