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BaseSpace Apps Quick Guide

Biomedical and Basic Research — Genetic Analysis

App Name Sequencing Key Functionality Demo Data Vendor
Application(s) in BaseSpace
a3 - Targeted Resequencing - Alignment Link lllumina Core Apps
- Variant Calling
- Annotation
BWA Enrichment + Batoh processing
- Targeted Resequencing - Alignment Link lllumina Core Apps
+ Variant Calling
- Annotation
Isaac Enrichment' - Batch processing
- Targeted Resequencing - Alignment Link lllumina Core Apps
- Variant Calling
- Somatic Variant Calling
. -+ Annotation
TruSeq Amplicon’ - Custom Manifest Files
) - Targeted Resequencing - Alignment Link lllumina Core Apps
LBy (TruSight Tumor Panel) - Somatic Variant Calling
1H - Annotation
Amplicon DS!
+ Whole Genome - Alignment Link lllumina Core Apps
§§§§§ Sequencing - Variant Calling
ArT - SV/CNV Calling
BWA Whole -+ Annotation
Genome Sequencing'
+ Whole Genome - Alignment Link lllumina Core Apps
§§§§§ Sequencing - Variant Calling
AT - SV/CNV Calling
Isaac Whole + Annotation
Genome Sequencing'
- Whole Genome - Alignment Link llumina Core Apps
Sequencing - Variant Calling

s

Tumor Normal'

- SV/CNV Calling
+ Annotation
- Tumor Normal Analysis
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https://basespace.illumina.com/s/hiFksgpVuxKt
http://support.illumina.com/downloads/basespace_core_apps_user_guides.html
https://basespace.illumina.com/s/hiFksgpVuxKt
http://support.illumina.com/downloads/basespace_core_apps_user_guides.html
https://basespace.illumina.com/s/P3LyhVZ2jO5U
http://support.illumina.com/downloads/basespace_core_apps_user_guides.html
https://basespace.illumina.com/s/Ta1vLPfHWIjY
http://support.illumina.com/downloads/basespace_core_apps_user_guides.html
https://basespace.illumina.com/s/hpQI8Eb5NbgQ
http://support.illumina.com/downloads/basespace_core_apps_user_guides.html
https://basespace.illumina.com/s/0A4RGmSCwm1d
http://support.illumina.com/downloads/basespace_core_apps_user_guides.html
https://basespace.illumina.com/s/NH76bc0IJ2LU
http://support.illumina.com/downloads/basespace_core_apps_user_guides.html

Biomedical and Basic Research — Genetic Analysis (continued)

Demo Data Vendor

in BaseSpace

Sequencing
Application(s)

Key Functionality

=

- Genetic Analysis - Phasing Analysis Lin lllumina Core Apps

TruSeq Phasing
Analysis'

TruSeq Long-Read
Assembly

VariantStudio'

Melanoma Profiler

GeneTalk Variant
Analyzer

LoFreq Rare
Variant Caller

- Haplotype Resolution

- TruSeq Synthetic

Long Reads

- Whole Genome

Sequencing

- Targeted Resequencing

- Targeted Resequencing
- Oncology

- Targeted Resequencing

- Targeted Resequencing
- Oncology

- Targeted Resequencing
- Oncology

- Assembly of synthetic

long reads

- Phasing Analysis

- Variant Analysis
- Variant Filtering
- Variant Classification

- Variant Analysis
+ Tumor Normal
- Analysis

- Variant Annotation
- Variant Analysis

- Variant interpretation

- Variant Caller

)
=

Not Available

Not Available

Not Available

C
)
=

lllumina Core Apps

lllumina Core Apps

Biomatters

GeneTalk

N-of-One

Price®:
75 iCredits

Genome Institute
of Singapore

Price:

~1 iCredit per 10 Gb
of input file

4 iCredits for 30-39Gb
5 iCredits 40-49Gb

Etc.
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https://basespace.illumina.com/s/w5uQVdCYI6h5
http://support.illumina.com/downloads/basespace_core_apps_user_guides.html
https://basespace.illumina.com/s/w2eKelcMt0QG
http://support.illumina.com/downloads/basespace_core_apps_user_guides.html
https://basespace.illumina.com/s/T6GmyTjgqLMT
http://support.illumina.com/downloads/basespace_core_apps_user_guides.html
https://apps.biomatters.com/melanoma-profiler/welcome
https://www.gene-talk.de
http://n-of-one.com/
https://basespace.illumina.com/s/tZ2peXwwhRc6
https://www.gisapps.org/lofreqbs/contact.htm
https://www.gisapps.org/lofreqbs/contact.htm

