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Cancer Genomics Cloud

e The Cancer Genomics Cloud - CGC is a scalable

cloud-based environment for analyzing genomics data
Securely store, analyze, and share data amongst team members

e Collaborate more efficiently
e Main GOAL = Help researchers to get to results faster

in reproducible
and reliable manner
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( ‘;> Projects ~ Data ~ Public Apps Public projects ¥ Developer Staff ~

A~ milan_kovacevic v

Dashboard Files Apps Tasks TOPMed Analysis Pipeline

covreTeD - Single Variant run - 07-16-18 15:39:04 +

Executed on July 16, 2018 08:41 by milan_kovacevic
Spot Instances enabled Price: $0.11 Refund View refunds Duration: 11 minutes

~ App: Single Variant - Revision: 0

Inputs = App Settings Show non-default v

« Variant include files © % v null_model.R (#null_model_r)

variant_include_chr1.RData veovars

variant_include_chr10.RData sex
variant_include_chr14.RData Population
variant_include_chr16.RData outcome outcome

variant_include_chr2.RData
...and 17 more files
v conditional_variant_file ©

No files selected

]

gds_file_for_null_model ©

No files selected

4

gds_files ©® &=
1KG_phase3_subset_chr9.gds
1KG_phase3_subset_chr6.gds
1KG_phase3_subset_chr10.gds

1KG_phase3_subset_chr13.gds

Interactive Analysis  Settings  Notes

& Getsupport |+ View stats & logs [ M= [EGENERT

Outputs =

~ assoc_combined ©® &
assoc_single_chr1.RData
assoc_single_chr2.RData
assoc_single_chr3.RData
assoc_single_chr4.RData
assoc_single_chr5.RData
...and 17 more files

v assoc_plots_output © =
Ll assoc_single_plots_manh.png

Ll assoc_single_plots_qgqg.png




( ‘;: Projects v Data ~ Public Apps Public projects ¥ Developer Staff ~ A~ milan_kovacevic ~

Dashboard Files Apps Tasks TOPMed Analysis Pipeline Interactive Analysis ~ Settings  Notes
Search names and description £ | Category: Al +  Toolkit: All ¥ CWL Version: All v Status: Available v
“ Name Type Modified by Modified on Actions @M~

COPY Aggregate Workflow milan_kovacevic July 16, 2018 07:20 m 1
COPY GRM Workflow milan_kovacevic July 16, 2018 07:20 [ > Run B
COPY KING Robust Workflow milan_kovacevic July 16, 2018 07:20 [ > Run B8
COPY King Robust and PC-Air and PC-Relate unpacked Workflow milan_kovacevic July 16, 2018 07:27 m
€ copY 1d_pruning CommandLineTool milan_kovacevic July 18, 2018 23:20 [ > Run 8
COPY PC Air Workflow milan_kovacevic July 16, 2018 07:20 m
COPY PC Air and PC Relate Workflow milan_kovacevic July 16, 2018 07:29 m
COPY PC Relate Workflow milan_kovacevic July 16, 2018 07:21 m
COPY Single Variant Workflow milan_kovacevic July 16, 2018 07:20 m
COPY  Sliding Window Workflow milan_kovacevic July 16, 2018 07:21 m
G COPY vcf2gds CommandLineTool milan_kovacevic July 18, 2018 23:20 m
COPY VCF to GDS Workflow milan_kovacevic July 16, 2018 07:19 [ > Run B
COPY VCF to GDS and GRM Workflow milan_kovacevic July 16, 2018 07:30 m

Showing 1-150f 15 < >



Add apps to "TOPMed Analysis Pipeline"

Public Apps Projects My Apps Create New App
vcftools| Category v Toolkit

€ VCFtools Concat € VCFTools Convert
VCFtools 0.1.14 VCFtools 0.1.14

VCFtools concat concatenates VCF files VCFTools convert is used to convert a
(for example, splitting by chromosome). VCEF file to another version. In general,
Note that the input and output VCFs wil... the most useful use-case is when one

to...

€@ VCFtools Hwe €@ VCFtools Isec

VCFtools 0.1.14 VCFtools 0.1.14

VCFtools hwe assesses sites for Hardy- VCFtools isec creates intersections and
Weinberg Equilibrium using an exact test, complements of two or more VCF files.
as defined by Wigginton, Cutler and Ab... Given multiple VCF files, it can output ...
s e = e e |

% Reset search

€ VCFtools Hardy

VCFtools 0.1.14

VCFtools hardy reports a p-value for each
site from a Hardy-Weinberg Equilibrium
test, as defined by Wigginton, Cutler...

