Hlumina

BaseSpace® Sequence Hub
Apps Quick Guide

Get a variety of low-cost data analysis apps with BaseSpace Sequence Hub
services. All services and DRAGEN™ apps are priced in iCredits. Learn more.

Biomedical and Basic Research — Genetic Analysis

App name

=

BWA Aligner

Demo Data Link

DNA Amplicon

Demo Data Link 1
Demo Data Link 2

B
DRAGEN Enrichment

Demo Data Link

DRAGEN Germline

Demo Data Link

DRAGEN Joint
Genotyping Pipeline

Demo Data Link

Sequencing application(s)

¢ \Whole-genome sequencing
e Targeted sequencing

e Targeted resequencing
(AmpliSeq™ for lllumina)

¢ \Whole-exome sequencing
e Targeted Resequencing

¢ \Whole-genome sequencing
e \Whole-exome sequencing

e De novo variant calling

For Research Use Only. Not for use in diagnostic procedures.

Key functionality

e Alignment
e Custom reference genome
e Batch processing

e Alignment
e Small variant calling
e Annotation

e Alignment

e Small Variant Calling

e Somatic Variant Calling
e SV/CNV Calling

e Custom Manifest Files

e Alignment

e Small variant calling

e CNV calling

e Somatic variant calling

e Novel variant identification

Vendor

BaseSpace Labs

basespacelabs@illumina.com
Compute cost: 3 iCredits per node/hr
License cost: n/a

Example compute cost:

0.72M reads, 2 x 150 bp

cost =2 iCredits/sample

lllumina, Inc.

Compute cost: 3 iCredits per node/hr
License cost: n/a

Example compute cost:

100 M reads, 2 x 150 bp

cost = 28.10 iCredits/sample

lllumina, Inc.

Compute Cost: 3 iCredits per node/hr
License Cost: n/a

Example Compute Cost:

TruSeq Exome (200x mean coverage)
60 M reads, 2 x 75 bp

cost = 6.76 iCredits/sample

lllumina, Inc.

Compute cost: 5 iCredits per node/hr
License cost: n/a

Example compute cost:

FASTQ to SNVs only

88M reads, 2 x 150 bp

cost = 2.50 iCredits/sample

lllumina, Inc.

Compute cost: 5 iCredits per node/hr
License cost: n/a

Example compute cost:

Input: Trio of gVCFs processed with
DRAGEN Germline

cost = 1 iCredits/sample


https://basespace.illumina.com/apps/2892890/BWA-Aligner
https://basespace.illumina.com/s/Zls7s5ZFO8ns
mailto:basespacelabs%40illumina.com?subject=
https://basespace.illumina.com/s/AbxSvF9g1H5v
https://basespace.illumina.com/s/tMYeNm6DLbaS
https://basespace.illumina.com/apps/2797795/Enrichment
https://basespace.illumina.com/s/V2X0zfuUBv4j
https://basespace.illumina.com/s/vpeTqSWN8LrN
https://basespace.illumina.com/s/zwg1goZW4RyX
https://help.basespace.illumina.com/articles/descriptive/icredits-and-billing/#icredit-conversion]

Biomedical and Basic Research — Genetic Analysis (continued)

App name

1~

DRAGEN Methylation

Pipeline

Demo Data Link
Demo Data Link

1~

DRAGEN Somatic
Pipeline
Demo Data Link

€D

Annotator

EDGC Annotator

OncoCNV Trainer
Demo Data Link

OncoCNV Caller
Demo Data Link

[ N )
A l
. B

Pindel

Demo Data Link

Sequencing application(s)

e Bisulfite sequencing

¢ \Whole-genome sequencing

¢ \Whole-exome sequencing

e Targeted Resequencing

e Targeted resequencing
(AmpliSeqg™ for lllumina)

e Targeted resequencing
(AmpliSeq™ for lllumina)

e Targeted resequencing
(AmpliSeqg™ for lllumina)

For Research Use Only. Not for use in diagnostic procedures.