Biomedical and Basic Research — Genetic Analysis (continued)

App Name Sequencing
Application(s)

ED - Targeted Resequencing

Anno:ator

EDGC Annotator
- Forensics

FlLm

MyFLg

Key Functionality

- Variant Annotation
- Variant Analysis

- STR and SNP query

Demo Data
in BaseSpace

Not Available

Link

Gene Expression and Regulation (RNA-Seq, ChIP-Seq, Methyl-Seq)

Vendor

EONE Diagnomics

Uni of Gent

App Name Sequencing
Application(s)
A « Transcriptome Mining
*"""'"m - Gene Expression
AT

TopHat Alignment!

- Transcriptome Mining
- Gene Expression

Cufflinks Assembly

& DE
- Transcriptome Mining
- Gene Expression
RNA Express

- miRNA Profiling

Small RNA

Key Functionality

- Alignment

- Gene Counts

- Transcripts Counts
« Annotation

- Variant Calling

+ Fusion Detection

- Batch Processing

- Assembly of
novel transcripts
- Differential Expression

- Alignment of RNA-Seq
reads (STAR)

- Annotation
- Differential Expression

- Alignment
- Classification of

miRNAs, isomiRs,
and piRNAs

+ Novel miRNA &

pre-miRNA discovery

- Differential Expression

Demo Data
in BaseSpace

Link

C
S
=

C
S
=

C
)
=

Vendor

lllumina Core Apps

lllumina Core Apps

lllumina Core Apps

lllumina Core Apps
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http://www.edgc.com/edgcannotator?lang=en
https://basespace.illumina.com/s/0xvp6KW9GCfi
https://forensic.ugent.be
https://basespace.illumina.com/s/Nga9A4l66COX
http://support.illumina.com/downloads/basespace_core_apps_user_guides.html
https://basespace.illumina.com/s/Nga9A4l66COX
http://support.illumina.com/downloads/basespace_core_apps_user_guides.html
https://basespace.illumina.com/s/Nga9A4l66COX
http://support.illumina.com/downloads/basespace_core_apps_user_guides.html
https://basespace.illumina.com/s/cExEJDflx9nd
http://support.illumina.com/downloads/basespace_core_apps_user_guides.html

Gene Expression and Regulation (RNA-Seq, ChIP-Seq, Methyl-Seq) (continued)

App Name Sequencing Key Functionality Demo Data Vendor
Application(s) in BaseSpace

i - Gene Expression - Gene Expression Not Available lllumina Core Apps

TruSeq Targeted RNA

+ Methylation Profiling - Alignment Link lllumina Core Apps
i + Methylation Calling
MethylSeq
- Transcriptome - Gene Annotation Link [llumina
- Gene Expression BaseSpace Labs
basespacelabs@
RNA-Seq illumina.com
- DNA : Protein - Uses MACS for peak Link lllumina
Interactions identification and BaseSpace Labs
+ (ChIPSeq) HOMER for motif
i basespacelabs@
ChiPSeq discovery pasgs acelabs@
illumina.com
- Transcriptome - Pathway Analysis Not Available Advaita
Price:
149 iCredit
iPathwayGuide (per report)
1,995
(12 months access)
- Small RNA sequencing - miRNA Analysis Link Uni of Torino
- Differential Expression
mMiRNAs Analysis
GeP. - Transcriptome - Pathway Analysis Link Genomatix
- ChIP-Seq
- Methyl-Seq Price:
. Oncology 70 iCredits for

Genomatix Pathway 7-day access

System (GePS)
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http://support.illumina.com/downloads/basespace_core_apps_user_guides.html
https://basespace.illumina.com/s/5qUVcdyaXsSM
http://support.illumina.com/downloads/basespace_core_apps_user_guides.html
https://basespace.illumina.com/s/lE4ZtuhGK19e
mailto:basespacelabs@illumina.com
mailto:basespacelabs@illumina.com
https://github.com/taoliu/MACS/
http://homer.salk.edu/homer/ngs/peakMotifs.html
https://basespace.illumina.com/s/DqYgij0elo2B
mailto:basespacelabs@illumina.com
mailto:basespacelabs@illumina.com
http://www.advaitabio.com
https://basespace.illumina.com/s/bOge7kws7TzA
http://mirnasanalysisbasespaceapp.blogspot.it/
https://basespace.illumina.com/s/arS2p2vbq6Hl
http://www.genomatix.de

