Gramene v. 24

Genomes and
Genome Browser Tutorial

 The Genome Browser allows you to

Browse the Rice-Japonica, Maize and Arabidopsis genomes.

View the location of a particular feature on the rice genome and examine neighboring
features.

View. the gene model of a candidate gene.
Identify the genomic sequence to which a particular feature is mapped.

Compare the position of features from other species with the location of featuresin the r
genome.

Get sequence information, including base pairs, codons and exons

»  This tutorial will'show you how to:

Search for genes and other features in the Gramene genome browser.
Change the size and detail of a region.

Select which tracks to view.

Exportinformation as text files.
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Genome Browser

Genome browser is a dynamic (interactive) graphical display of multiple features
identified from rice as well as from maize, sorghum, barley, wheat and other cereals
that were mapped on the rice genome.

Examples of these features are sequenced genetic markers, ESTs, cDNAs, CDSs,
genes, insertion and repeat elements.

The browser is an option for investigating the organization of rice and other cereal
genomes and lets you determine which features to view.

The software application was developed by the Ensembl project (www.ensembl.org)
and modified by the Gramene project.
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Tutorial Tips

If you are viewing this tutorial with Adobe
Acrobat Reader, click the "bookmarks" on
the left hand side of the Reader for easier
navigation.

Note! Although we continually work to make Gramene compatible with all
browsers, there are problems with some browser versions. If you're having
difficulty viewing Gramene, try using a different browser. Please report any
problems with browsers through Gramene Feedback.
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Gramene Home Page

Genome_browser

for every module, also
recommended for
experienced users.

o Ask questions through
Feedback or Email.

o See FAQ for questions and
answers.

Gramene Tip:

You can contact Gramene
either by e-mailing us at
gramene@gramene.org or by
sending a question to the
curators and developers at
Gramene on any page by
Belecting the Feedback button
in the top right hand comer.
* Browse All Tips
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A Resource for Comparative Grass Genomics

e =M™ Find in Genomes | .

Browser Links ays
Quick Search Quick Staj | bro
ICOPSISs Tha
“All Available Maize & Arabid KY Genomes Home | 0
LAST, searclLm -
= . s Newsletter

o ":;‘m'no’ . ne Ontology using GO Slim. : m Mo Wi s

Svalathe Modee psonine: NN 3 aize, Wheat, Barley, Oats, Sorghum, and other d |ses, or use
Diversity , Pathways, BLAST and  [LFRLIEIRAY ent types and species.

robes (Primers, Overgos, etc.), Genomic H ns Visit with us at
Simple Sequence Repeat Identification T (SSRIT); o March 15-18, 2007. CSHL
Plant Genome meeting

e March 22-25, 2007. Maize

loci such as Rice Genes, Rice Q aize Genetics Meeting

* April 16-20, 2007. ITMI

* May 8-12, 2007. Biology of

EY GENETIC DIVERSITY: Search for . ?.,Im;n’e‘s .
o July 7411, &
Y BIOCHEMICAL PATHWAYS: Searc Click here to open Genome ‘ :
network. Compare rice and Arabidog] B rowser H 0 m e Pa e xlrzsw ;::;:o:; Gramene
EY LITERATURE: Search the literature g Oiervies

EY SuBMISSION: Submit a Rice Gene or O

t-24

Gramene is a curated, open-source, web-accessible data resource for parative genome lysis in the Our goal is to facilitate the study of
Cross- i gy relati ips using inf ion derived from public proj involved in g ic and EST sequencing, protein structure and
function analysis, genetic and physical mapping, interp ion of bi | pathways, gene and QTL lization and descripti ph ypi
characters and mutations.

Note! Although we continually work to make Gramene compatible with all b s, if you're having difficulty viewing Gramene, try using a

different browser. Please report any problems with browsers through Gramene Feedback.
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Genomes Home Page

Find in Genomes

Browser Links

[\ Genomes Home

EY Genonyls Help Oryza sativa Zoa mays Arabidopsis thali ' Protein
B swit bpecies rice) (ma/'ze) [TAIR 6] 1?21‘12?.0 ?
Agarose Oct04]

1. Type in the search term (a
clone/feature’s accession number or
name) and press “Search.”

| Find anything ~[ | Search |

1b. If desired, you may

i

narrow your search  ——Lu =~ ] Search

L3
| [Other Poaceae | [Other

TIGR 4]
" ‘ Oryza 5’llflp0g
(OMAP OR_CBa]
[About Gramene-Ensembl | AN /|

toachnnlnoy

Use “Help” to access
tutorial, FAQ and Help files.
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The Gramene Genome Browser i

® &

\%,r viewing an»/ /ons mappedw/'(i(mmicular cereal) genomes and physical maps. The Browser is built on Ensembl

software system which produces and maintains automatic annotation on
2: Choose species from

available genomes (see Slide

7 for Rice).