Key functionality

e Alignment
e Methylation calling

e Alignment

e Somatic variant calling

e Tumor-normal and tumor-
only analysis

e \ariant Annotation
e Variant Analysis

e CNV calling

e CNV calling

e |nsertion and deletion
breakpoint detection

Vendor

lllumina, Inc.

Compute cost: 5 iCredits per node/hr
License cost: n/a

Example compute cost:

Targeted methylation

138M reads, 2 x 150 bp

cost = 7.50 iCredits/sample
Whole-genome

1,532M reads, 2 x 150 bp

cost = 16.1 iCredits/sample

lllumina, Inc.

Compute cost: 5 iCredits per node/hr
License cost: n/a

Example compute cost:

4,750M reads, 2 x 150 bp

cost = 13 iCredits/sample

EONE-DIAGNOMICS Genome Center

www.edgc.com/edgcannotator?lang=en
Compute Cost: 3 iCredits per node/hr
License Cost: n/a

BaseSpace Labs

basespacelabs@illumina.com
Compute cost: 3 iCredits per node/hr
License cost: n/a

Example compute cost:

18M reads, 2 x 150 bp

cost = 1 iCredits/sample

BaseSpace Labs

basespacelabs@illumina.com
Compute cost: 3 iCredits per node/hr
License cost: n/a

Example compute cost:

18M reads, 2 x 150 bp

cost = 1.5 iCredits/sample

BaseSpace Labs

basespacelabs@illumina.com
Compute cost: 3 iCredits per node/hr
License cost: n/a

Example compute cost:

4.1M reads, 2 x 150 bp

cost = 1 iCredits/sample


https://basespace.illumina.com/s/8hR44jJg69qh
https://basespace.illumina.com/s/Pm26nkE8sudF
https://basespace.illumina.com/s/LpV129RZOH5e
https://basespace.illumina.com/apps/718718/EDGC-Annotator
http://www.edgc.com/edgcannotator?lang=en
https://basespace.illumina.com/s/0RRJN8n8bdib
mailto:basespacelabs%40illumina.com?subject=
https://basespace.illumina.com/s/0RRJN8n8bdib
mailto:basespacelabs%40illumina.com?subject=
https://basespace.illumina.com/s/WI0GHtMKUOlF
mailto:basespacelabs%40illumina.com?subject=

Biomedical and Basic Research — Genetic Analysis (continued)

Pisces Variant Caller
Demo Data Link

TruSeq® Amplicon

Demo Data Link

TruSight Tumor 15

Demo Data Link

&

-

TruSight Tumor 170

UMI Error Correction

Demo Data Link
Demo Data Link

Sequencing application(s)

e Targeted resequencing

e Targeted resequencing

e Targeted resequencing
(TruSight Tumor 15 Panel)

e Targeted resequencing
(TruSight Tumor 170 Panel)

e Targeted resequencing
(TruSight® Tumor 170)

For Research Use Only. Not for use in diagnostic procedures.

Key functionality

e | ow-frequency somatic
variant detection

e Alignment

e Small variant calling

e Somatic variant calling
e Annotation

e Custom manifest files
e Batch processing

e Alignment
e Variant calling

e Variant calling
e SV/CNV calling
¢ RNA fusion calling

e Reduce PCR or
sequencing errors for rare
and low-frequency somatic
variants

Vendor

BaseSpace Labs

basespacelabs@illumina.com
Compute cost: 3 iCredits per node/hr
License cost: n/a

Example compute cost:

7M reads, 2 x 150 bp

cost = 3 iCredits/sample

lllumina, Inc.

Compute cost: 3 iCredits per node/hr
License cost: n/a

Example compute cost:

TruSight Myeloid Panel

(5000x mean coverage)

2.35 M reads, 2 x 150 bp

cost = 0.78 iCredits/sample

lllumina, Inc.

Compute cost: 3 iCredits per node/hr
License cost: n/a

Example compute cost:

TruSight Tumor 15 Panel

(5000x mean coverage)

733 Kreads, 2 x 150 bp

cost = 0.35 iCredits/sample

lllumina, Inc.