Microbial Genomics and Metagenomics

App Name Sequencing Key Functionality Demo Data Vendor
Application(s) in BaseSpace
- 16S rRNA Microbial - Taxonomic Link lllumina Core Apps
Communities Profiling classification of

microbial communities

M

16S Metagenomics'

p I - Shotgun Metagenomics - Host DNA Removal Link [llumina
S - Taxonomic BaseSpace Labs
@\ classification

basespacelabs@
illumina.com

A - Microbial - Prokaryotic Genome ' lllumina
& Annotation BaseSpace Labs

pasespacelans@
Prokka Genome base_s acelabs@

i illumina.com
Annotation

Kraken Metagenomics

[
=}
=

[
>
~

lllumina
BaseSpace Labs

- Microbial ID « MLST Typing

basespacelabs@
illumina.com

C
)
=

[llumina
BaseSpace Labs

- Microbial + De novo Assembly

basespacelabs@

Velvet de novo : :
illumina.com

Assembly

- Viral Typing: Viral Typing ABL
- HBV + Drug Resistance .
- HcoV Price:

HBV — 40 iCredits
- HIV

[
>
~

.

®
DeepChek HCV - 45 iCredits

HIV — 65 iCredits

C
S
=

+ Metagenomics - Bacterial ID COSMOSID

GENIUS Metagenomics:
Know Now
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https://basespace.illumina.com/s/SXxK2k06XY6v
http://support.illumina.com/downloads/basespace_core_apps_user_guides.html
https://basespace.illumina.com/dashboard/#/s/8mhc7hswHlWB
mailto:basespacelabs@illumina.com
mailto:basespacelabs@illumina.com
https://basespace.illumina.com/s/94DLo8Jb0lk3
mailto:basespacelabs@illumina.com
mailto:basespacelabs@illumina.com
https://basespace.illumina.com/s/XhQArCyeZdib
mailto:basespacelabs@illumina.com
mailto:basespacelabs@illumina.com
https://basespace.illumina.com/s/TXv32Ve6wTl9
mailto:basespacelabs@illumina.com
mailto:basespacelabs@illumina.com
https://basespace.illumina.com/s/3nkDD11QRCME
https://www.ablsa.com/overview/deepchek/
https://basespace.illumina.com/s/IywRyvy8WiXG
http://www.cosmosid.com/basespace-landing

Microbial Genomics and Metagenomics (continued)

App Name Sequencing Key Functionality Demo Data Vendor
Application(s) in BaseSpace
- Microbial - Bacterial Sequence Link BioMax
LY Analysis
7 Price:
= 2 iCredits per 15Kb
PEDANT of Sequence
SequenceAnalyzer
- Microbial - De novo Assembly Link Algorithmic
Biology Lab
b
SPAdes Genome
Assembler
P EE - Microbial Pathogen - Viral ID Link PathGen Dx
L nf Detection
PathSEQ Virome

S
=

- Metagenomics - Phylogenetic Analysis The Huttenhower Lab

MetaPhlAn

Data Handling, Data QC, and Data Visualization

App Name Sequencing Key Functionality Demo Data Vendor
Application(s) in BaseSpace
- FASTQ manipulation + Sub-sampling Not Available lllumina
- Adapter Trimming BaseSpace Labs
- Base Trimming
. . i i i
FASTQ Toolkit Quality .Tr|rT.1m|ng basgsgacelabs@
- Read Filtering illumina.com
4 - Data QC - Base QV profile Link lllumina
© BaseSpace Labs
basespacelabs@
FastQC pasgs acelabs@
illumina.com
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https://medusa.biomax.com/BaseSpace_DEMO/pedant3htmlview/pedant3view?Method=start_method&Db=p3_3294309
http://www.biomax.com/products/pedant-pro-sequence-analysis-suite/
https://basespace.illumina.com/s/uaS6PMEcOTHl
http://bioinf.spbau.ru/spades
http://bioinf.spbau.ru/spades
https://basespace.illumina.com/s/MFxNrlu89c17
http://www.pathgendx.com
https://basespace.illumina.com/s/106sMiHqP1s8
http://huttenhower.sph.harvard.edu/metaphlan
mailto:basespacelabs@illumina.com
mailto:basespacelabs@illumina.com
https://basespace.illumina.com/s/RDaqutvppUgw
mailto:basespacelabs@illumina.com
mailto:basespacelabs@illumina.com

Data Handling, Data QC, and Data Visualization (continued)

Variant Calling
Assessment Tool

PicardSpace

44

SRA Import

44

SRA Submission

The Broad’s IGV!