Term Search Results

Oryza_rufipogon Oryza sativa Zeamays FPC Map Zeamays Se

The default search is for Rice, but you
may select a different species.

No match for this search type

No match for this search type

There are no results for these options. When

No match for this search type there are results, note that you may be taken to a
different module, and will need to refer to that

- specific tutorial

No match for this search type

No match for this search type

AT1G28330-TAIR-G drm1 (dormancy-associated protein 1) AT1G53848-TAIR-G prm1 homolog

AT1G28330-TAIR-G drm1 AT1G59124-TAIR-G prm1 homaolog \
AT1G58807-TAIR-G prm1 homolog AT1G59124-TAIR-G identical to cdna rxf10 my - . -
AT1G58807-TAIR-G identical to cdna 45 mrna for prm1 There IS nOt yet a deflnltlve gene
RRERE Py AT1G59620-TAIR-G cwd mrna for prm1 homo ||St for Or 7a. SO VOU have tO
nomolog, partial

AT1G58848-TAIR-G prm1 homolog ATEG15380-TAIR-G drm1 (domains rearrange y ! y

wade through multiple potential
protein matches and make
educated choices.

No match for this search type

No match for this search type

022462 (022462 HORWU): Barperm1 permi

QESRM1 (QESRM1 ORYSA): Hypothetical protein P
Pﬂgggﬁamlgg%mza: Mitochondrial 605 ribosomal QBERM1 (QBERM1 ORYSA): Hypothetical protei// 18 A10.6 0J1118 AID.6
protein L16 RPL1G

P46801 (RM16 ORYSA): Mitochondrial B0S ribosomal QBEYRM1 (QBYRM1 ORYSA): Hypothetical pro%SJNBaUD% F23.24 0S5JNBa0091F23.24 B1203H11.39
protein L16 RPL16 HypotheticalproteinB1203H11.39 HypotheticalproteinOSJNBa0073J19.16 OSJINBa0073J19.16

GODRM1 (QODRM1 ORYSA): 0s03g0371300 protein AR 2
Q7GBCS (Q7GBECE ORYSA): Ubiguitin-related modifier-1 Rurm1
SIZZT : e 6




Browse a Chromosome

Find in ] e
i Or you may select a
Browser Links | Browse the Rice genome (Oryza sativa ssp japonica) chromosome to browse
E¥ Genomes Home |Current Release TIGR v4 | | Entry Points by CI ICklng on |t (See
EY Genomes Help .
[ g Assembly Browse by Chromosome SI |de 9
[\ | Swit . n 1 . . ~ 0
"""""""" Arabidopsis thaliana This release is based on TIGR pseudomolecule assembly release 4
\Oryza rufipogon of IRGSP finished sequence.
: Clones which were not used in t embly have been mapped as
a my bryza sativa), features, and are listed here ’ o
— Yeamays )
ion
\rganelles

» Feature data sets mapped to the genome
detailed form.

» Putative orthologs between rice, Arabidop:
generated using Ensembl's compara pipeli

» Syntenic regions between the maize FPC m
assembly wergjestimated, and loaded into Ensembl.

Information on the
assembly

=)

4 5 6 7 8 9 1011 12 n C

Lookup a Chromosome Location Or Choose a
chr:[1 =] from |1 20000 24

Ri e Maize FPC M Synteny map to
You may enter a\/ﬁ_ Maize | mp VIEW (SéE)e Slide
chromosome Erample Feaures \_
number and b Catig: APONSIZ?
location. J/

3/22/07 Examples

Click to
change
species

Annotation
Info




Synteny: Rice Chr. 1 vs Malize

Find in Rice

|

Browser Links

B Genomes Hom)|
B Genomes Help
B Switch Specie

Chromosome 1

B View Chromosom
B Map your data o1 lis
chromosome

B Switch Chromosome

Navigation for
choosing an
alternate
chromosome or
syntenic species

—

Identifies the rice chromosome you
are browsing, which is in the center
|_ of the diagram.

] 11]

150H 4

2004

Chr 3

/ﬁ

I ejmpowered I

SOH 4

mentifies the maize \

genomes you are
comparing to the rice
chromosome. Color-
coding identifies the
correlations. Those on
the left show blocks of

conserved synteny,
those on the right

\iow homology
etween genes.

