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o1/ IN A NUISHEERS

» bvolutionary extension of Nextflow syntax

» Enable the writing of reusable tasks and sub-workflows

« Allows more concise and ex

ressive definrtion of

» Easy migration of existing Nexttlow processes

D

beline logic

» Do not change the dataflow programming paradigm



P oRS COMPQOG! FITTE

process foo {
output:
path 'foo.txt' /into foo_ch
script:

your_command > foo.txt

}

process bar {
input:
path x [from foo_ch
output:
path 'bar.txt' into bar_ch

another_command $x > bar.txt




P oRS COMPQOG! FITTE

process foo {
output:
path 'foo.txt' intos o0o0_ch
script:

your_command > foo.txt

}

process bar {
input:
path x from: oo_ch
output:
path 'bar.txt' into. :@r_ch

another_command $x > bar.txt




T ODULAR 1201

process foo {
output:
path 'foo.txt'
script:

your_command > foo.txt

}

process bar {
input:
path x
output:
path 'bar.txt’

another_command $x > bar.txt




L COME oL E g

nextflow.enable.dsl=2

process foo {
output:
path 'foo.txt'
script:

your_command > foo.txt

}

process bar {
input:

path x
output:
path 'bar.txt’

another_command $x > bar.txt

workflow {

foo()

bar( channel.of('filel.txt"','file2.txt"') )
}




IRUCESS OULTT T

process foo {
output:
path 'foo.txt'
script:

your_command > foo.txt

}

process bar {
input:
path X

output:
path 'bar.txt’
script:

another_command $x > bar.txt

}

workflow {
foo()
bar( foo.out )
bar.out.view()




RAMELD) OUTFUEE

process foo {
output:
path 'x.bam', emit: samples_bam

your_command ——here

workflow {
foo()
foo.out.samples_bam.view()




HANDS-ON



O ey

process foo {
input:
path x
output:
path 'foo.txt'
script:

your_command $x > foo.txt

include { foo } from './some/module.nf’

workflow {
data = channel.fromPath('/some/data/*.txt")

foo(data)
¥




L LIPLE INCEUSIC S

include { foo; bar } from './some/module’

workflow <{
data = channel. fromPath('/some/data/*.txt")
foo(data)
bar(data)




DA E AL

include { foo } from './modules/this"
include { foo bar } from './modules/that'’

workflow {

foo(some_data)
bar(other_data)




UL E PARAME TERS

params. foo 'Hello'
params.bar ‘world!"’

process sayHello {
script:

$params.foo $params.bar

params. foo 'Hola’
params.bar 'Mundo’

include{ sayHello } from './some/module’

workflow {
sayHello()
¥




W ERRILE PARAME FERS

params. foo 'Hello'
params.bar ‘world!"’

process sayHello {
script:

$params.foo $params.bar

include{ sayHello } from './some/module' addParams(foo: 'Ciao')

workflow {
sayHello()
¥




HANDS-ON



SUB-WORKFLOWS

workflow my_pipeline {
foo()

bar( foo.out.collect() )
}

include { my_pipeline } from './my-module.nf'

workflow {
my_pipeline()




BVORKFLOVY PARAMS & INFOES

params.data = '/some/data/file’

workflow flow_1 {
( params.data )
bar(params.data)

bar(foo())

workflow flow_2 {
take: data
main:
foo(data)
bar(foo.out)




WVORKFLOVW OU TP TS

workflow flow_1 {
main:
foo()
bar(foo.out)
emit:
bar.out
¥

workflow flow 2 {
main:
fool()
bar(foo.out)
emit:
: my_data = bar.out

workflow {
flow_1()
flow_1.out.view()

flow _2()
flow_2.out.my_data.view()




HANDS-ON



R PP OPERATCIR

process foo {
input: val data
output: val result
exec:
result = "$data world"

workflow {

channel.from('Hello','Hola', 'Ciao') | foo | map { it.toUpperCase() } | view

}




R PP OPERATCIR

process foo {
input: val data
output: val result
exec:
result = "$data world"

workflow {
channel.from('Hello', 'Hola', 'Ciao') \
| foo \
| map { it.toUpperCase() } \
| view




S TUB-RUN FEATURE



A S | e PROBLEM VWIHTH DRSS,

process foo {

input:

path some_data
output:

path "x.txt'
script:

any_command_here -in $some_data

workflow {
data = channel.fromPath('data/*.fastq")
foo(dta)

}




INTRODUCING 5STUB-RUN!

process foo {
input:
path some_data
output:
path "x.txt'
script:

any_command_here -in $some_data

stub:
echo "fake data" > alpha.txt
echo "more data" > omega.txt

}

workflow {
data = channel.fromPath('data/*x.fastq")
foo(dta)

}

» nextflow run your-script.nf —-stub







