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@ €easyGenomics  Geological side of the problem

\h—-"

Sequencing is a COMMODITY
% and happens EVERYWHERE.

Images from omicsmaps.com
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) EasyGenomics Interpretation is the KEY

153 million base pairs

e Analysis and Interpretation is the KEY
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b EasyGenomics Difficulties of Analysis

Post Tertiary

Secondary - : .
Primary analysis Tertiary Analysis Analysis

Base calling Mapping Variant Calling In-depth
Annotation
Data Computation Complicated
throughput intensive Algorithms Lack of
Data storage Data storage Computation knowledge
intensive
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@ EasyGenomics Problems and Solutions

Solutions Problems:

Cloud -—Big-genomic-data
High Speed Data Exchange ' e

Workflows

+) Resource Management

€asyGenomics
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@ EasyGenomics EasyGenomics™

e EasyGenomics is the bioinformatics platform
for research and applications on the cloud

High speed data exchange
Pipelines
Fast and accurate pipelines

Easy and straightforward Ul

Users |'N Application

Application integration
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@ EasyGenomics EasyGenomics™

Computational Algorithms,
Resources Workflows,
Database,
Reports
Data management P e
= O

O

Web portal,
High speed @ o O Simple Ul
connection E€asyGenomics

O o |
& v

1

EasyGenomics is the bioinformatics platform for
research and applications on the cloud
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Bioinformatics Core

e Algorithms:
Carefully chosen, tested and optimized
e Workflows:

Whole genome resequencing, exome resequencing,
RNA-Seq, small RNA, de novo Assembly
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Enabling Technology

—
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Hadoop-based Flexible Computing

Human Genome SOAPdenovo EasyGenomicsTM

(192 cores)
Best Practice Awa rd Genome Coverage 86% 86%
Assembly Time 70h 55h

for IT Infrastructure
No. of Servers 1 15
Memory Size 500GB x 1 24 GB x 15
Mode Centralized Distributed
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@ EasyGenomics

Data Management

Analysis |

// Sample A

b
AN

Analysis Il

Analysis X

Project Ij

S e A

e “Sample”, “Analysis”, “Project”
e Mimicking real research procedure
e Automatic management of underlying data structure
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High Speed Data Exchange

e Aspera’s patented

e nserve G Transfer Monitor | = | = IS faSpTM high_speed file
upload tESt-'asp;Ea;ilg:E: eeeeeeee iCs.com ! uploa s
o ee——— o transferring technology
Uploading 593.1 MBE of 1.4 GE (43.71 ... 2111 elapsed
2150 remainin
. g
L 45.00 Mbps
g s 45.00 Mbps o
: e 10~100X faster than
O
: FTP
O
O
E 0 bpzp
IF -
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@ EasyGenomics Resource Management

EH

Managed Managed
Multitenancy =~ Workspace  Data Structure Task
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@ EasyGenomics Secu rity

e Username/Password

ACCESS e Biometric access
e HTTPS, Aspera fastp™

¢ Trusted database

MUItitena ncy connection

e ACL, Data encryption

e Physical isolation
¢ Virtual isolation

Isolation

Compliance - 1s027000
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@ EasyGenomics

Introduction to
EasyGenomics™

Xing Xu, Ph.D
Senior Product Manager
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EasyGenomics

Homepage

i BIEEIEE)
‘ o EasyGenomics L_T_l r

"""C'H';" Google p||1|

\ (' (&) easygenomics.com | https:///www.easygenomics.com/home

Navigation

Home Proje ample Data

G

and storage...

Reads Upload >
Upload your reads onto BGI
Cloud and get access to
limitless computing resources

Results Harvest >
Download well-organized and
formatted results to your local for
further in-depth data mining...

Data Analysis »»
Perform the next generation
sequencing analyses with the
state-of-art algorithms and ...

