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and pathway analysis (MUFFIN). PLoS Computational Biology, 2021, 17, e1008716

Rise and Fall of SARS-CoV-2 Lineage A.27 in Germany. Viruses, 2021, 13, 62 4

Transcript Variants Have Distinct Roles in Ovarian Carcinoma and Differently Influence Platinum
Sensitivity and Angiogenesis. Cancers, 2021, 13,

SLC35F2, a Transporter Sporadically Mutated in the Untranslated Region, Promotes Growth,
Migration, and Invasion of Bladder Cancer Cells. Cells, 2021, 10, 79 4

Integrating cultivation and metagenomics for a multi-kingdom view of skin microbiome diversity
and functions.. Nature Microbiology, 2021,

The economical lifestyle of CPR bacteria in groundwater allows little preference for environmental 6
drivers.. Environmental Microbiomes, 2021, 16, 24 5 4

Comparative Genome Analysis of 33 Strains Reveals Characteristic Features of and Closely Related
Species. Pathogens, 2020, 9,

Inclusion of Oxford Nanopore long reads improves all microbial and viral metagenome-assembled 5 1
genomes from a complex aquifer system. Environmental Microbiology, 2020, 22, 4000-4013 > 7

RNAFflow: An Effective and Simple RNA-Seq Differential Gene Expression Pipeline Using Nextflow.
Genes, 2020, 11,

A comprehensive annotation and differential expression analysis of short and long non-coding ;
RNAs in 16 bat genomes. NAR Genomics and Bioinformatics, 2020, 2, lqz006 37

Virus- and Interferon Alpha-Induced Transcriptomes of Cells from the Microbat Myotis daubentonii.

IScience, 2019, 19, 647-661




27

25

25

21

e

=/

L5

Ly

11

Chlamydia buteonis, a new Chlamydia species isolated from a red-shouldered hawk. Systematic and
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9 EpiDope: A Deep neural network for linear B-cell epitope prediction 1

Inclusion of Oxford Nanopore long reads improves all microbial and phage metagenome-assembled
genomes from a complex aquifer system

Metagenomics workflow for hybrid assembly, differential coverage binning, transcriptomics and
7 pathway analysis (MUFFIN)

What the Phage: A scalable workflow for the identification and analysis of phage sequences

5 PCAGO: An interactive web service to analyze RNA-Seq data with principal component analysis 3

Direct RNA nanopore sequencing of full-length coronavirus genomes provides novel insights into
structural variants and enables modification analysis

poreCov - an easy to use, fast, and robust workflow for SARS-CoV-2 genome reconstruction via
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Molecular epidemiology of SARS-CoV-2 - a regional to global perspective
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