VCF-PROCESSING

€@ VCFtools Merge

VCFtools 0.1.14

VCFtools merge merges two or more
VCEF files into one so that if two source
files had one column each, the output will



Add apps to "TOPMed Analysis Pipeline"

Public Apps Projects My Apps Create New App

Rabix Composer

Try out Rabix Composer, our new desktop editor. Create CWL 1.0 apps which are portable and which enable
enhanced functionalities for workflow development. Enjoy an improved Ul with better debugging during
development. Learn more.

ILIGEGE(Elwe )l Need it for Windows or Linux?

T4

Workflow Tool
Tools are programs for

Workflows are chains
processing data on the Platform.

of interconnected tools.

Create a Workflow Create a Tool

Learn how to build a workflow Learn about bringing your own tools



Public Apps Public projects ~ Developer Staff ~ milan_kovacevic ¥

Dashboard Files Apps Tasks TOPMed Analysis Pipeline Interactive Analysis ~ Settings  Notes

D Files @ New folder + Add files [

Search file names and description © = Type: VCF.GZ v  Sample ID: Al v Task ID: All v Tags: All ¥ +  Clearfilters

O ~ “ File name Experimental strategy Path Created on Type Size Disease type SampleID [D~

1KG_phase3_subset_chr1.vcf.gz

1KG_phase3_subset_chr10.vcf.gz
1KG_phase3_subset_chr11.vcf.gz
1KG_phase3_subset_chr12.vcf.gz
1KG_phase3_subset_chr13.vcf.gz
1KG_phase3_subset_chr14.vcf.gz
1KG_phase3_subset_chr15.vcf.gz
1KG_phase3_subset_chr16.vcf.gz
1KG_phase3_subset_chr17.vcf.gz
1KG nhase3 subset chr18.vef.az

= Files July 16, 2018 07:41 VCF.GZ 120.7 KB = =
- Files July 16, 2018 07:41 VCF.GZ 128.6 KB - -
- Files July 16, 2018 07:41 VCF.GZ 125.6 KB - -
# Files July 16, 2018 07:41 VCF.GZ 124.3 KB 8 &
= Files July 16, 2018 07:41 VCF.GZ 127.8 KB = =
- Files July 16, 2018 07:41 VCF.GZ 117.3 KB = =
- Files July 16, 2018 07:41 VCF.GZ 120.8 KB - -
- Files July 16, 2018 07:41 VCF.GZ 119.2 KB - -

# Files July 16, 2018 07:41 VCF.GZ 114.0 KB # #

< Refresh Showing 1-22 0f22 < >



( ‘;> Projects v Data ~ Public Apps Public projects ~ Developer Staff ~ A~ milan_kovacevic ¥

Dashboard Files Apps Tasks TOPMed Analysis Pipeline JeaZEEs Interactive Analysis ~ Settings  Notes
Files
1KG_phase3_subset.gds ¢ @1Copy~ @ Tags @ -
[ GDs N MERGED ]
1.4 MB (1,423,738 bytes) Uploaded on July 16, 2018 08:37 (Pacific Daylight Time) , Modified on July 18, 2018 07:19 (Pacific Daylight Time)
File
) N Other files uploaded with this one
OExperimental strategy -
2 -4
OLiingy 8 1KG_phase3_subset_chr18.vcf.gz
@Platform lllumina ¢
@Platform unit ID s 1KG_phase3_subset_chr6.vcf.gz
OFile segment number -4 1KG_phase3_subset_chr17.vcf.gz
OQuality scale -4 1KG_phase3_subset_chr20.vcf.gz
ired- -4
OPalrad-and 1KG_phase3_subset_chr8.vcf.gz
@Reference genome HG19 ¢
1KG_phase3_subset_chr9.vcf.gz
1KG_phase3_subset_chr2.vcf.gz
General
1KG_phase3_subset_chr19.vcf.gz
OlInvestigation -4
and 86 more  Preview files (94)
Case
OCase ID .4
@Case UUID -4

Case/Demographic

OGender -4 e

s »




Add files to "TOPMed Analysis Pipeline" x

Public Reference Files Case Explorer and Data Browser Projects FTP/HTTP Data Tools Volumes