" Recent Projects

| 4¢ Project

Project Total Analy Analy in Waiting Analy in Running Analy C leted Analy in Error
h k emos 1 1 0 0 0
R | 4 Sample ]
p 0 rta I S Sample Workflow Reference Gender Size Status Raw reads Aligned reads  Created on
Homo Apr 21,2012
RM&_demo Small RNA Sapiens(hg1s) unknown 650.44MB Processed Ready Ready 04:22:27 AN

«smallRNA_demo-

«sRMA_demo Processed Apr 21,

Status of
recent works

ghts reserved

Warning and
Logging

Tabs

Warnings

<Previous 1/1 Next=

Recent Update

sRNA_demo Waiting Apr 21, 2012
01:46:15 PM

2012 05:10:54 AM

<Previous 1/1 MNext=

ontactus 5: elp




Project Table

Add/Remove
Project

' A
Firefox =

o EasyGenomics
(- o easygenomic:/ AJ5:_-'_-'www.easygenomics.com_-'project-'(] v | |Iz,' ~ Google Pl | |i| ‘ B- ‘
- Bota
‘ S23ys) duilcs Home Project Sample Data & Xing Xu

|

Filter:

Project:

O N ® D

View Edit Delete Export

Filter and Operation

Project list table
J search box short cuts

©1999-2012 BGLAI rights resemved Contactus | FAQs | Help
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Analysis Table

(. - —— : - — v i ) @l )

o EasyGenomics 5
(- ] easygenomics.com | https://www.easygenomics.com/project/d/analysis/0 v | |£' - Google P| | o | B- |

. Hola
* SasySansiics Project 2 Xing Xu

Project Details

Project Name: Demos
Note: All Demo
Analysis List

| 4r Analysis | | = Delete |

:

Analysis = Workflow — Size — Status — Sample A Created on — Action
smallRNA_demo- ; Apr21,2012 01:46:14 O N ® B
i SRNA_demo Small RMA 0.00B Running sRMA_demo P View Edit Delete Export
<Previous Mext=
©1999-2012 BGLAIl rights reserved Contactus | FAQs | Help
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Sample Table

- ' - - Cleelsi®l s
o EasyGenomics 5
(- ] easygenomics.com | https://www.easygenomics.com;/sample/0 v | |£' - Google P| | o | | B |
d €5cyGenomics ™

Project

| 4 Sample = Delete |

& Richard Chan

Workflow |+ || Reference [+ | status v Sample:
Sample — Workflow 5 Reference & Gender 5  Sizeg  Status 5 RawReads§  Aligned Reads 5 Createdon 5 Action
Whole Genome S Apr 21, 2012 O % ® =
[7]  sample_wgrs_hg18_pe_f 1 Resequencing Homo Sapiens(hg18) female 100.65MB | Processed Ready Ready 10:00:47 AM View Ed?t D

elete Analysis Export

Next>

<Previous

©1999-2012 BGLAl rights reserved

Contactus | FAQS | Help
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EasyGenomics

Read Upload Portal

- . .
Firefox =

o EasyGenomics

|+

(o Bllo =] = )

=

(- 1) easygenomics.com | https://www.easygenomics.com/home

77 v & | |8~ Google Llel B

o (Hela
‘ EasyGenomics Project

2 Xing Xu

J

©1999-2012 BGLAIl rights reserved

Warnings
<Previous 1/1 Mext=
Reads Upload > Data Analysis >» Results Harvest >»
Upload your reads onto BGI Perform the next generation Download well-organized and
Cloud and get access to sequencing analyses with the formatted results to your local for
limitless computing resources state-of-art algorithms and ... further in-depth data mining...
and storage...
Recent Projec
Project Analy in Waiting Analy in Running Analy C leted  Analy in Error
Recent Update
| Demos 1 0 0 0 | i
) \ «smallRMNA_demo-
" Recent Sari'lp es 4 Sample sRNA_demo Waiting Apr 21, 2012
01:46:15 PM
Sample Wo us Raw reads Aligned reads  Created on
R d U | d Apr 21, 2012 «sRMA_demo Processed Apr 21,
‘ SRNA_demo sm ea p Oa ssed  Ready Ready i ‘ 2012 05:10:54 AM

<Previous 1/1 MNext=

Contactus | FAQs | Help
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Create a Sample

- e — . v lole ) Shmis )
OEasyGenomiU xlm x] +

-
€ | & easygenomics.com | https://www.easygenomics.com/sample/home

D | |£'v Google P| |1| | |

o easyGenomics *®

Project

= Richard Chan

Upload Sequencing Data

Create Samples From Upload Da
Upload your raw sequencing data to EasyGenomics using Aspera