\

/

100H 4

\

100H 4

150H 4

-
~ Chr UNKNOKN
Z2ea mads

:\igg

erza sativa chromoso@

—

rd L

Clicking on a link
on the map will let
Open a menu of
options.

"

L3oH |

-4 0H

-~ Zea mays chr 8

- Rice Chr 1:0.0M-0.6M
P-tmaize Chr 8:5.9M-7.8M
[ Centre gene list

-100H

-1S0H

F100]

15 0H)

Chr &

-S0H

—100H

-15 0N

-200H

g
Chr 2
2ea mads

Click on a maize
chromosome and
select “center gene
list” to show rice
synteny to that
maize
chromosome.

: ™
==
:




MapView shows :
distribution of features at R | Ce

chromosome scales. Chromosome 11

MapView Find anything v || [ search |

/ I (=

SSR Markers \\11

RFLP Markers

Click go to view
synteny with current
chromosome (as in
slide 8).

S€ acule asse release 4, of finis
is database does not include the portions of clones not used

Click on image to

2 —
e f = 2 SI 2 d Clones which were not used in the assembly have been mapps
mes Help ( = Zoom In (See 1ae Other clones are listed

feh Species | = 12, contig view) |
= Chromod
mosome 11 ¢ =
/ l ) = Barley_ArrayExemplar_Affy22K Co Ch
< : Barley_EST Count romosome
YOU are here > / Barley ESTCluster_PlantGDB Coun[ . .
E3'View Chr 11 Synteny T— 7 = L_ Barley_ESTcluster_TIGR Count InfO rmation
e = — FGENESH Count

EY switch Chromosoh\ = | | :_: GeneModel Submission Count 183C
[\ Map ypur data onto this§ {5 = = Gel.)eModeI T'IGR Count 4,297
chron \some = = :v:a!zeCKlnchépO_AlmyCZlflfs;;gilz_Affyt}K Count 1 ggg
< = Maize_ArrayConsensus_ ount 7BE
3 = Maize_ArrayGene_NSF58K Count 4591
! = Maize BACend Count 215¢
IZZ/ { Maize_EST Count £2.88¢
.| Choose another Maize_ESTCluster_PlantGDB Count 6862
! Maize_ESTcluster_MMPconsensus Count 1,245
[ Chromosome tO Maize_ESTcluster_TIGR Count 2,581
{ Qiew Maize FSTMu Count 571
- . Maize_HiCotCluygter_TIGR Count 3508
— = Maize HiCotMe@ylFilterCluster TIGR Count B 265

Access Karyoview to - - : :
- = P Maize_HiCot_B t Count 6,197
design your own map = Y 2o

(See Slide 11). >,
3/22/07

Use Anchor view at bottom of
page to select a region by two
tures. (See next slide



Anchor View

Wheat_Marker Count 418
genbank_rrma Count 0
genbank_trna Count 7
miRNA_genes Count B
nonRice_MarkerRFLP Count 108

\wgs_OBOTZOOG Count 133,165

Jump to ContigView

Use Anchor view, to

select a region by two

features features from this chromosome as anchor points and display the

: een thern. Both features must be mapped to the current Ensembl
you select "Mone” for the second feature, the display will be based
e first feature.

S

that If you select widely spaced features there may be an significant

delay embl! builds the ONA display.
Region
From (type): gion ¥ I ‘
To (type): [Region = ™|
Context

Bp downstream

Bp upstream

.................

Fields marked with * are required

3/22/07 10



Karyo View

The basic file format for the data upload h
Chromosome
Chromosome start coordinate

Browser Links

‘ Add your data

Genomes Home
K Genomes Help
KN switch Species

t

: red in a temporary cache. Once you
of the image options.

Information about valid file formats: e.g. GFF, PSL, BED

Display your data

N\ Input new data

K How to upload your
data

Track name (optional)

Paste file content

mpowered

or upload file

or use file URIL

Click here
after entering J

data

Save this iracn -

3/22/07

Ehen Configure results -

isplay and “finish”

Chromosome end coordinate

you to display multiple data sets as eith Featu re name (Optional)

The columns need to be separated from each
other by white space. The 'feature label' can
also be added as a fourth parameter. /

Browse...

Configure karyotype

¥ : i
iomosomes (pixels)
caromosomes (pixeis)

Fields marked with * are required




Viewing Results - Contig View

/Accessed from slide #9, Ensembl 'ContigView'
Is the principal data visualization tool for
genome sequence annotation information. It
provides a high level view of the contig
sequences that form the genome sequence

assembly, and of genes and other features that

¥ have been placed on it. /

&) Genomes Help

& Switch Species

Find in Rice
[
Browser Links Chromosome 11
Overview
N3 . .
&) Genomes Home [ Detailed view

Basepairyiew

Be patient, it may
take a few minutes
to retrieve all
data.