Files

|hg19| O Type:Allv  SampleID: Al  Task ID: Allv  Tags: All v +

O ~ . File name Size Path Type

ucsc_Bisulfite_Genome_bowtie2.tar.gz

DNA METHYLATION| (BISMARK

GRCh37_To_Hg19.over.chain.gz s
1.8 KB Files CHAIN.GZ

hg19_To_GRCh37.over.chain.gz :
1.7 KB Files CHAIN.GZ

hg38_To_Hg19.over.chain.gz .
1.2 MB Files CHAIN.GZ

hg19_To_Hg38.over.chain.gz .
222.4 KB Files CHAIN.GZ

ucsc.hg19.msisensor_microsats_list.txt

(ws1) (SUGGESTED MSISENSOR INDEX 14 GB Files TXT

hg19.lo0bSTR_v3.0.2.ref .tar
(ms1) (SUGGESTED) (LOBSTR INDEX]

ucsc_hg19_Broad_variant_lift.gtf s
132.6 MB Files GTF

exome_targets.hg19.sorted.bed

8.4 GB Files TAR.GZ

4.6 GB Files TAR

749.1 KB Files BED
GSM1629193_hg19_ERCC.refFlat 5
31.9MB Files REFFLAT
GSM1629193_hg19_ERCC.fasta 5
3.0GB Files FASTA
GSM1A29193 hn19 FRCC dirt
Z Refresh Showing 1-38 of 38 < >



( ‘;: Projects v Data v Public Apps Public projects ~ Developer Staff ~ A~ milan_kovacevic ¥

£ TCGA GRCh38 New query Edited & Queries v Q Search by ID + Copy files to project

has Kile

Investigation @

Disease type
Breast Invasive Carcino...

File

Platform
Illumina

z 1 aTe 5 Saaa property Export v D Details Ll Analytics
Case File Platform
05af737d-89aa-49b6-97b2-28b8ac8bd2cf ﬂ 42d70e85-3c86-4f1a-8ae1-6589f9f7d6b7_gdc_realn_rehead.bam lllumina
24334ac1-28a3-4b61-b590-3f51e375b247 ﬂ e7ba0e97-30cd-4c10-9845-2bd314a92faf_gdc_realn_rehead.bam lllumina
3558dec7-eae3-4a41-a217-266c6a4535fb n TCGA-E2-A1LI-01A-12R-A156-13_mirna_gdc_realn.bam lllumina
433427a1-bacf-4381-91ba-5fec8a0953f9 D TCGA-BH-A18S-01A-11R-A12C-13_mirna_gdc_realn.bam lllumina
752ad011-79e0-494-9868-98bf6feb28f8 ﬂ ¢52847b9d5bb9da3b067e9d68f3b3a01_gdc_realn.bam lllumina
7acf33e7-c386-45fd-8c9a-469600378687 [ TCGA-A8-A08I-01A-11R-A010-13_mirna_gdc_realn.bam lllumina
81b70c58-4a12-448c-a594-2ade44f6alae A 65720f69-f314-470b-8e8a-d3345b67e983 gdc realn rehead.bam lllumina

Forum Terms Policies Data Use © 2018 Seven Bridges Genomics °



Add files to "TOPMed Analysis Pipeline"

Public Reference Files

Case Explorer and Data Browser

Projects FTR/ HT:TP Data Tools Volumes

Type, paste or drag and drop your links in the field below.
How do | use this tool?

ftp://john:mypass123@superseq.com/results/NA18507

or Browse for a file with links




Add files to "TOPMed Analysis Pipeline"

Public Reference Files

Case Explorer and Data Browser Projects FTP/HTTP Data Tools

Command Line Uploader

Upload your private data using fast and secure upload client,
taking advantage of parallelization where possible.

Learn more

SBFS (Seven Bridges File System) [EEZ8

Mount your projects and use files locally.
Important note: before installing SBFS, please install FUSE
for macOS.

To install SBFS, run the following command:

curl https://static.sbgenomics.com/sbfs/install.sh
-sSf | sudo sh

Or download the executable file for macOS.

Need it for Linux? (not available for Windows)
Learn more

Volumes

Desktop Uploader

Upload your private data from a personal computer or hard
drive to any of your existing projects.

