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Structure of O. sativa

45 SSR Loci on 2252 lines.
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The color represents group
assignment for K= 9 with a
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0.65 for model-based structure
analysis.
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Figure 1| Maps of the twelve rice chromosomes. For each chromosome
(Chr 1-12), the genetic map is shown on the left and the PAC/BAC contigs
on the right. The position of markers flanking the PAC/BAC contigs (green)
is indicated on the genetic map. Physical gaps are shown in white and the
nucleolar organizer on chromosome 9 is represented with a dotted green
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physical maps represent the chromosomal positions of centromeres for
which rice CentO satellites are sequenced. The maps are scaled to genetic
distances in centimorgans (cM) and the physical maps are depicted in
relative physical lengths. Please refer to Table 2 for estimated lengths of the

line. Constrictions in the genetic maps and arrowheads to the right of
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GRISP 1.2.3: The Rice 3,000 Genomes Project: Sequencing for Crop

Improvement
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44k SNF Chip

move start Click on a feature for details. Click or drag in the base position track to zoom in. Click side bars for track options. Drag move end
20 side bars or labels up or down to reorder tracks. Drag tracks left or right to new position. 2.0
[ default tracks ] [default order ] [ hide all ] [ add custom tracks ] [ track hubs ] [ configure ] [ reverse ] [ resize ] [ refresh ]
Use drop-down controls below and press refresh to alter tracks displayed.
Tracks with lots of items will automatically be displayed in more compact modes.

[ - | Mapping and Sequencing Tracks
Base Position Short Match Restr Enzymes

dense E]

[ - | Genes and Gene Prediction Tracks
Known Rice Gene Rice Gene Annotations

Genes K 2]

pack B e

[ - | Variation and Repeats
1536 SNP Chip 44k SNP Chip

dense E] dense E]
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File - Help

=]
MSU Oryza sativa japonica v6.1: 37 kbp from chr01:143,000..180,000
Browser| Select Tracks Community Tracks Custom Tracks Preferences

B Search
Landmark or Region:
chr01:143,000..180,000 Search Annotate Restriction Sites E] Configure... | Go |

Examples: chr01, chr02, chr01:80.000..120,000, membrane trafficking, NUT21, YAL063C.
Data Source

Y [Showariep o] ¥ P O
MSU Oryza sativa japonica v6.1 E] Scroll/Zoom: Show 37 kbp |~ | [CTFlip
B Overview
hrei
t t t t
o 101 201 301 4on
[ Region t t t + } + + } | t t t t + } } v t + } }
70k 80k 90k 100k 110k 120k 130k 140k| 150k 160k 170k 180k 190k 200k 210k 220k 230k 240k 250k 260k
* B & B - H Repeats : :
Imm | I I | II— ] e I Em nn mnaia n !ll- Il | - mim
B Details e
10 kbp | | '
; } -+ —t } + }
k 150k 160k 170k 180k
* BB BB HEBEMSU Osa1 Rice Gene Models
301g01290.1 LOC_0s01g01302 .1 LOC_0s01g01340.2 LOC_Ds01g01360.
I OHom- O ~— oO—T>
LOC_0s01g01295.1 LOC_0s01g01307 .1 LOC_0s01g01340.1
[ -y 1y g o> ~—1otm
LOC_0s01g01307 .2 LOC_0s01g01350.1
o> <o
LOC_Ds01g01350.2
oo/
B R E - HIR64 contigs
1 C 1] [ ] oCOm OO mioC—————— O I =} —. 0 | .
FI llI O . mEDO ='D l:lD g I o -
— I | |

Select Tracks | Clear highlighting ' I
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Analyze Data \ 3 Cloud lelp User

The cluster on which many NGS tools run will be down for maintenance from 4 PM, Monday, Nov. 19 until 8 AM the following day (ESTSEDT, UTC-0400). Jobs running on that cluster

Tools 'Ai History £

search tools [ (V18]

O Running Your Own Unnamed history 12 MB

f Get Data

Send Data
ENCODE Tools
Lift-Over

Text Manipulation

N

2: Filter FASTQondatal ® § %

1: human Illumina dataset ® § %

An in-depth tutorial

Convert Formats

FASTA manipulation
Filter and Sort

Join, Subtract and Group
Extract Features

Fetch Sequences
Fetch Alignments

m

m

Live Quickies

-------—,

Get Genomic Scores
Operate on Genomic Intervals] e e Uy FIP
Statistics A
Graph/Display Data
Regional Variation

