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Reproducible, portable and efficient 

Accessibility Get involved!

Latest tools and workflows 

https://nf-co.re/join

nfcore - #eager

nf-core/eager

$ nextflow run nf-core/eager -profile singularity,mpi-shh <piepline_parameters>

$ nextflow run nf-core/eager -profile docker,globe <pipeline_parameters>

sampleA_libraryA_colchem4_PE_UDGfull_lane1

sampleA_libraryA_colchem4_PE_UDGfull_lane2

sampleA_libraryB_colchem4_PE_UDGfull_lane1

sampleA_libraryB_colchem4_PE_UDGfull_lane2

sampleA_libraryB_colchem2_PE_UDGfull_lane1

sampleA_libraryB_colchem4_SE_UDGfull_lane3

sampleA_libraryC_colchem4_PE_UDGhalf_lane3

sampleA_libraryD_colchem4_PE_UDGnone_lane3
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GUI and command-line.

Extensive documentation 
(usable for teaching, CC-BY)

Training? Contact me!
Click:Avaliable @ https://nf-co.re/eager

EndorSpy

BWA aln
BWA mem

circularmapper
Bowtie2

VCF2Genome
MultiVCFAnalyzer

Picard's
CreateSequenceDictionary

PMDTools
BamUtils
mapDamage2's 
rescale

Nuclear
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(Human)

PreSeq

MtNucRatio

BedTools

DamageProfiler
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(Human)

Dedup      
Picard's MarkDuplicates

samtools' 
view

(filtering)

samtools' 
index

Kraken Parse

MaltExtract

MALT
Kraken

HostRemoval

samtools
flagstat

samtools' fastq
(Convert BAM)

FastQC

fastp

AdapterRemoval

FastQC

BWA Index
Bowtie2 Index

circulargenerator

fastq

fastqfastq

bambam

fasta

nf-core/eager 

Example analysis pathways
Eukaryotic Nuclear Genome
Microbial or Organelle Genome
Metagenomic Profiling
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Legend

Qualimap
GATK's UnifiedGenotyper
GATK's HaplotypeCaller
sequenceTool's pileupCaller
freebayes
ANGSD

BBduk

For

Parallel metagenomic screening of off-target reads

Latest genotypers and consensus callers

New statistics reporting (feature coverage, biological sex)

Motivation

Thurs. @ 13:00 CEST: 
Live Demo

Click on URLs!

Scalable and interactive reports

https://doi.org/10.7717/peerj.10947

bug reports

contribute code

feature requests

Scalable: tight integration with HPC cluster schedulers

Same run, any infrastructure via containers & institutional profiles

Automated processing of complex sequencing strategies

Icons: openmoji.org (CC-BY-SA 4.0)

Previous pipelines do not scale to today's sample-sizes

Previous pipelines do not include now-routine palaeogenomic 
analyses or latest tools

Ancient DNA is now an established data source for many fields 

https://www.nf-co.re/join
https://nfcore.slack.com/channels/eager
https://www.github.com/nf-core/eager
https://nf-co.re/launch?pipeline=eager
https://nf-co.re/eager
https://nf-co.re/eager/output
https://meet.jit.si/ISBA9-nfcore-eager-demo
https://twitter.com/jfy133
mailto:james_fellows_yates@eva.mpg.de
https://www.github.com/jfy133
https://nf-core-awsmegatests.s3-eu-west-1.amazonaws.com/eager/paper/barquera2020_sdag_multiqc_1_10_report.html
https://doi.org/10.7717/peerj.10947
https://github.com/nf-core/eager/issues
https://github.com/nf-core/eager/blob/master/.github/CONTRIBUTING.md
https://github.com/nf-core/eager/issues
https://www.nextflow.io/docs/latest/executor.html
https://github.com/nf-core/configs
https://openmoji.org/
https://creativecommons.org/licenses/by-sa/4.0/