Elastic Genome Browser

Sequencing
Application(s)

- Data QC

- Data Export
- RNA-Seq

- Data QC

- Data Import
- General NGS

- Data Export
- General NGS

- Whole Genome
Sequencing

- Targeted Resequencing

- ChIP-Seq

- RNA-Seq

- Resequencing (human)

Key Functionality

- Variant Calling
Assessment

- Data Export
to NextBio Research

- Calculates
alignment metrics

+ Imports NGS data
from NCBI SRA to
BaseSpace using SRA
accession number

- Submission of data to
NCBI SRA Archive

- Genome Browser
- Visualizations

- Genome Browser
- Visualizations

Demo Data
in BaseSpace

Lin

=

C
)
=

[
=}
=

Not Applicable

Not Applicable

Not Applicable

Not Applicable

Vendor

lllumina
BaseSpace Labs

basespacelabs@
illumina.com

lllumina
BaseSpace Labs

basespacelabs@
illumina.com

lllumina
BaseSpace Labs

basespacelabs@
illumina.com

Price:
Free for .bam <100Mb

1 iCredit for .bam > 100Mb

lllumina
BaseSpace Labs

basespacelabs@
illumina.com

lllumina
BaseSpace Labs

basespacelabs@
illumina.com

Broad Institute

Strand Life Sciences
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https://basespace.illumina.com/s/J62DJw20qiXZ
mailto:basespacelabs@illumina.com
mailto:basespacelabs@illumina.com
https://basespace.illumina.com/s/IAvHgpFRYbwj
mailto:basespacelabs@illumina.com
mailto:basespacelabs@illumina.com
https://basespace.illumina.com/s/31oPTIRVFBXk
mailto:basespacelabs@illumina.com
mailto:basespacelabs@illumina.com
mailto:basespacelabs@illumina.com
mailto:basespacelabs@illumina.com
mailto:basespacelabs@illumina.com
mailto:basespacelabs@illumina.com
https://github.com/basespace/basespace-igv
http://www.strandls.com/

Data Handling, Data QC, and Data Visualization (continued)

App Name Sequencing Key Functionality
Application(s)

/‘\ - Resequencing (human) - Genome Browser
- - Visualizations
./

=

Genome Profiler

- Resequencing + Alignment

.....

AR

Novoalign Generic
DNA pipeline!

Demo Data Vendor
in BaseSpace

Not Applicable Biomatters

.
>
=

Novocraft

Proteomics

App Name Sequencing Key Functionality
Application(s)

- Mass Spec - Protein Analysis
% - Proteomics

Protein Expression

Workflow
- Mass Spec - Protein Analysis
- Proteomics

Protein Expression

Assembler
- Mass Spec - Protein Analysis
- Proteomics

Protein Expression
Extractor

Demo Data Vendor
in BaseSpace

Not Available SCIEX
Not Available SCIEX
Not Available SCIEX

BaseSpace Apps Quick Guide | 8


https://apps.biomatters.com/melanoma-profiler/welcome
https://basespace.illumina.com/s/aQ9q1A9FeXO7
http://www.novocraft.com
http://sciex.com/
http://sciex.com/
http://sciex.com/

Proteomics (continued)

App Name Sequencing Key Functionality Demo Data Vendor
Application(s) in BaseSpace
- Proteomics - Protein Analysis Not Available 1SB
SWATHAtlas lon
Library Generator
+ Proteomics - Uses de novo Not Available Yale University
- RNA-Seq transcriptome
assembly to generate rob.kitchen@yale.edu

R-Seq Translator protein sequences

Additional Resources:

BaseSpace Core App User Guides

lllumina BaseSpace Blog

[llumina on GitHub

Footnotes:
1. These Apps are supported by BaseSpace Onsite v.2
2. Unless indicated otherwise, all BaseSpace Apps are free of charge. 1 iCredit = 1TUSD

3. Variant Studio App requires installation when launched for the first time.
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http://support.illumina.com/downloads/basespace_core_apps_user_guides.html
http://blog.basespace.illumina.com/
https://github.com/illumina
http://www.swathatlas.org/
http://www.gersteinlab.org/
mailto:rob.kitchen@yale.edu