User may create samples from uploaded raw data files. Each
high speed data transfer. Aspera Connect plugin is required. >> sample may contain one or multiple read groups (data of different
sequencing runs of the same sample). Each read group will be
preprocessed to filter low quality reads and mapped to the
reference genome that user selects >>

Last Uploaded Data
Data

Last Created Sample
Size Last Modified Sample Status

sample_wgrs_hg18 pe f 1

Last Modified
110830_1247_FCCO4THABXX L7

Processed Apr 21, 2012 10:09:47 AM
404.00MB

_HUMSsuvSAETAASE-N-2_1.fq.gz

parameter.xlsx 27.79KB

©1999-2012 BGLAI rights reserved

Contact us | FAQs | Help

Upload Raw Data
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Upload Raw Reads

EasyGenomics

(Aspera connect server)

. ol =@ =
loEasyﬁennmiG quupload XI+I -
(- G transerver.easygenomics.com,/7B=%2Fupload® wve | |';l' Google P| | L. || IJ';

aspera connect server

Transfer Monitor

transerver.easygenomics.com > upload

Lest-aspera,mps

upload
P fasp:/[transerver, easygenomics, com; 3367 fupload)
A file dialog is open. Please select the |............
Uploading 593.1 ME of 1.4 GB (43.71 ... 2:11 elapsed

= 2150 remairing
Name J @U'| M«

o : 4500 Mbps
% Pparent Director | Organize » New folder AR.00 Mhpg b
200M_Exome_110328_26 ST -
§ ame
200M_Exome_110328_1260 | =5 Libraries :
1 | IRMS430.is0.fq
200M_Exome_114326_[26 @ Documents
200M_Exome_114326_[26 o Music
300M_100701_I116_FC201 =] Pictures
1 Subversion =

300M_100701_I116_FC201

i Videos

300M_100818_I125_FC204
300M_100818_I125_FC20A 'G Homegroup
300M_111125_1176_FCDOR

SM_WGRS_111125_1176_F| | % Computer

m

Denovo_ERR022075_500_{ &, Local Disk (C) 0 bpsz )
J —a Local Disk (D:)

denovo_ERR022075_500_2

Exome_300M_110612_I163 - |
;| f! MNetwork Fair -
Exome_300M_110612_[163

IRMS430.is0.fg T
IRMS430.is0.fg.aspx File name: b
RNA-SEq_llOSlZ_IZ‘iG_F(__T Open ] ’ P
RNA-Seq_110812_I246_FJ

|
RNASeq_111208_1247_FCDOEDTABYA_L4_GOAqpeNAARAAPEI-90_1.fq.0z 384.71MB 16-Apr-2012 23:17 3

0OoEE@EE @ EE @D E @ E DS E @ E
L e O S RO SO M P R R
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Create a Sample

- e — . v lole ) Shmis )
OEasyGenomiU xlm x] +

-
€ | & easygenomics.com | https://www.easygenomics.com/sample/home

D | |£'v Google P| |1| | |

o easyGenomics *®

Project

= Richard Chan

Upload Sequencing Data

Upload your raw sequencing data to EasyGenomics using Aspera User may create samples from uploaded raw data files. Each
high speed data transfer. Aspera Connect plugin is required. >> sample may contain one or multiple read groups (data of different
sequencing runs of the same sample). Each read group will be
preprocessed to filter low quality reads and mapped to the
reference genome that user selects >>

Last Uploaded Data

Last Created Sample

Data Size Last Modified Sample Status Last Modified
110830_I247_FCCO4THABXX_L7 sample_wgrs_hg1g Processed Apr 21, 2012 10:09:47 AM
404.00MB Apr 22, 2012 01:05:59 PM
_ HUMsuvSAETAASE-N-2_1fq.gz
parameter.xlsx 27.79KB Apr22, 20

©1999-2012 BGLAI rights reserved C re ate a Sa m p | e

Contact us | FAQs | Help
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Create a Sample

(e - - . b s laz )
o EasyGenomics x LQEL’E“" 2 I i I,

£l B

(- ] easygenomics.com | https://www easygenomics.com/sample/toAdd

Sequencing
information ) ===

Filier Detalls

' Fier reacs Wit 10 many s
A R “Maaieria rao of N:
ea Fifer reacs with 5o many low quaily bases:

Group

Mzpping Detaills
—

Difterantail Sxpres=ion parmsters:

Mapping aigortem: BNVA
\ yy Mt rsenatches of e e i 4 [ e
“Ses iy s @
M senatches in e seed (K E_— o
M e of 2B coeTS (30 <) [ e
(_ﬂ “tamcrnam PamDer of gaB ecaTmIoS (a1 -1 B e
e wovas e 3 : o
e e : | —

Ma pp| ng s e —

“Gan opan penatty {ain -0¢ | CN—
G ecenmion Denay (8 <51 e

Settings ::';i‘;::z;ﬂ:rl‘TWNannnm.anﬁ
& J

e | =z ows
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Create a Sample

(. - - . E Y- )
o EasyGenomics x LQEL’E“" 2 I i I,
(- ] easygenomics.com | https://www easygenomics.com/sample/toAdd v | |£' ~ Google P| | o | | B |

Add New Read Groups X

*Sequencing Library: |+ Add a Library El

Mew Library ID: | | Add
_Femt File Information
= [ y
== *Read Group Tag: | | Browse I| 3

| |
3" Adapter [

Sequence:

= | Add read groups
\

*Read Group Tag: | | | Browse | db =

3" Adapter

Sequence:

N ] foa i e
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Sample Page

SR hitps:/fwww.easygenomics.com/sample/view/70

@71 -[c)(M- Google

ol €asyGenomics ™

View a Sample

Sample Detailz

Project

(3 Delete ™, Edit [= Export |

Sample Mame:
Sample Mote:
Workfiowr:

Referencs:
Sequencing Platform:
Sequencing Type:
Gender:

Stahrs:

Reads Groups

demo_sample_WGRS_PE_hg19

Whole Genome Resequencing
Homao Sapiens(hg19)

illurnina Hiseq 2000

Pair Ended

unknown

Processed

Individual report
for each lane |

Summarized report | .
for all lanes i
L T Ready
5 demo Ready
5} demo Ready
¥ demo Ready
I Coverage Report Repord I

Sequencing Guality Report
Report
Repaort
Report
Report
Report
Report
Report

Mapping Quality Report

Filter reads with too mamy Ms:

https:/fwww.easygenomics.com




€asyGenomics Sequencing Quality Report

Firefox ~

| x| | ] https://www.eas...08type=fastq.QC * w
I B o 0327 hinizid-70type-tacta 0 @ 7 ~[C] (8- Google 2)8 (&)1 <) Luu

Firefox ~
: 10 : : 10
(€ )2 ] [ i i Q@77 - [¢ ||| |||||||||||||| |||||||||||||| ||||| |||||
€ )P || wi 90 @ | o o
10 20 30 40 S0 60 70 8 90 10 20 30 40 S0 60 70 80 90
Position in read(bp) Position in read(bp)
laut ] Distribution of Q20+ / Q30+ bases by read position Distribution of Q20+ / Q30+ bases by read position
L ©Ea
— m
Basic Statistics of Sequencing Quality
ltem
Read length o
90
Total number of reads
80.
Nurmber of fitere MALCASAN 70 S S N NN U S S S P WU SR AU S
60
E 50- (1) R Y 1 PTe] CESirs R P S
Total number of bas & 40 [ [
10 20 30 40 50 60 70 81 90 10 20 30 40 50 60 70 80 90
- Position in readibp) Position in readibp)
Number of filtere
20
1045 Base guality value distribution by read position Base guality value distribution by read position
Number of base o
Number of base |
Di Illillﬂ “'Il’l'flln\‘li .
T i il |||||||| |
1l | 1
Number of base g g
100 2 2
Number of base — 90 % %
50 g g
70 H H
Number of base I 860
higher (Q20+) (%) H
550 =
Number of base E i
higher (Q30+) (%) — W0 20 S0 40 S0 60 70 80 90 w2 s 40 50 7u su a0
30 Position in read{bp] Position in ...q..p;
20
] 10
Statistics of F| &
Copyright ® 1999-2012 BGI L
< 1] »
Base quality value distribution by read position Base quality value distribution by read position
Total filtered reads (
k!

