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Key points:
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e Know thy buckets
e Optimising resource requests



Test, test, test




3¢ Mistakes with big data can be expensive
/ Make them with small tests instead

. Better still: let someone else make
them instead



nf-core ©

A community effort to collect a curated set
of analysis pipelines built using Nextflow.

https://nf-co.re
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Cloud testing

< nf-core [ viralrecon ' Public
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~ Insights

@ nf-core/viralrecon v2.1 - Lead Mink nf-core AWS full size tests #3

() Summary

Triggered via release 5 months ago Status

@ drpatelh published 2.1 Success
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@ Run AWS full tests (illumina)
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@ Run AWS full tests (nanopore) el
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Cloud testing
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Cloud testing
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Cloud testing

Every pipeline, every release:

AWS A Microsoft Azure
.




Know thy buckets




Know thy buckets

& Inputdata Private subnets &

@ Work directories Lifecycle rules

nl Results ntelligent tiering @



Know thy buckets
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Optimising resource requests



Optimising resource requests

nf-core pipelines are built for
everyone's data. Not your data.



Optimising resource requests
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Optimising resource requests

process {
withName: 'NFCORE_RNASEQ:RNASEQ:ALIGN_STAR:STAR_ALIGN' {
memory = 100.GB
}
}
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nf-core | AWSmegatests ~ @ n M f I 0 W to We r

Launchpad Runs Actions Datasets Compute Environments Credentials Secrets Participants Settings

< View Workflow Run

() curious_sanger nf-core/rnaseq

azure-batch  spot-instances /’

Command line Parameters Configuration Datasets Execution log Reports Optimization available Re-launch ®» ]

nextflow run 'https://github.com/nf-core/rnaseq’
—name curious_sanger

—params—file 'https://api.tower.nf/ephemeral/QztjwylQcxfXT-ZzdKD-HQ.yaml'
—-with-tower
—profile test




-
o

nf-core /| AWSmegatests ~ @ n Nf I OW l— ower

Launchpad Runs Actions Datasets Compute Environments Credentials Secrets Participants Settings

< View Workflow Run

() curious_sanger nf-core/rnaseq

azure-batch  spot-instances /’

Command line Parameters Configuration Datasets Execution log Reports OptlmlzatIOn available anch ]

nextflow run 'https://github.com/nf-core/rnaseq’
—name curious_sanger

—params—-file 'https://api.tower.nf/ephemeral/QztjwylQcxfXT-ZzdKL
—-with-tower
—profile test




View optimized configuration

process {

withName: 'NFCORE_RNASEQ:RNASEQ:ALIGN_STAR:BAM_SORT_SAMTOOLS:BAM_STATS_SAMTOOLS:SAMTOOLS_FLAGSTA"
cpus = 2
memory = 1.GB
by
withName: 'NFCORE_RNASEQ:RNASEQ:ALIGN_STAR:BAM_SORT_SAMTOOLS:BAM_STATS_SAMTOOLS:SAMTOOLS_IDXSTAT!
cpus = 2
memory = 1.GB
by
withName: 'NFCORE_RNASEQ:RNASEQ:ALIGN_STAR:BAM_SORT_SAMTOOLS:BAM_STATS_SAMTOOLS:SAMTOOLS_STATS'
cpus = 2
memory = 1.GB
by
withName: 'NFCORE_RNASEQ:RNASEQ:ALIGN_STAR:BAM_SORT_SAMTOOLS:SAMTOOLS_INDEX' {
cpus = 2
memory = 1.GB
by
withName: 'NFCORE_RNASEQ:RNASEQ:ALIGN_STAR:BAM_SORT_SAMTOOLS:SAMTOOLS_SORT' {
cpus = 3
memory = 1.GB
¥

withName: 'NFCORE_RNASEQ:RNASEQ:ALIGN_STAR:STAR_ALIGN' {
cnlis = 2?2



nexcflow
SUMMIT 2022

hitps://summit.nextflow.io

Talks from all major

cloud providers on
YouTube

dWS

Google Cloud

Amazon Web Services

Price/performance of different cloud
strorage options for Nextflow workflows

Microsoft

Deep dive into Nextflow on Azure

Pipeline economics on Cloud
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Nextflow [/ nf-core training
6-10 March 2023

nexciflow
nf-core
nexcflow tower

nf-core hackathon
20-24 March 2023

https://nf-co.re/join
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