Multiple regression
Multivariate Analysis

454 Mapping: Uploading Data Managing

account histories

Galaxy is an open, web-based platform for data intensive biomedical research.
Whether on this free public server or your own instance, you can perform,
reproduce, and share complete analyses. The Galaxy team is a part of BX at Penn
z : State, and the Biology and Mathematics and Computer Science departments at
Multiple Alignments Emory University. The Galaxy Project is supported in part by NSE, NHGRI, The Huck
'\ Metagenomic analyses Institutes of the Life Sciences, The Institute for CyberScience at Penn State, and

ammﬁﬂw -_ - Emory University.
Phenotype Association
EMBOSS

Evolution
Motif Tools

’------------
L4
-----

\

Galaxy build: $Rev 8154:5dcbbdfe1087%

AANILINL



""" S AHArei(2 - //4-50

Analyze Data

#ools & ] \ v History &
|
i SNP management toois RNATIONAL RICE RESEARCH INSTITUTE e O
Get Data | SO
I Unnamed history 1.6 MB
I Text Manipulation |
1 Convert Formats IRRI GALAXY-BIOINFORMATICS WORKBENCH 3: Shahid_Shabir_indxind LOW/P
I FASTA manipulation run_Oct5_SNP.map.ixt
l Workflows : Welcome! You are looking at a local instance of Galaxy at the International Rice Research Institute (IRRI). 2: Shahid_Shabir_indxind @ R
: : ple.map.
I = Allworkfiows I To access the main server,go to Galaxy main. run_Ocls Sempis.map.tx
I | 1: Shahid_Shabir_indxind @ R
l run_Oct5_Intensity.map.txt
\ b Announcement
\ <

L ——
This site is still under construction.

Last Update: November 12,2012

The Galaxy project is supported in part by NSF, NHGRI, and the Huck Institutes of the Life Sciences.
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Tools Options +

Workflow Canvas | Alchemy to pow

Workflow

marker

Options +

Using O bytes

Details

search tools
GDMS
SNP management tools

Alchemy tools
Get Data

u

Send Data
ENCODE Tools

Lift-Over

Community Tools

Text Manipulation

Filter and Sort

Join, Subtract and Group
Convert Formats

Extract Features

Fetch Sequences

Fetch Alignments

Get Genomic Scores
Operate on Genomic Intervals
Statistics

Wavelet Analysis [v]

Alchemy-2 P4
Intensity file
SNP map file

Sample map file

out (tabular)

log (tabular)

Alchemy2matrix x

Alchemy call file

out1 (tabular)

transposeTable b4

Tab-delimited Table/Matrix

out1 (tabular)

Matrix to Powermarker $%

Matrix file

output (tabular)

=

Tool: Matrix to Powermarker

Matrix file

Data input ‘input' (tabular)
Edit Step Actions

I Rename Dataset ¢ |

[ovpu 5 Coeee

Add actions to this step; actions are
applied when this workflow step
completes.

Edit Step Attributes

Annotation / Notes:

Add an annotation or notes to this
step; annotations are available when
a workflow is viewed.

This tool converts a SNP matrix file to
Powermarker file format.

IRRI
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- Galaxy Tool Shed

6 valid tools on Nov 18, 2012 | Repositories

Search

’ search repository name, description
= Search for valid tools

Advanced Search

= Search for workflows

Name | Synopsis Metadata Revisions Tip Revision Category Owner Average Rating Alert
All Repositories
= Browse by category | file_conversion_tools | ~ | matrix to powermarker X matrix to qgene  1:6f50914d2d07 1:0150914d2d07 * File Conversion  sample6
My Repositories and Tools

= Repositories | own

= My invalid tools

Categories
Available Actions
= Create new repository search repository name, description ‘ -,
Name Description Repositories
File Conversion file conversion tools @ IRRI 1
Sample Tools for testing only 3
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- Galaxy Tool Shed

6 valid tools on Nov 18, 2012 |

Rep | Repository Actions |
Search searc| file_conversion_tools
= Search for valid tools Advan