Download (macOS)

Need it for Windows or Linux?
Learn more

Upload files via the API

Upload files using the Seven Bridges Python library.

files = [
‘/foo/bar/baz.bam
*/foo/bar/qux.fastq’
]
for file in files:
api.files.upload(project='my-project’,
path=file)

Learn more




Connect a volume

Select your cloud storage provider:

Hpl
~—

o
“iffamazon

B¢ webservices

D

Google Cloud Platform




Public projects + Developer Staff ~

( ‘;) Projects v Data ~ Public Apps

A~ milan_kovacevic v

Dashboard Files Apps Tasks

Description

Welcome to your new project!

Projects are the core building blocks of the CGC Platform. Each project corresponds to a distinct
scientific investigation, serving as a container for its data, analysis pipelines, and results. Projects are
shared only by designated project members.

Within your project, you can:

« Start exploring public datasets straight away

« Install your tools on the CGC and create workflows

« Upload your own private data and analyze it along with public datasets
« Collaborate securely with other researchers

Please record the details of your project here, such as its aims, experimental context, and any other
ideas that you'd like to share with your project members. Remember that details of each pipeline
execution you run on the CGC are logged on the task page. This notepad is just for your own notes.

You can also use markdown here to add formatting to your notes.
Good luck with your research! If you get stuck, take a look at the Knowledge Center

The Seven Bridges CGC Team

Add description

TOPMed Analysis Pipeline

Interactive Analysis  Settings Notes

Members A Email notifications
milan_kovacevic CIRED amakragic
Write, Copy, Execute, Admin “\&¥ - Write, Copy, Execute
tamara_stankovic milan.domazet GEIID
Write, Copy, Execute Write, Copy, Execute, Admin
% Manage members < >
Analyses Search 0

Tasks Data Cruncher

COMPLETED  Sliding Window run - 07-16-18 15:48:11
Submitted by milan_kovacevic - July 16, 2018 08:49

COMPLETED PC Relate run - 07-16-18 15:43:46
Submitted by milan_kovacevic - July 16, 2018 08:46

COMPLETED KING Robust run - 07-16-18 15:41:57
Submitted by milan_kovacevic - July 16, 2018 08:43

COMPLETED Single Variant run - 07-16-18 15:39:04
Submitted by milan_kovacevic - July 16, 2018 08:41

COMPLETED PC Air run - 07-16-18 15:35:03
Submitted by milan_kovacevic - July 16, 2018 08:38 °




Manage members

4 members

@ milan_kovacevic CINED

Joined on July 16, 2018 06:53

amakragic
- ~ Joined on July 18, 2018 21:01

tamara_stankovic
Joined on July 18, 2018 21:01

milan.domazet
J Joined on July 18, 2018 21:01
Invite new members

steph

smgogarten
Stephanie Gogarten

Permissions (Learn more)

Project owner has all available permissions.

Write, Copy, Execute v

Write, Copy, Execute v

Write, Copy, Execute, Admin v

Write, Copy, Execute v




( ‘;> Projects ~ Data ~ Public Apps Public projects ¥ Developer Staff ~

A~ milan_kovacevic v

Dashboard Files Apps Tasks TOPMed Analysis Pipeline

covreTeD - Single Variant run - 07-16-18 15:39:04 +

Executed on July 16, 2018 08:41 by milan_kovacevic
Spot Instances enabled Price: $0.11 Refund View refunds Duration: 11 minutes

~ App: Single Variant - Revision: 0

Inputs = App Settings Show non-default v

« Variant include files © % v null_model.R (#null_model_r)

variant_include_chr1.RData veovars

variant_include_chr10.RData sex
variant_include_chr14.RData Population
variant_include_chr16.RData outcome outcome

variant_include_chr2.RData
...and 17 more files
v conditional_variant_file ©

No files selected

]

gds_file_for_null_model ©

No files selected

4

gds_files ©® &=
1KG_phase3_subset_chr9.gds
1KG_phase3_subset_chr6.gds
1KG_phase3_subset_chr10.gds

1KG_phase3_subset_chr13.gds

Interactive Analysis  Settings  Notes

& Getsupport |+ View stats & logs [ M= [EGENERT

Outputs =

~ assoc_combined ©® &
assoc_single_chr1.RData
assoc_single_chr2.RData
assoc_single_chr3.RData
assoc_single_chr4.RData
assoc_single_chr5.RData
...and 17 more files

v assoc_plots_output © =
Ll assoc_single_plots_manh.png

Ll assoc_single_plots_qgqg.png




Projects v Data ~ Public Apps Public projects v Developer Staff ~ A4~ milan_kovacevic ¥

COMPLETED Tasks / Single Variant run - 07-16-18 15:39:04 / Stats View task logs

Quick Details
Search apps jo)
N/A

Os 1m 40s 3m 20s 5m 6m 40s 8m 20s 10m

e Il . Pinned Details
L

Select an app or a job from the time line graph to pin
its details here.

