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Cancer Genomics Cloud ER&EE =
ZFILH

SLBBEAE/BREHARFR

BEMEMAERARRELIK  SEEN—E2EEZNRE - [EEBIETIMTRE - 21
DNA EF « ERFRIRMES] (Gene expression microarrays) EE1E&ER 22 ARAMEL
ZF—mhR - HBEEBEREARKNEE  EYRRTELFIIEES - B 7T RERXER (Next
generation sequencing) REEH - RESIEMIE  BHEIAT - HAHIR (cohort studies) - #i
BHMIRS B EEEAEKRTENEE  ARREEE#HNSIT LR RE(EER - 58
MRZESTIE - SINAEIERR (CPU) - EEEECEEE (RAM) UESIREAAR - M—RHNER=EH
ERHEAELERERENEETIELNEKR  RIVEIZEXRBLEABNZOERZE - M
RESUER BB AN ERSS - BERESNEVMENITEXR LR - & /E2EERAEXSH
gk . FrLUEAEEREAEZE (The Cancer Genomics Cloud, CGO)EEEMAE -

2R AE=EEZREEMZEIR(NCI, National Cancer Institute) 2 ERIAE NGS (next
generation sequencing) ##& : EEERAEGL (TCGA, The Cancer Genome Atlas) - TCGA
=—{EKX% 2.5PB - €12 WXS (0J#EZEEHEF) - RNA-seq (RNA EF) - WGS (ZERER)
MIRBEIEIERE - &lt - MFERE T NCI GDC (Genomic Data Commons) Data Portal (E—) -
B EIE TCCAWESE T E - BRE—THINERE - EBAHEMMREENZLERERES
T HREACHEERNBEERMAMBIMRABKS - HE2ERAKE - EIE
NCI BB 7 =B iEERAE CGC - fFRABIEEETE - 81 Broad Institute ~ Institute for
Systems Biology LI Seven Bridges *- E—R = AEm A2 A EANFEERERETIFAEN
NHBE  BEERREWNHE  EEMRASEOEENEMERELEEEE -
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Harmonized Cancer Datasets
Genomic Data Commons Data Portal

Get Started by Exploring:

) Projects %%  Exploration &+ | Analysis £ Repository

Q e.g. BRAF, Breast, TCGA-BLCA, TCGA-A5-A0G2

Data Portal Summary pataRelease 31.0 - October 29, 2021

PROJECTS PRIMARY SITES CASES

70 e 67 & 85,415

FILES GENES MUTATIONS

[1649,152 & 23,621 # 3,599,319

[[B— : GDC data portal WF B EHE - #it% https://portal.gdc.cancer.gov/]

[R—: 2% TCGA N=AEIR A A LLERANT 4]

Broad Institute Institute of Systems  Seven Bridges
Biology Genomics
PI Gad Getz llya Shmulevich Deniz Kural
Collaborators UC Berkeley, UC Santa Google, SRA International = None
Cruz
Cloud Platform  Google Google Amazon Web services
Unique Tech ADAM/Spark Google Genomics SBG platform
used Platforms
Tools Firehose Regulome explorer, Gene = >30 public pipelines
incorporated Spot (focus on interactive  https://igorsbgenomic
data visualisatoin , s.com/lab/public/pipeli
exploration, and analysis  nes/
Cloud Pilot http://firecloud.org/ http://cgc.systemsbiology  https://www.sbgenomi
website .net cs.com/cancer-
genomics-cloud/
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AR LM=—EEFENER  REAEHENEBEEMRBEBAA - EOILIFEREMES
REER UTABRUBESERZESEEHAMNEFSEITI4E © Seven Bridges Genomics
CGC (SBG-CGC) - SBG-CGC 12 2016 &F 2 BHBAM A ARER - oIBIZE AR - &R
eRA Commons MR P E 8% (MARERRE eRA Commons BIIRSE - D] U@ bB A EEEHIER - IIE
ARSI BRI —EE S - AINEMZ2IEBRNARBE - RAVEARSERLA BRI
EEAHEEZT) -