Compute cost: Free
License cost: n/a

BaseSpace Labs

basespacelabs@illumina.com
Compute cost: 3 iCredits per node/hr
License cost: n/a

Example compute cost:

83M reads, 2 x 125 bp

cost = 2.15 iCredits/sample


https://basespace.illumina.com/s/lmx6c021DP7A
mailto:basespacelabs%40illumina.com?subject=
https://basespace.illumina.com/apps/2005003/TruSeq-Amplicon
https://basespace.illumina.com/s/i64CKY6eBGmG
https://basespace.illumina.com/apps/3057054/TruSight-Tumor-15?preferredversion
https://basespace.illumina.com/s/DbimxeJP8R9D
https://basespace.illumina.com/apps/3758755/TruSight-Tumor-170?preferredversion
https://basespace.illumina.com/s/ZtKmBhiBJOOG
https://basespace.illumina.com/s/W0SEgzVInH13
mailto:basespacelabs%40illumina.com?subject=

Data Handling, Data Quality Control (QC), and Data Visualization

Sequencing application(s)

e FASTQ manipulation

FASTQ Toolkit

i e Data QC

Q

FASTQC

Demo Data Link

i ¢ \Whole-genome sequencing
(T) e Targeted resequencing
e ChIP-Seq
e RNA-Seq

Integrative Genomics
Viewer

e Data import
e General NGS

SRA Import
P e Data export
e General NGS
SRA Submission
)y e Data QC

&

Variant Calling
Assessment Tool
Demo Data Link

For Research Use Only. Not for use in diagnostic procedures.

Key functionality

e Sub-sampling

e Adapter trimming
e Base trimming

e Quality trimming
e Read filtering

e Base QC profile

e (Genome browser
e \/isualizations

e Imports NGS data from
NCBI Sequence Read
Archive to BaseSpace
Sequence Hub using SRA
accession number

e Submission of data to
NCBI SRA

e Comparison of variant
call sets
e SNV and Indel statistics

Vendor

BaseSpace Labs

basespacelabs@illumina.com
Compute cost: 3 iCredits per node/hr
License cost: n/a

BaseSpace Labs

basespacelabs@illumina.com
Compute cost: 3 iCredits per node/hr
License cost: n/a

BaseSpace Labs

basespacelabs@illumina.com
Compute cost: Free
License cost: n/a

BaseSpace Labs

basespacelabs@illumina.com
Compute cost: 3 iCredits per node/hr
License cost: n/a

BaseSpace Labs

basespacelabs@illumina.com
Compute cost: 3 iCredits per node/hr
License cost: n/a

BaseSpace Labs

basespacelabs@illumina.com
Compute Cost: 3 iCredits per node/hr
License Cost: n/a


https://basespace.illumina.com/apps/3122120/FASTQ-Toolkit
mailto:basespacelabs%40illumina.com?subject=
https://basespace.illumina.com/apps/706706/FastQC
https://basespace.illumina.com/s/RDaqutvppUgw
mailto:basespacelabs%40illumina.com?subject=
https://basespace.illumina.com/apps/1886885/Integrative-Genomics-Viewer
https://basespace.illumina.com/apps/1886885/Integrative-Genomics-Viewer
mailto:basespacelabs%40illumina.com?subject=
https://basespace.illumina.com/apps/625625/SRA-Import
mailto:basespacelabs%40illumina.com?subject=
https://basespace.illumina.com/apps/147147/SRA-Submission
mailto:basespacelabs%40illumina.com?subject=
https://basespace.illumina.com/apps/2106105/Variant-Calling-Assessment-Tool
https://basespace.illumina.com/apps/2106105/Variant-Calling-Assessment-Tool
https://basespace.illumina.com/s/J62DJw20qiXZ
mailto:basespacelabs%40illumina.com?subject=

Gene Expression and Regulation

App name

ChlIPSeq

Demo Data Link

1~

DRAGEN Reference
Builder

Demo Data Link

1~

DRAGEN RNA Pipeline

Demo Data Link

-

-

MethylKit

Demo Data Link

miRNAs Analysis

Demo Data Link

RNA Amplicon

Demo Data Link

Tt

Tyt
ArT
RNA-Seq Alignment

Demo Data Link
Demo Data Link
Demo Data Link

Sequencing application(s)

e DNA-Protein Interactions
e ChlPSeq

e Custom genome support

e \Whole-transcriptome gene
expression
e Gene fusion detection

e Methylation profiling
¢ \Whole-genome sequencing
e Targeted sequencing

e Small RNA sequencing
e miRNA profiling

e Targeted gene expression
(AmpliSeq™ for lllumina)

e Transcriptome mining
e Gene expression

For Research Use Only. Not for use in diagnostic procedures.