Forum Terms Policies Data Use © 2018 Seven Bridges Genomics o




Projects v

Data

v

Public Apps

COMPLETED Tasks / Single Variant run - 07-16-18 15:39:04 / Stats

Public projects ~

Developer Staff

v

Search apps 0
1m 40s 3m 20s 5m 6m 40s 8m 20s 10m
null_model_r ||
— — ] —

Quick Details

N/A

Pinned Details

assoc_single_r
Start Time

End Time:
Duration:
Instances:

Status:

sbg_prepare_segments
Start Time:

End Time:

Duration:

Instances:

Status:

define_segments_r
Start Time:

End Time:

Duration:

Instances:

Status:

milan_kovacevic v

View task logs

x

5m 3s [08:46:35]

9m 35s [08:51:08]

4m 32s

c4.8xlarge (700GB) [spot]
COMPLETED

View Logs

X

4m 39s [08:46:12]

4m 565 [08:46:28]

16s

c4.8xlarge (700GB) [spot]
COMPLETED

View Logs

x

1m 57s [08:43:30]
4m 39s [08:46:11]
2m41s

c4.8xlarge (700(589]
COMPLI




Task logs x

Search dire jo) cmd.log 2] Copy to v & Download

root_assoc_single_r_129_s

. Hide raw data
root_assoc_single_r_12_s

Rscript /usr/local/analysis_pipeline/R/assoc_single.R --segment 137 assoc_single.config
root_assoc_single_r_130_s
root_assoc_single_r_131_s
root_assoc_single_r_132_s
root_assoc_single_r_133_s
root_assoc_single_r_134_s
root_assoc_single_r_135_s

root_assoc_single_r_136_s

LN BN SN BN BN BN BN BN BN |

root_assoc_single_r_137_s
B cmd.log

B cwl.output.json

B job.errlog

B job.json

B job.tree.log

B sbg.worker.log
root_assoc_single_r_138_s
root_assoc_single_r_139_s
root_assoc_single_r_13_s
root_assoc_single_r_140_s

root_assoc_single_r_141_s

rant acenn~ cinala r 149 o




Staff ~ A~ milan_kovacevic v

( ‘;> Projects v Data ~ Public Apps Public projects v Developer

Dashboard Files Apps Tasks TOPMed Analysis Pipeline [Jela7 ks Interactive Analysis ~ Settings  Notes

Explore genomics data

Understand complex genomics data with interactive analysis tools.

- =] , ==
= = ‘
i ‘} = .
Genome Browser Data Cruncher Variant Browser s:4
Visualize alignments, SNV/Indels, Analyze and explore data using Jupyter Filter and interpret your annotated data
annotation tracks, check coverage and notebooks
mismatch, assess alignments and

variants

0 files Open Open 0 files m

© 2018 Seven Bridges Genomics o

Forum Terms Policies Data Use




( ‘;: Projects ~ Data ~ Public Apps Public projects ~ Developer Staff ~ milan_kovacevic ~

Cytoband Track u]
p21.3 p21.1 R p14.3 p14.1 p12.3 p12.1 pi11.; q11.23 q21.11 g21.3 R q31.1 q31.31 q31.33 - q33 q34 q35 q36.1 q36.3
................................................................................................................................................... FUD2 KD cee e e e emm e L el
21,630,665 21,630,869 21,631,072 21,631,276
1 L 1 1 | 1 1 1 1 1 1 L L 1 X 1 1 1 1 | ! ! 1 !
Bam Track HCC1143_1.bam File id: 5b510971e4b0f74748269821 Squish Reads O %
I
I LI LI
1
I I
l I
Vcf Track  dbSNP147 o x
G | CIG CIT AT G/A AIG CIG CIT GIT
rs563872803 | rs47 7! ) rs191456740 | rs2140583 2770522
TIA CIG
rs577311 rs571808487 rs145887306 rs772542573
CIG AG
rs139613960 rs554808357 rs199513947 rs556126599 ’5'1'190062/0v rs773735
C/Al G/AH AIG




( ‘;: Projects ¥ Data ~ Public Apps Public projects v Developer Staff

v

A4~ milan_kovacevic v

Data Cruncher Interactive Analyses el AGTEN T Interactive Analysis

saveo  Structural Variant Interactive Analysis +
Session started on May 11, 2018 06:06 by anaDsbg v Copy,
Price: $0.14 | Duration: 19 minutes View Sessions

Dashboard Files Apps Tasks

Files Settings

Analysis files:

[ Structural_Variation_Intractive_Analysi...