SBG-CGC &2 —”ﬁfﬁﬁﬁ%ﬁﬁ ' K100 =% - B% SBG-CGC RBEETFSE  —HBHAZSEB
NCI EBNZ1 - BZEBHNEEXHFEETEE - BREAE -

BN SBG-CGC MAER BB T () :
— ~ OJEAM AREIRIE - MBAITEAIRFELWEE - M UIFESHMA SBG WAZA S —#Eit
[E 4t 55 R R R R
_ RE—EEENRE - oRRESIERAAREAHERARESE - % E’\JE%}"“%JZ—F
LEEBEFZRNEW o ERNEYEN TEN TR (workflow) - ERZEZHEEER
R - DJBERSINETIER - HP i EFHERETES ! —%EE%FHEF?%FHE;/TE (APl) - I8
Bt~ HREL - REHATE  HiRfF  EEUMREHBLSESZE -
~ SBG-CGC Z &R Amazon Web Services WIERRERE £ - HARABRME T AHER
HEEE - B1F TCGA F1 CCLE (the Cancer Cell Line Encyclopedia) - #1REBE|— LA
ERAHEEARZIUE CGCER - hoLFEKAEBASEICEIIRERBIENRE - MY
EMa9BlF2RER - HE R dbGaP BEMERIE (datasets) BEE - BEAEICELRRING
R NEB EEE CGC - o LUEBIIER - ZEAMASETIESHERE @ BHEAE
FAABEFRZEN datasets - REBAFRMEZEE CGC EFEH -
MM - Bic & datasets - CGC BHEE AT LEN TEMRABRFI 200 2@ - TESESTE2ERA
( Whole genome ) MM+ 48 (exome) BIFFFY variant calling ~ RNA R EERNEER
Z M (RNA sequencing) MIESEERELLSE - E2EEWE - BETEATFERRERE
FAPEMEX - FEMtEMRES] - BLURREREENEFEFNIIRIEFE LB
51~ CGC _EM T BT 87E Docker container &% - EE2 —EEK SRV EEER LM
( www.docker.com ) - #iTiEL2ERBAILERZES (Common Workflow Language,
CWL;, www.commonwl.org) #E7THiit - E2—ERMMNER - (L BRAZORE - AREBER®
RRANERRIRIE OB - B - aBERNASIURERS T TERMIA -
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N CGCERMREABRE 7 —E@RMEESFME T EE (software development kit) - /4

EZEEME CWLPRZHABCH TENBTERRA - LUEEFEe LER - afi8ETF
TAmEE=s (visual workflow editor) - EFRAPHRE T EEER BB IZIRNW TIER -

CHEAMNERUERY - UEFSRAZEASNAUANEIESE - CGC ERRMAESR
REBZHBESTER  EORBEIINEEZERMUBIRAREENLITENERE - 2RE
7 HE - 1R1#E SBG-CGC REMFE - MEBAEM 10 F18 - EFFEMAREK 7 80% U
Lt FERASITAREERASBEPREREA MGG A - fl - —AIHRAEBEHEXR
7 3 /N\RFAES 11,000 & TCGA 2 BEETA S EMMEE MRS (target variant
calling) - FRRRERRAZ] 15 =70 - MUFKME S RNA-seq, 20 cases v.s. 20 control #x
AHA - tE2EM 10 ETMANBRILBEE/NFRATMN - ERNMEESENGEER
NEREZHEAAREBLR B _S/HEMELFE LFrE RN TR E KB B R A
{E& -

@ Projects ¥ Data v PublicApps Public Projects ¥ Developer ¥ A~ YCGL_PI~
Dashboard Files Apps Tasks SRA 6 Interactive Analysis ~ Settings  Notes
Q Search task name Status v (ui]
Task Name Status Submitted by Submitted on App Duration Price Actions
MERS_paired end_Metageno...  COMPLETED hendrick.san Jun. 23, 2020 2... Metagenomics WGS analysis ... 6 minutes $0.05 c
TEST_SRA fasterg-dump SA...  COMPLETED hendrick.san Jun. 20, 2020 2... SRA fasterg-dump 2 minutes $0.01 C
MERS_paired end_Metageno... COMPLETED hendrick.san Jun. 20, 2020 1... Metagenomics WGS analysis ... 6 minutes $0.05 c
SRA fasterg-dump MERS run...  COMPLETED hendrick.san Jun. 20, 2020 1... SRA fasterg-dump 5 minutes $0.03 C
SRA fasterqg-dump SARS-CoV... DRAFT - - SRA fasterg-dump - - i
SRA fasterg-dump SARS-CoV... COMPLETED hendrick.san Jun. 20, 2020 1... SRA fasterg-dump 13 minutes $0.06 (&
SARSCoV2_paired end_Meta... COMPLETED hendrick.san Jun. 20, 2020 1... Metagenomics WGS analysis ... 18 minutes $0.16 (&)
Showing 1 - 15 of 15
Forum Terms Privacy Data Use © 2021 Seven Bridges Genomics °

[[E— : 7 Seven Bridges Genomics-Cancer Genomics Cloud & EERNTFIEE -
URBHENTE - BIFGEHETESH - ]