I
'““ll\II\&|||||||\||\||Hm|'
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Mapping Report

Firefox ~

[] https:/fwww.eas...ype=mapping.QC x | | | htt f QC = | +

2o © 71 [0 [0 Gour @l

Firefox ~

i y as...08 [ https://www.eas...ype=mapping.QC Q o)
o BN ey cromics com [t himi3id=708type=meppic @ 7 - €| (- Google Pleln] B (5] &)

Basic Statistics of Mapping Total Bases 9,735,300 100.0% N

Item

Mapped bases 8,435,783 86.7%

Total reads
Umapped bases 1299517 133%

Mapped reads

Advanced Statistics of paired-end reads

OB -crorv-con L

ttem Count Percentage
Total mate-pair Reads 54,085 100.0%
Both mates unmapped 3684 68%
20% | Only one mate mapped 797 15%
Both mates mapped with correct distance and orientation 11,469 212%
70%
(7] Both mates mapped but with incorrect distance 13337 247%
[T —
£ Both mates mapped but with incorrect orientation 24553 45.6%
$  s0%
|~ - Both mates mapped but onto difierent chromosomes 45 0.3%
k]
a
30% |
20%
10% 11469, 21 2%
i # Both mates unma
o% 13337, 28.7% 797,15% Posd

= Only one mate mapped
3684,68%
145,090 " BOth mates mapped with correct distance and orientat

= Both mates mapped but with incorrect distance
= Both mates mapped but with incorrect orientation

The maximum d = Both mates mapped but onte diferent chromesomes

4653, 45 6%

The minimum di

Average distanc

Distri of distances between mate-pair reads

Advanced Statistics of Mappil L = T

Length distribution of mapped reads

100%

90% —

70% =




EasyGenomics

Data Analysis Portal

- . .
Firefox =

o EasyGenomics

|+

(o Bllo =] = )

=

(- 1) easygenomics.com | https://www.easygenomics.com/home

7 v ||~ Google Llel B

Sapiens(hg18)

©1999-2012 BGLAIl rights reserved

I‘ - -
EaSYGENOMICLS Project Sample & Xing Xu
Warnings [
<Previous 1/1 Mext=
Reads Upload > Data Analysis >» Results Harvest >»
Upload your reads onto BGI Perform the next generation Download well-organized and
Cloud and get access to sequencing analyses with the formatted results to your local for
limitless computing resources state-of-art algorithms and ... further in-depth data mining...
and storage...
" Recent Projects
Project Total Analyses Analyses in Waiting  Ani Analy C let Iy in Error
Recent Update
| Demos 1 1 0 0 | i
) «smallRNA_demo-
. hécent Sari'lp es sRNA_demo Waiting Apr 21, 2012
01:46:15 PM
Sample Workflow Reference Gender Size C
ThAD reate «sRMA_demo Processed Apr 21,
‘ sRMNA_demo Small RNA unknown 650.44M I 2012 05:10:54 AM

L

<Previous 1/1 MNext=

Contactus | FAQs | Help
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EasyGenomics Create an Analysis

Firefox ~

o EasyGenomics

(- o easygenomics.com | https://www.easygenomics.com/project/8/analysis/toAdd/1 e | |£' - Google

: Bets
o EasyGeEnomics Project

Create an Analysis

Analysis Details

*Analysis Mame: WGRS_demo —|Sample Nam]
WGRS_demo

Analysis Mote:

*Project: | demo_WGRS |Z|
*Workflow: |Whole Genome Resequencing |Z|
*Reference: | Homo Sapiens(hg18) El
*DBsnp Type: |dhsnp13[] |Z|

B19859-2012 BGLAI rights reserved Contact us | FAQ=s| Help
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i .
Firefox ~

Create an Analysis

o EasyGenomics

——— D | B || E] ez o]
- " 52
(- ] easygenomics.com | https://www.easygenomics.com/project/8/analysis/toAdd/2 wve | |‘3' ~ Google P| | fr | | B- |
ra ics o8
o/ SEEYSanvilzz Project Sample 2 EasyGenomics demo
ey . o - -Wo -
Select Data
Sample pool
1
Sample: | | &
Sample Sequencing Type Reference Gender Size Created on HNote
K = : Homo Apr 21, 2012
demo_sample_WGRS_PE_hg18_1  Pair Ended Sapiens(ng18) female 4 49GB 01-04:06 AM
- Homao Apr21, 2012
=
demo_sample_WGRS_SE_hg18_1 Single Ended Sapiens(hg18) female 2.98GB 12:59:46 AM
e
Selected sample:
Sample g ing Type ce Gender Size Created on Note Action
. Homo Sat Apr 21 01:04.06
demo_sample_WGRS_PE_hg18_1 Pair Ended Sapiens(hg18) female 4.49GB CST 2012 Unselect