Variant type per chromosome

[ current_pathway.png Show the count of different variant types per chromosome. When normalized, it is displayed in SVs per base pair.

Produced by this analysis In [12]: normalize = True

remove mitochondrial = True

show(variant_type per chromosome(vcf, normalize=normalize,

karyotype=karyotype, remove mitochondrial=remove mitochondria
1))

Variant type per chromosome, normalized by chromosome length

1 2 3 4 5 6 7 8 9 10 " 12 13 14 15 16 17

18 19 20 21 22 X Y

Forum Terms Policies Data Use

© 2018 Seven Bridges Genomics o




( ‘;: Projects v Data ~ Public Apps Public projects ~ Developer Staff ~ A~ milan_kovacevic ¥

Dashboard Files Apps Tasks TOPMed Analysis Pipeline J&Ja%JCE Interactive Analysis ~ Settings  Notes
i Variant Browser Show Genome Browser ~ Overview [BaeELl LT ()]
Search Filters o) Chr Position Ref Alt Gene name Zygosity Features count M~
Reset search
3 764625 ACTG A AC090044.1 Heterozygous 2
2 filters set Clear all
Location 3 1363304 CT... (o} CNTN6 Heterozygous 4
3 3217128 AT A CRBN Homozygous 10
2 3 4940288 AG A BHLHE40-AS1 Homozygous 5
03
4 3 7172236 AA... A GRM7 Heterozygous 1
Oy 3 7600819 cT c o Homozygous 12
Position v
3 9519363 AT A SETD5 Heterozygous 15
Ref v
Alt 3 9743398 G- T (i} Homozygous 10
Variant class 1 o~ 3 10075900 TG T o Heterozygous 8
Insertion 3 10083526 CT (o} (i ] Homozygous 9
Snv
Deletion 3 10105661 CT C FANCD2 Heterozygous 7
3 10142749 TA T (i] Heterozygous 10
Forum Terms Policies Data Use © 2018 Seven Bridges Genomics °



( ‘;:‘ Projects v~ Data ~ Public Apps Public projects v Developer Staff ~ 4~ milan_kovacevic v

Dashboard Files Apps Tasks TOPMed Analysis Pipeline Interactive Analysis ~ Settings  Notes
2 Variant Browser Show Genome Browser + Change selection
Variant allele fraction Top mutated genes Ts/Tv Ratio

1000 vrve
16000+ snoU1s [
HLA-DRe !
12000 poesoiP [
10000+ HLAa-DQ... [ .
HiADQ... [
mucts [N
2000 -
. ) mucte [
T T T
0.0 0.1 02 03 04 05 06 0.7 08 0.9 1.0 pkotL2 [ T8 v
Variants Quallty *graph is limited to variant quality scores below 10.000 Variant Types

. SNVs

Deletions
. Insertions

T T T T T T T T
1.000 2 000 3000 4 000 5000 6000 7000 R 00N Q000 10 000

Forum Terms Policies Data Use © 2018 Seven Bridges Genomics o




( ‘;> Projects ~ Data ~

Dashboard Files Apps Tasks

Public Apps

Public projects ~

Developer Staff ~

TOPMed Analysis Pipeline

coveeed - Single Variant run - 07-16-18 15:39:04 ~

Executed on July 16, 2018 08:41 by milan_kovacevic

S

pot Instances enabled Price: $0.11

~ App: Single Variant - Revision: 0

Inputs =

v

4

]

4

Variant include files @ %
variant_include_chr1.RData
variant_include_chr10.RData
variant_include_chr14.RData
variant_include_chr16.RData
variant_include_chr2.RData
...and 17 more files
conditional_variant_file ©
No files selected
gds_file_for_null_model @
No files selected

gds_files © &
1KG_phase3_subset_chr9.gds
1KG_phase3_subset_chr6.gds

1KG_phase3_subset_chr10.gds

1KG_phase3_subset_chr13.gds

Refund View refunds

Duration: 11 minutes

App Settings

~ null_model.R (#null_model_r)

v covars

outcome

Show non-default ~

sex
Population

outcome

4~ milan_kovacevic ¥

Interactive Analysis  Settings  Notes

& Getsupport |+ View stats & logs [ _M=HEGGNE T

Outputs =

v

4

assoc_combined © %=
assoc_single_chr1.RData
assoc_single_chr2.RData
assoc_single_chr3.RData
assoc_single_chr4.RData
assoc_single_chr5.RData