Notice 4 categories, each with [+] or [-] to
expand or collapse that section. (All sections
have been collapsed here for demonstration
purposes.)

3/22/07
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Entire Chromosome is

ChromOsome displayed at the top

Find in | Al v
l y

Browser Links | (=] Chromosome 11

K Genomes Home ok k‘\\ I H I

K Genomes Help
K3 switch Species

Chromosome 11

27,812,569 -
27,912,570 /Area in red outlined box
K View of Chromosome on Chromosome |S the

11 . . d
[\ | Graphical view Identlfles Wthh \ area you are VIeWIng an
[\ Graphical overview Chromosome yOU are IS enlarQEd tO fl“ the
B view Syntenic regions 1

o — overview below.
Qo viewing. Clicking on the N _
ew reglon mn -
TIGR Assembly chromosome will move

Export data \\ \ view to that area /

[\ Export information
about region

&Y Export sequence as

FASTA

[\ Export EMBL file

#: Export Gene info in
region

# Export SNP info in Genomes Menu
EEAIEN options

3/22/07 13



Overview

/

[=] Overview

chr. 11 band AC 146037 AC 116357 | AC 11265

= — —_—  ———— = —— — ——

B 27.85 Mb 27.90 1 27.97/Mb
DNACclone) < AC146937 S AC AC11265/; >
] I | | |
RM7228 RM27334 RM3577  RM27341 RM27344
RM3577
o . -

Markers

Red outlined box on Chromosome
above fills this overview display.
The area in the red box is enlarged

to fill the basepair display below.

3/22/07

L053QC5
1053006

Las3ac1
1053QC2

1053085 “LOC_O3n,
053087 “053QB2

j2Q782 020278 “LO
7 /"Q2Q781 “Q2QZ77
84 020780 L
A2Q783 020779

1020776

Clicking on these sections
will open menus

Rice_QTL
Il Novel Gene, has Ortholog I Known Gene, has Ortholog
Gene legend Il Known Gene [ I
Color-coded
features Key

14



Detailed View

Select options to Customize

Featuresw ESTs¥ GSSs¥ FSTs¥ Arraysy¥ Markersy DAS Sour

view (Slides 16 & 17)

Jump to region |11

.[a7812569 27912570 [

e[

I Intronic

Downstream

Zoom
<1MB| <200k| <Window] + > hannill - Window>| 200k >| [1MB>|
Chr. 11 2782Mb | 2724Mb 2786Mb 2788 Mb 270Mb
Length F— Forward sirand 100.00 Kb LS
;gocz goc_0511g4727s.1 > Features above the
iar_gene igr_gene
£ GeneModel TIGR IQS3OE:1 > (I;53K|?3 > ;3083 > Sequence (Clone) are on the
-tlgr_‘gcne - r! tlgr_gcnre!A. tlgr_gen; — forward Strand
Q33OCU > QO3OC3 > Q03OB4 > QD3088 > QS3080 > Q33OA9 > |
tigr_gene tigr_gene tigr_gene tigr_gene tigr_gene tigr_gene
DNACelone) Features below the
0 . [ ) ]
<Q53QC4  <Q53QB5 < Q53082 -amoa7| sequence (clone) are on the
O GeneModel TIGR tigr_gene tigr_ge:;a tigr_gene tigr_gene
N oan? reverse strand
Rice_EST (I | i tﬁqr[gene I (I | il i
Rice_FSTtos17 1 1l BN . i i nli
Rice_MarkerSSR | |
Rice_mRNA — | | e !
1 [ | | 1 1
RiceNivara_BACend_OMAP = ]
Barley_EST | | ]|
Maize_EST | | 1 1 1
] ] ) | II] | 10
The “+” or “-” sign will tell you if
the track is expanded or collapsed. b '
Click on track name to navigate to ':1] Red outlined box on overview
help file on that term. UL LN W T (previous slide) fills this detailed
Gene legend -KnoxzzﬁazG’::e. has Or‘thologﬂ&4 e 27.engovel Gene N VIeW dlsplay
Il Known Gene
NP legend Synonymous coding Upstream Non-synonymous coding

5 UTR

Info on options
to view

There are currently 92 tracks switched off, use the menus above the image to turn them on.
EnsEMBL Oryza sativa version 42.24 () Chromosome 11 27,812,569 - 27,912,570

15
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Detail Navigation

Navigation - Adjust your view by |
entering coordinates, then refresh

Featuresw ESTs¥ Gs/sw/ FS5Ts¥ Arrays¥ Markers ¥y DAS Sourcesw Decorati

¥ Image size'¥

Help v

Jump to region | 11

..........................................................