Clone this repository:

n Search for workflows hg clone http//mauleon@localhost:8001/toolshed/reposisample6bfile_conversion_tools

Name t
All Repositories Name:
= Browse by category | file| file_conversion tools
My Repositories and Tools Synopals:

o matrix to powermarker X matrix to ggene
= Repositories | own

Revision:
=u My writable repositories - 10150914d2d07

= My invalid tools Cat Oowner:
ategor
Available Actions 9 sampled
= Create new repository searchrepq  Times downloaded:
-1 0
Name . . .
Preview tools and inspect metadata by tool version
File Conver
Valid tools - click the name fo preview the fool and use the pop-up menu lo inspect all metadaia
Sample Too
name description version requirements
{-_M;tFi;i;ééene >J file format conversion 1.00 none
| Matrix to Powermarker \ file conversion 1.00 none
[ Alchemy to Matrix ~ | file converter 1.0.0 none
Categories

IRRI
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Data Libraries

Shared Data~

’search dataset name, info, message, dbl| ‘-,

Advanced Search

Data library name |

1000 Genomes
AC-exome
Bushman

ChIP-Seqg Mouse Example

Chobi

Codon Usage Freguencies

Coleman

Ervthroid Epigenetic Landscape

Evolutionary Trajectories in a
Phage

GATK

GCAT

Genome Diversity

Data library description

Data from the 1000 Genomes Project FTP site

Data for Nature Letter "Complete Khoisan and Bantu genomes from southern Africa”

Data used in examples that demonstrate analysis of ChIP-Seq data

IonPGM

Dynamics of the epigenetic landscape during erythroid differentiation after GATA1 restoration

Experimental evolution (Illumina)

Consortium

Nucleotide polymorphisms for several threatened species
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HDF vs BAM Performance

Data Input
10000
1000
5
L 100 " BioHDF
m
= mbeAM
t—
10
L
10 100 1000
Reads (1E6)
Data Export
10000
1000
.
0 " BioHDF
o M mEAN
E
’—
10
1 -
10 100 1000
Reads (1E6)

Avg. 8x import
improvement

Avg. 4x export
improvement

Improved
compression

Improved
organization

Consistent scaling

© Copyright 2009 Geospiza, Inc. All Rights Reserved.

ge0Splz
geospiza



6/ ,KA2534— 1" "SI (%4, +—. , /O% 1238
S, /7*4-28

¥ _BU2"2"76+L76, /+118— ;iPL/ W~ 1T/ - +#ECH " TBTS-L) (X65; - 2l
¥ K2, B A -ST0, 05, 602, H-126+" 44" =" 18162 , , HL
Y 70, —1T-"CLS, L

o 26%/IFGHY" 612/ < G2+

o TP2HMUT" /2" +NQ - +L1++ 205, AT ="HCIS1A, 50 , /KGN 68"~ /+
¥ K, H-1264" A1+ ] - /41018182, |, W (; (1< -S] -+ 68+ 612+18; -1

V8BS 74+ CI+FIO , b, 62, . 2" 2+ F—80+6182CHS—176+ 7k

¥ =065 /+ L5, 0. BT LR 2 - UL = O LS L

o <XT.%8T..MAWAG"?E*6CH+28"4(WF<T "=8¢

o <4_{"-"C1518757+45—+E
¥ "/ZPY -, 14?22, 0081 HU+SET ESHO+ L i<+ -, HAHIEG , H1466



1 -:O0%/ (%

Bioinformatics and database to
Integrate sequence-phenotype data
L$!D*18%4%#%— 74

/4934 - 4-2+-Btt
1-+1%sIORI#2 , <4/%BAt

Rice SNP Consortium
700k Affymetrix
genotyping chip
2000 lines

4

Phenotyping network
2000+ lines

]

Specialized genetic
stocks: MAGIC
populations, biparental
RILs, CSSL,

10,000 GeneBank accessions!
Cultivated + close wild relatives

VW
=

V4
=

Association genetics and
QTL mapping
Predict genotype-phenotype
relationships at kb resolution

EX8
g1l SRS 0AAL D

K344
*[447+-Bt
=/, B/%O3

i

Genebank
as a reverse
genetics
system

¥Select
accessions
based on QTL
prediction for
targeted
phenotyping of
specific traits

¥Discover novel
phenotypes
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