...and 17 more files
assoc_plots_output © %=

Ll assoc_single_plots_manh.png

Ll assoc_single_plots_qgqg.png




( ‘;; Projects v Data ~ Public Apps Public projects v Developer Staff ~

A~ milan_kovacevic v

Dashboard Files Apps Tasks TOPMed Analysis Pipeline

cory Single Variant

Copy of Single Variant (Latest revision), by milan_kovacevic on July 16, 2018 07:20

Description

No description.

Qe
nuil model_file

qds_fles

spenctpe e ‘. ‘.

e define segmentsR  SBG Prégare Segments

e B

assoc_combined

te assoc_combine € plots R
g SBG Flattenlists g6 Group Segments hive

assoc_single R

» -
: . . \
pca_fie .
* [ 2
. assoc_plots_output
°

Ports

Inputs App Settings Outputs

Interactive Analysis  Settings Notes

Revision 0 v Edit with Rabix Composer m

Basic Information
CWL Version v1.0
Contributors: milan_kovacevic

App Id: milan_kovacevic/topmed/single-variant

Workflow steps >

null_model.R >
define_segments.R >
assoc_single.R >

SBG Prepare Segments >
assoc_combine.R >
SBG Group Segments >
SBG FlattenLists >

assoc_plots.R >




Rabix Composer # Home % Single Variant milan_kovacevic (CGC) v

My Projects Public Apps App Info Visual Editor Test Code 210 & B

Q search

+ Open a Project

pca_corr_plots

_ pca_corr
pca_plots
pca_byrel
find_unrelated
Id_pruning
kinship_plots
combine_variants
ibd_king
assoc_plots.R
SBG FlattenLists
SBG Group Segments
assoc_combine.R
SBG Prepare Segments
assoc_single.R
define_segments.R
null_model.R

& VCF to GDS

o Single Variant

o PC Relate

& PC Air

& KING Robust

& GRM

I TOPMed (workshop data dev)
% Test proj

vcf2gds
gzip
bt count TCGA

& SBT count - TCGA Archive
BEDTools GetFasta

Saved:

null_model_file
sample_include_file

//’ \\
( ebw-wp-_n.
\_/

phenotype_file

conditional_variant_file

g

bust (3 hours ago)

define_segments.R

SBG Prepare Segments

————
o

assoc_single.R

%

SBG FIananListssaG Group sﬁgmnssssoc_combins.k

. plotsR assoc_plots_output

Execution 2 Warnings




Rabix Composer # Home % o= Single Variant

My Projects Public Apps App Info Visual Editor Test Code
Q search "class": "Workflow",
"cwlVersion": "v1.0",
+ Open a Project = "id": "amakragic/topmed-development/single-variant/10",
Locuszoom "label": "Single Variant",
- "$namespaces": {
View tar "sbg": "https://sevenbridges.com"
SBG Decompressor 1,
s "inputs": [
_ GRM combine R
GRMR "id": "phenotype_file",
| "sbg:fileTypes": "RDATA",
pcrelate "type": "Filg",
unique_variant_id "sbg:y": -450.118865¢ 969,
Esbgixis 2155 1
merge_gds 1,
vef2gds {
) "id": "conditional_variant_file",
SBG chromArray from fileArray "sbg:fileTypes": "RDATA",
pca_corr_plots “type": "File?",
"sbg:y": 209.274169921875,
pca_corr "shg:x": -969 207617187
pca_plots 1,
pca_byrel "id": "gds_file_for_null_model",
find_unrelated "sbg:fileTypes": "GDS",
"type": "File?",
Id_pruning 75,
kinship_plots ) (
combine_variants T d
ibd_king "id": "grm_file",
3 "sbg:fileTypes": "RDATA, GDS",
assoc_plots.R 34 ,
_ SBG FlattenLists 25 2 =0
6 5 2
SBG Group Segments 37 1,
assoc_combine.R 38 { . .
39 "id": "pca_file",
SBG Prepare Segments 49 "sbg:fileTypes": "RDATA",
assoc_single.R 41 "type": "File?",
42 "sbg:y": -195 1 3,
define_segments.R 43 "sbg:x": 3
null_model.R 44 1,
45 {
& VCF to GDS 46 "1d": "pcrelate_file",
o Single Variant 4,’ ”sbg:fﬂnypes": LSS
48 type File?",
» PC Relate 49 "Sbg:y" e .
50 e bl

«

Added null_model.R (a minute ago)

milan_kovacevic (CGC) v

Execution

9D 10

i 2 .

