
73%



On-Premises Cluster

Public Cloud

Single Computer

Private Cloud

Other

75%

Use an HPC 
workload
manager

Snakemake
35.9%

Galaxy Project
14.3%

Cromwell/WDL
10.0%

43%

Use public
cloud today

70%

Plan to 
migrate to 
the cloud

Kubernetes
6.2%
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Develop their 
own Nextflow 

pipelines

58%

Contribute to
nf-core

pipelines

24%

DOCUMENTATION
97.0%

PERFORMANCE @ SCALE
92.8%

DATA PROVENANCE
89.2%

EASE OF INSTALL
91.1%

PORTABILITY
87.8%

COMMUNITY ADOPTION  
86.6%

30% use Tower 
sometimes or 

often

79% launch 
Nextflow from the 

command line

Use the nf-core 
Slack Channel 

for support

59%

Use the 
Nextflow 

GitHub Repo

49%

RECOMMENDATIONS 
TO REDUCE COST

72.1%

CONTROL VIA CLI 
OR API
71.1%

WEB UI TO 
MONITOR FLOWS

72.4%
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