Selected
sample(s)

)

©1999-2012 BGLAll rights reserved

hitps://www_easygenomics.com
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*One selected sample => Single"Analysis

*Multiple selected samples => Batch Analyses
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@ EasyGenomics

Create an Analysis

[ rircfoc~ ] L ——

J o EasyGenomi

=

ko @ )| = ez ]

(- o easygenomics.com | https://www.easygenomics.com/project/8/analysis/toAdd/3

Selectable
modules

Select Modules

Workflow

) redefined settings

Predefined
Settings

“Whole Genome Resequencing settings:| Default parameter settings ‘

[ Shortcut

1

7’| | Review | || Next




Create an Analysis

[ Firefox L — o ——— Y — s | B || e sz ]
o EasyGenomics - Al 3
€ | & easygenomics.com | https://www.easygenomics.com/project/8/analysis/toAdd/5 v | |£' ~ Google P| | L. | B- |

’ Beta
* EasyGeEnomics Project Sample Genomics demo F

(s - (2 e (- - s
Analysis Review

Analysis Details

Analysis Name: WGRS_demo

Analysis Mote: -

M Project: demo_WGRS
Workflow: Whole Genome Resequencing
Reference: Homo Sapiens(hg18)
DBsnp Type: dbsnp130

Selected Samples

Sample Seq) ing Type Refi ce Gender Size Created on HNote
demo_sample WGRS_PE ho18 1 Pair Ended Sam:‘sgﬁgm famale 4 49GB Sa““gg%ﬂlgmw
Workflow
Read Filtering

WW._EaSyJENOmIcs.com




Create an Analysis

o= o= )

J o EasyGenomics

(- ] easygenomics.com | https://www.easygenomics.com/project/8/analysis/toAdd/3

rve | |£" Google

£le B

@ T Y oo B oo ) oo
Select Modules

Workflow {

Read Filtering

Mapping

Customizable

Load predefined settings

N

“Whole Genome Resequencing settings:| Default parameter settings

Back | | Review || | Next | |

https:/fwww.easygenomics.com




Create an Analysis

[ Firefox L — o ——— Y — s | B || e sz ]
o EasyGenomics - Al B
(- ] easygenomics.com | https://www.easygenomics.com/project/8/analysis/toAdd/4 v | |£' - Google P| | o | B- |

T Bata
* EasyGenomics Project Sample as ‘ F

Set Parameters

CNV Calling v

"Window size: o JoO

SNPs(Soap) Calling v
Prior probability:
*Prior probability of homozygous SNPs: 0005 (@)

*Prior probability of heterozygous SNPs:

Filter:

*Minimum depth of SNPs:
*Maximum depth of SNPs: 00

*Minimum quality value of SNPs:

Indel{Samtools) Calling:

Input parameters:
*Coefficient downgrading mapping quality for reads containing
excessive mismatches (mpileup C):
Extended BAQ for higher sensitivity but lower specificity:

*Minimum mapping quality for an alignment to be used (mpileup g):

Qe 0

*Minimum base quality for a base to be considerad (mpileup Q)
Likelihood Computation:

*Phred-scaled gap extension sequencing error probability (mpileup e):

&)

Ji Iﬂg ﬂ iII ii
e
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Create an Analysis

[ Firefox L — o ——— Y — s | B || e sz ]
o EasyGenomics - Al 3
€ | & easygenomics.com | https://www.easygenomics.com/project/8/analysis/toAdd/5 v | |£' ~ Google P| | L. | B- |

’ Beta
* EasyGeEnomics Project Sample Genomics demo F

(s - (2 e (- - s
Analysis Review

Analysis Details

Analysis Name: WGRS_demo

Analysis Mote: -

M Project: demo_WGRS
Workflow: Whole Genome Resequencing
Reference: Homo Sapiens(hg18)
DBsnp Type: dbsnp130

Selected Samples

Sample Seq) ing Type Refi ce Gender Size Created on HNote
demo_sample WGRS_PE ho18 1 Pair Ended Sam:‘sgﬁgm famale 4 49GB Sa““gg%ﬂlgmw
Workflow
Read Filtering