Key functionality

e Uses MACS for peak
identificatoin and HOMER
for motif discovery

e Custom reference support

e Alignment
e Fusion detection
e (Gene expression

e Analyze WGBS and
targeted bisulfite
sequencing data

e Alignment
e Differential expression

e Amplicon gene expression
e Differential expression

e Alignment (STAR or TopHat)
e Gene counts

e Transcripts counts

e Annotation

e Variant calling

e Fusion detectin

e Novel transcript assembly
e Batch processing

Vendor

BaseSpace Labs

basespacelabs@illumina.com
Compute cost: 3 iCredits per node/hr
License cost: n/a

lllumina, Inc.

Compute cost: 5 iCredits per node/hr
License cost: n/a

lllumina, Inc.

Compute cost: 5 iCredits per node/hr
License cost: n/a

Example compute cost:

2.6M reads, 2 x 75 bp

cost = 0.5 iCredits/sample

BaseSpace Labs

basespacelabs@illumina.com
Compute cost: 3 iCredits per node/hr
License cost: n/a

B&Gu @ University of Torino

mirnasanalysisbasespaceapp.blogspot.it
Compute cost: 3 iCredits per node/hr
License cost: n/a

Example compute cost:

5 M reads, 1 x50 bp

cost = 0.78 iCredits/sample

lllumina, Inc.

Compute cost: 3 iCredits per node/hr
License cost: n/a

Example compute cost:

2.56M reads, 2 x 150 bp

cost = 1.50 iCredits/sample

lllumina, Inc.

1.8 License cost: n/a

Example compute cost:

mRNA: 25 M reads, 2 x 75 bp
cost = 6.02 iCredits/sample
totalRNA: 50 M reads, 2 x 75 bp
cost = 12.04 iCredits/sample


https://basespace.illumina.com/apps/2561559/ChIPSeq
https://basespace.illumina.com/s/DqYgij0elo2B
mailto:basespacelabs%40illumina.com?subject=
https://basespace.illumina.com/s/XVt92fMwIJyx
https://basespace.illumina.com/s/LucXlKME2uYC
https://basespace.illumina.com/apps/2262260/MethylKit
https://basespace.illumina.com/s/cUpSPt47AJ57
mailto:basespacelabs%40illumina.com?subject=
https://basespace.illumina.com/apps/1001000/miRNAs-Analysis
https://basespace.illumina.com/s/bOge7kws7TzA
http://mirnasanalysisbasespaceapp.blogspot.it
https://basespace.illumina.com/s/ddvl7bIm9Yd2
https://basespace.illumina.com/apps/3086084/RNA-Seq-Alignment
https://basespace.illumina.com/s/ZQznqwHqHlC4
https://basespace.illumina.com/s/pPWwmX4Ue97o
https://basespace.illumina.com/s/sPBLdjT6sBuM

Gene Expression and Regulation (continued)

App name Sequencing application(s)
e Transcriptome mining
== e Gene expression
©
RNA-Seq Differential
Expression

Demo Data Link

e MiRNA profiling

Small RNA

Demo Data Link

Microbial Genomics and Metagenomics

e Small RNA sequencing

Key functionality

e Assembly of novel
transcripts
e Differential expression

e Alignment

e Classification of miRNAs,
isomiRs, and piRNAs

e Novel miRNA & pre-miRNA
discovery

e Differential expression

e Batch processing

Vendor

lllumina, Inc.

Compute cost: 3 iCredits per node/hr
License cost: n/a

Example compute cost:

mRNA: 25M reads, 2 x 75 bp

cost = 37.64 iCredits/sample
totalRNA: 50M reads, 2 x 75 bp

cost = 75.3 iCredits/sample

lllumina, Inc.