3 Warnings




Rabix Composer # Home X o Single Variant %®  >_ vcf2gds x <+ milan_kovacevic (CGC) v

My Projects Public Apps App Info Visual Editor Test Code 291 & B
Q search

x
DOCKER IMAGE v DOCUMENT.REQUIREMENTS[O].LISTING[O]
+ Open a Project

Q

Docker Repository
pca_byrel File Name

fndlunrelated uwgac/topmed-master:latest

vef2gds.config
Id_pruning

kinship_plots File Content

5 . BASE COMMAND v E:
combine_variants :

ibd_king Rscript /usr/local/analysis_pipeline/R/vcf2gds.R vef2gds.config o wcanﬁg = "vcf_file \"" + inputs.v f’ x
" ‘m\ﬂ q - y .

assoc_plots.R + ( e
+ Add Base Command . config +=
SBG FlattenLists < ; =

s_file \"" +

SBG Group Segments

assoc_combine.R ARGUMENTS <

SBG Prepare Segments

Set arguments such as parameters or options to hard code them for every execution of a tool. For

instance, set the output file name as an argument instead of an input port to use a fixed output file
name.

assoc_single.R
define_segments.R
null_model.R
o VCF to GDS Add an Argument
o Single Variant
o PC Relate
o PC Air
& KING Robust
> GRM

s TOPMed (workshop data dev) ID Type Binding
% Test proj vcf_file File unbound @

Learn More

INPUT PORTS ~

vci2gds gds_file_name string unbound o

> gzip
bt count TCGA Rscript /usr/

& SBT count - TCGA Archive
BEDTools GetFasta
ngcgh

o kallisto_0.42.5

_ sORFfinder: search

& Added null_model.R (21 minutes ago) [i8  Execution No Issues Command Line




Rabix Composer
My Projects Public Apps

Q search

+ Open a Project

Q

pca_byrel
find_unrelated

— Id_pruning
kinship_plots
combine_variants
ibd_king
assoc_plots.R
SBG FlattenLists
SBG Group Segments
assoc_combine.R
SBG Prepare Segments
assoc_single.R
define_segments.R
null_model.R

& VCF to GDS

o Single Variant

o PC Relate

& PC Air

& KING Robust

> GRM

I TOPMed (workshop data dev)
% Test proj

vcf2gds
9zip
bt count TCGA
& SBT count - TCGA Archive
BEDTools GetFasta
ngcgh

o kallisto_0.42.5

SORFfinder: search

&«  Added null_model.R (22 minutes ago)

le Variant x  >_ vcf2gds

# Home x

App Info Visual Editor Test Code

OUTPUT PORTS

Glob
*gds

D Type

output File?

<+ Add an Output

COMPUTATIONAL RESOURCES
Memory (min)
100MB 1GB 8GB

picl:} 4GB

CPU (min)

single-thread multi-thread

HINTS

Set execution hints and their values, which specify the requirements and preferences for execution.
For instance, use hints to specify the type of AWS instance to execute your task.

Add a Hint

Learn More

FILE REQUIREMENTS

Custom

Custom

vcf2gds.config 6 lines, expression

+ milan_kovacevic (CGC) v

291 & B -

x
DOCUMENT.REQUIREMENTS[O].LISTING[O]

File Name

vcf2gds.config

File Content

. " x
+ inputs.vct_file. ...

fig = "vef_file \"
e

Execution Command Line

No Issues




Expression Editor

B ) antine «
config = "vcf_file \"" + inputs.vcf_file.path + "\ runtine
config "gds_file \"" + inputs.gds_file_name > inputs object

config

"vcf_file \"/path/to/input.ext\"\ngds_file \"gds_file_name-string-value\"\n"

Cancel Save




Links

CGC

CGC Docs
Rabix Composer
Seven Bridges

w M



https://cgc.sbgenomics.com/
https://docs.cancergenomicscloud.org/docs
http://rabix.io/
https://www.sevenbridges.com/
https://www.linkedin.com/company/seven-bridges-genomics/
https://twitter.com/SBGenomics

Questions?