WW._EaSyJENOmIcs.com




EasyGenomics Data Harvest Portal

|1

e wlelsle x

) EasyGenomics | e =
(- o easygenomics.com | https://www.easygenomics.com/home e ‘ |'!:' ~ Google P| | f | | B- |
I‘ T
EasyGEROMICS Project & Xing Xu
Warnings [
<Previous 1/1 Mext=
Reads Upload > Data Analysis >» Results Harvest >»
Upload your reads onto BGI Perform the next generation Download well-organized and
Cloud and get access to sequencing analyses with the formatted results to your local for
limitless computing resources state-of-art algorithms and ... further in-depth data mining...
and storage...
" Recent Projects
Project Total Analy Analy in Waiting Analy in Running Analyses Complet: s in Error
Recent Update
| Demos 1 1 0 0 i

) - smallRNA_demo-
Recent Samples =3 012

Sample Workflow Reference Gender Size Status Raw reads Aligned reads

SRNA_demo small RNA HOmMo - \nknown 85044MB Frocessed Ready  Ready Data Man age ment

Sapiens(hg18)

\_ ot

©1999-2012 BGLAIl rights reserved Contactus | FAQs | Help
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wve | |£" Google

Upload

>

Download

| upload || Delete
Name
B demo_Exome_SE_real_1fqgz
E-] putty exe

r-_-] putty zip

B chr17_800_27q.qz
B chr17_800_1fq.gz
B chr17_500_2fq.qz
B chrl7 500 1fq.g2
B chr17_5000_2fq.gz
B chr17_5000_1fq.gz
B chr17_40000_2 fq gz
B chr17_40000_1fq.0z
B chri7_2000_2fqgz
WA chr17_2000_1fq.gz
B chr17_20000_2 fq gz
B chr17_20000_1fq 0z
B chr17_170_2fq.gz
B chr17_170_1fq.gz
B chr17_10000_2 fq gz
B chri7 10000 1fq.gz

Size

3.46GB

472.00KB

262.68KB

164.13MB

161.11MB

709.06MB

675.40MB

219.57TMB

211.33MB

112.95MB

109.00MB

245 71MB

235.35MB

328.56MB

322 35MB

1.16GB

1.18GB

156.2TMB

157.04MB

Created on
Apr 22, 2012 08:03:33 AM
Apr 22, 2012 06:41:09 AM
Apr 22, 2012 06:20:43 AM
Apr 21, 2012 09:42:36 PM
Apr 21, 2012 09:42:31 PM
Apr 21, 2012 09:42:27 PM
Apr 21, 2012 09:42:10 PM
Apr 21, 2012 09:41:53 PM
Apr 21, 2012 09:41:47 PM
Apr 21, 2012 09:41:41 PM
Apr 21, 2012 09:41:38 PM
Apr 21, 2012 09:41:36 PM
Apr 21, 2012 09:41:29 PM
Apr 21, 2012 09:41:22 PM
Apr 21, 2012 09:41:14 PM
Apr 21, 2012 09:41:.07 PM
Apr 21, 2012 09:40:42 PM
Apr 21, 2012 09:40:15 PM

Apr 21, 2012 09:40:11 PM
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) EasyGenomics

= Download Management

[ rircfoc~ ] - — . ——— TR ——————D | B | cE e ]

o EasyGenomics m - ' 5.
‘.‘- ] £asygencmics.com | https://www.easygenomics.com/data/downloadList ’:"'f ».C | Ia' - Google P‘ | | B |

Download Projects Download Samples N

*Request Name:

Request Note:

Select Results: | Results only

Select Range: SoTTeaET
eq_hg19_1-

demo_sample_RM
~ eq_hg18_2
- demo_analysis_R| J

Seq_hg18- W

demo_sample_RM

ea halg 2- i
LU} 3
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@ EasyGenomics

Sifei He
Director of BGI Cloud




@ EasyGenomics Applications

e Complex -Omics research

e Genetic testing

e Diagnostics
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@ E€asyGenomics One More Thi ng ©

FREE

Ref: BOSTON

Please Visit BGl Booth @ 213

Subjectto T&C

https:/fwww.easygenomics.com




@ EasyGenomics

Q&A
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@ EasyGenomics BACKUP
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