Compute cost: 3 iCredits per node/hr
License cost: n/a

App name Sequencing application(s)
o) e 16S rRNA microbial
% communities profiling

16S Metagenomics
Demo Data Link

Qm

E. coli Serotyping

Demo Data Link

GENIUS Metagenomics:

Know Now
Demo Data Link

e E. coli serotype
identification

e Metagenomics

e Targeted sequencing
e RNA-Seq
e Immunology

IgReC

Demo Data Link

For Research Use Only. Not for use in diagnostic procedures.

Key functionality

e Taxonomic classification of
microbial communities
e Batch processing

e Serotype identification

e Bacterial ID

e Reconsts full-length
adaptive immune
repertoires from
Rep-Seq data

e Alignment

Vendor

lllumina, Inc.

Compute cost: 3 iCredits per node/hr
License cost: n/a

Example compute cost:

100 Kreads, 2 x 300 bp

cost = 1.28 iCredits/sample

GoSeqlt

Compute cost: 3 iCredits per node/hr
License cost: n/a

Example compute cost:

Input: FASTA of E. coli reads

cost = 1 iCredits/sample

CosmosID

www.cosmosid.com/basespace-landing
Compute cost: 3 iCredits per node/hr
License cost: n/a

Center for Algorithmic Biotech.

yana-safonova.github.io/
ig_repertoire_constructor
igtools_support@googlegroups.com
Compute cost: 3 iCredits per node/hr
License cost: n/a


https://basespace.illumina.com/s/ZQznqwHqHlC4
https://basespace.illumina.com/apps/2650648/Small-RNA
https://basespace.illumina.com/s/cExEJDflx9nd
https://basespace.illumina.com/apps/593593/16S-Metagenomics
https://basespace.illumina.com/s/SXxK2k06XY6v
https://basespace.illumina.com/s/3uuRE8HQZhaC
https://basespace.illumina.com/apps/1745745/GENIUS-Metagenomics-Know-Now?preferredversion
https://basespace.illumina.com/apps/1745745/GENIUS-Metagenomics-Know-Now?preferredversion
https://basespace.illumina.com/s/IywRyvy8WiXG
http://www.cosmosid.com/basespace-landing
https://basespace.illumina.com/apps/2096094/IgReC
https://basespace.illumina.com/s/TaAXOszSJglh
http://yana-safonova.github.io/ig_repertoire_constructor
http://yana-safonova.github.io/ig_repertoire_constructor
mailto:igtools_support%40googlegroups.com?subject=

Microbial Genomics and Metagenomics (continued)

App name

ITS Metagenomics
Demo Data Link

Kraken Metagenomics
Demo Data Link

MetaPhlAn

Demo Data Link

MiXCR Immune
Repertoire Analyzer
Demo Data Link

ﬂ
Prokka Genome

Annotation
Demo Data Link

&

QIIME Preprocessing

Demo Data Link

&

QIIME Visualizations
Demo Data Link

&

Sequencing application(s)

e Fungal rRNA microbial
communities profiling

e Shotgun metagenomics

e Metagenomics

e Targeted requencing
e RNA-Seq
e [mmunology

e Microbial

e Microbiome analysis

e Microbiome analysis

For Research Use Only. Not for use in diagnostic procedures.

Key functionality

e Taxonomic classification of

microbial communities

e Host DNA removal

e Taxonomic classification

e Phylogenetic analysis

e Alignment
e \/isualization

® Prokaryotic genome
annotation

e Taxonomic classification of

microbial communities

e Phylogenetic reconstruction

e Batch processing

e \/isualization

Vendor

BaseSpace Labs

basespacelabs@illumina.com
Compute cost: 3 iCredits per node/hr
License cost: n/a

Example compute cost:

2.1M reads, 2 x 150 bp

cost = 2 iCredits/sample

BaseSpace Labs

basespacelabs@illumina.com
Compute cost: 3 iCredits per node/hr
License cost: n/a

Example compute cost:

4 M reads, 2 x 300 bp

cost = 1.16 iCredits/sample

40 M reads, 2 x 300 bp

cost = 11.16 iCredits/sample

The Huttenhower Lab

huttenhower.sph.harvard
edu/metaphlan

Compute cost: 3 iCredits per node/hr
License cost: n/a

MiLaboratory

milaboratory.com
support@milaboratory.com

Compute cost: 3 iCredits per node/hr
License cost: n/a

BaseSpace Labs

basespacelabs@illumina.com
Compute cost: 3 iCredits per node/hr
License cost: n/a

QIIME Development Team
giime.org

Compute cost: 3 iCredits per node/hr
License cost: n/a

Example compute cost:

100 Kreads, 2 x 300 bp

cost = 0.04 iCredits/sample

QIIME Development Team
giime.org

Compute cost: 3 iCredits per node/hr
License cost: n/a

Example compute cost:

100 Kreads, 2 x 300 bp

cost = 0.71 iCredits/sample


https://basespace.illumina.com/s/aqqbR3FBY0nL
mailto:basespacelabs%40illumina.com?subject=
https://basespace.illumina.com/apps/791791/Kraken-Metagenomics
https://basespace.illumina.com/s/8mhc7hswHlWB
mailto:basespacelabs%40illumina.com?subject=
https://basespace.illumina.com/apps/599599/MetaPhlAn
https://basespace.illumina.com/s/106sMiHqP1s8
http://huttenhower.sph.harvard.edu/metaphlan
http://huttenhower.sph.harvard.edu/metaphlan
https://basespace.illumina.com/apps/2188186/MiXCR-Immune-Repertoire-Analyzer
https://basespace.illumina.com/apps/2188186/MiXCR-Immune-Repertoire-Analyzer
https://basespace.illumina.com/s/29pQ9E0Dcs6a
http://milaboratory.com
mailto:support%40milaboratory.com?subject=
https://basespace.illumina.com/apps/2914912/Prokka-Genome-Annotation
https://basespace.illumina.com/apps/2914912/Prokka-Genome-Annotation
https://basespace.illumina.com/s/94DLo8Jb0lk3
mailto:basespacelabs@illumina.com
https://basespace.illumina.com/apps/1603602/QIIME-Preprocessing
https://basespace.illumina.com/s/mvp3treICmen
http://qiime.org
https://basespace.illumina.com/apps/2228226/QIIME-Visualizations
https://basespace.illumina.com/s/IYcBNIzGBcW8
http://qiime.org

Microbial Genomics and Metagenomics (continued)

App name

R

&

Rescaf

-

SPAdes Genome
Assembler
Demo Data Link

ke

SRST2
Demo Data Link
Demo Data Link

www.illumina.com

Sequencing application(s)

e Microbial

e Microbial

e Microbial ID

For Research Use Only. Not for use in diagnostic procedures.

© 2019 lllumina, Inc. All rights reserved. Pub. No. 970-2015-003 QB 8360

Key functionality

e Improves quality of scaffold

sequences

e De novo assembly

e MLST typing

Vendor

BaseSpace Labs

basespacelabs@illumina.com
Compute cost: 3 iCredits per node/hr
License cost: n/a

Algorithmic Biology Lab

cab.spbu.ru/spades

Compute cost: 3 iCredits per node/hr
License cost: n/a

Example compute cost:

5 MB genome with 100x coverage
833 Kreads, 2 x 300 bp

cost = 7.30 iCredits/sample

BaseSpace Labs

basespacelabs@illumina.com
Compute cost: 3 iCredits per node/hr
License cost: n/a

Hlumina


https://basespace.illumina.com/apps/2158156/Rescaf
mailto:basespacelabs@illumina.com
https://basespace.illumina.com/apps/3047044/SPAdes-Genome-Assembler
https://basespace.illumina.com/apps/3047044/SPAdes-Genome-Assembler
https://basespace.illumina.com/s/uaS6PMEcOTHl
http://cab.spbu.ru/spades
https://basespace.illumina.com/apps/1013012/SRST2
https://basespace.illumina.com/s/XhQArCyeZdib
https://basespace.illumina.com/s/C3UThhVId35H
mailto:basespacelabs@illumina.com