—AARER - BRFE O BIUELES - 2UEBEIRFE (Daas, data as a service) - BUEEBIARFS

(Saas, software as a service) ~ FF&EBNARF (PaaS, platform as a service) FE S it B AR 75
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(laas, infrastructure as a service) - MILEY BTN ERFHWEANETERES | AEEYEIE
E#1T DaaS ~ TR TERAN SaaS « 2 AREZERIEAR PaaS - IREREER - tHAR
laaS AUEHE P REIEES (vVCPU) -

EMEBLFERE FAZERE - HP—(E5R Covid-19 BIIASTHWERFEZER
2021 £ 10 AR (2) - UMABERMNT BT A SBG-CGC EF & - MREBLE—ERAN
BEE  BA—EaTRMABRSEHAERANIER  BREZERSIFS (Index) BMMHE R IE
SARS-CoV2 (Bl51% COVID-19 WymEK) 2 HINL mERETRR - EREEHWATRT
EEmEFIIEE M SARS-CoV2 A2—HREMSEE - BEEANRTHRE - mKERNEBEA L
B S LTERFY  MEFASELEZIE—LRE - Bl LEFRTUENLEE (mapping)
A% (assembly) &SRR - E#089 RT-PCR #iff - ERBEAEEF AL LEE - MBI PCR B
M5 |F (probes) R FIIE SR AR EIRIRE M HIRBERUNFE - AItRERNERZ
—EEREN A - BERMATAGUTEEEERNANLEY - A MERBSEER
(reference genome) FRAZES| (index) F3IHIERD - EILLAESTE—SERER D R ERER (M0 short-
reads) RFpLEERNRFHIE 2 & 2 SARS-CoV2 -

Centrifuge BEARAZ—EARNEZEFa LW TE  IWEREARATZRKEDESE M
AYEEREHENTE - Centrifuge 21R#E Burrows-Wheeler transformation(3) L&
Ferragina-Manzini index &£51(4) WESIEE)A - B2 ZERE 4 (Reference genome
sequences) R IMENRBIEER D4R - BRKIRR AW 4] (Classification) BRY - MeE ~ W
B 7 BEEFEA (dentification) BMEMBRRETHEFT SRR « ERENER - BEDHREHK
MITEBETER - HPBEIERZEL Rabix HEE, HEBAILIEES (common workflow
language, CWL)F - BETBHE ~ 1B - EEMH - BIRM - WEAEERE - BT RRIEFER &
¥& T {Euh (workstations) ~ BE &L (clusters) ~ LIRS UEEER -
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Rabix 2 —EBR 4w - B FRE CWL EREZFRNESNEREBIRIE - CWLERRZERIM
WA T B T/ER - 2 LTEQLUBIHT - oA TERS - TERE—EZEE
ETENES - —ELFERTMZEEM TERNES - £ Rabix - CWL EFHREREMETR
(node) A2 (edge) - LUEREE T EVENEB TR ESHIRE - 8185 (node) YE A o] A
1T (parallel) MITHE@ES—Han< T/E - AIUREA - TEIE@E - B - 38 (edge) NFEMK
FFEREER MMM EBEIRNESE - SN2 - CWL TERRS o DU B ol E
% JavaScript Object Notation (JSON) 5 2L 5 - HFEF Rabix £ CGC F& _LFR#ITHY
TERmE=FT - Z0En 2 - @F ® SR1kz@mA (input) ~ BB T H - M
(output) &fiF

g \ \ = NG 7 o 77\"‘
(N ——— ¢ ® — —¢ * .
\ / \ / & s \
R, & | / \
| i ®
Metagenomic samples SBG Pair FASTQs by Metadata ,/. @
[ . J T

Centrifuge Classifier
Q [ b
/ \ o— . /
(S e—_ I <
.‘\\ g B . -.t /
Taxonom y IDs 1\\ Centrifuge Download — Taxonomy ‘ / ‘

/ \ N\ <

( S~ 7 Centrifuge Build

( _0 . — ’ uge
RefSeq category .’

\ >
\ =
( - /.,_ — Centrifuge Download — RefSeq

[B= : BEraMrriE RN ESEEE TR -
g2 @R ARIREHA (nput) - BEETEMES (output) « ]

REFAIR D ATAIER AR EUCE A - BB A T LUEBRENENGH X BRBRABTFE - K
ﬁl@%lﬁt’f&%‘l‘ﬂﬁ%ﬁ%—%{{ CGC Fa tMEAAR  EARREL—ENFEER -
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