-F_

Zoom

ans(ll - | ] e

3/22/07

Navigation, use
to go to different
view.

Zoom in/out to a
desired level of
resolution

16




Customize your detailed view display by
selecting and deselecting options.
Selections will be saved for future visits.

Customizing the Detail View

R D0 Ryegrass_MethyIFitarCuster_Crion
luster |[] SOrghum_GSS_Kiain

B
[[] Serghur¥LSTeluster ™ Sorghum_Methy Filier Oricn

/4§ v Markers v DAS Sources ¥ Decorations ¥ Image size v Help v
Jump to region 10 1243467 - 1343468 [ Refresh | Band: “Refresh
<Window] g Window>| 200k>| 1M8>|
U RizeAts_BACENG [[] Rice_ArrayConsenaus _AYSTK
. — [:] Rice_ArrayQligo_NSF20K
B Zf"e:us"':u s:s, [] Rice_ArrayQigo_YaloS8K
Icebrachyanihe
. 1 D Rice_MpseTeg SOQUOPCO
[¥] GereModel TIGR — 8 Zfﬁeg‘L’C‘f"‘-ﬁég Barky_ArayExempt 22K B Codons '
genbank_ima Rice E3T rLeGlabe [] Maize_ArrayCon _AMYIBK [r—
[x] enbark_rrra [ Res_ESTohsier_Poni™ RiceGr _BA] Maize_Aray@#¥hisFssk [] Start/Stop codons Width 800px
Rice ESTelster_TIG —- —mm -
[[] GerelMode! Gramen Rice, cDNA_KOME [ Rfce@rica_&\ 0 MmZ.uCOr HAllatCor's_evsusj\ﬂyBK Contigs * Width 700px
mRNA_gerw Rieo. MRNA D RmcMuruta_BACc[:] Sugarcare ArrayConsensus ATy 8K @ Rubf o% wnth ewpx
ir =1 o1 [[K) RiceNvara_BAC[] Wheal Araploceacsis ALual
8 ::::z:izT;LZe% RiceOfficinals_BACenc_ R»ce_MarkerRFLP EI &ab$° Width S00px
Z::‘:‘-gl s pd[) RicoPunctate BACend_OMAP Rice_MarkerSSR ] % ] ]
y_ESTcluster_| . X

e Estetoo ) FoRGieyLBACon)_OMAP M“‘z"—“@‘%’ gfow|  Be patient when making

Mazo st K] RiceRufipogon_BACend_OMAP show|  changes,, it may take a

» Harzc;EsTcl.:»:cr_M\D Maize_BACend Sorgw—Marker 1= Show g " y )

E]] taze, ESTebster P Maizo. HiGot Benneizen t_Marker (X chow few minutes to retrieve all

Sze | Custer_ . " 1

(] Mozo_MAGLISU I e D nonRice_MarkerRFLP A da‘[a

[] Maze_WaS G| Maize_HiCotMethyFiterCluster_ [] Hai :

Maze_mRNA [] Maize_MethylFiter_CSHL D Concise labels Width 1500px

[] Miber_EST (] Maize_MethylFitar_Orion R 2

" - : LtE
[] Onerponceac &2t | Ryegrass_MethyIFiter_Orion [] RestEnzymes Width 1600px
[] Qther 4 _RestEnzymes on 200! Widith

| So-gh-,m_ESTclusmvaD Sorghum_ D Rice_FST-TDNA
E] Sorghum_cDNA 17
Sugarcane_EST
Wheal EST

[ Wheat ESTeluster_FlantGDB
[[] Wheat ESTcluster TIGR

[:] Malke_ FSTMu

(] Rice_?os
O R? Ttransposon

q Reset options | AL T




Customization Pop-up menu

(] Seauence -« For this tutorial, the “show popup menus’ has

= ;"mpd been selected from the “decorations” options.

& Cortios Clicking on a feature will open a menu option.
%’Zﬁ:;aa, You may get different results if you have different
[ selections.

] Show popup menus .
[] Show # bumped glyphs
HE Concise labels - 1_ e
O Resf Enz'y'mes
] ‘lnformatlon track .
X Gene legend -
[X] SNPlegend . -
. Reset options -
=
3/22/07 18



Features¥ ESTs¥ GSSs¥ FSTs¥ Arraysy Markers ¥ DAS Sources ¥y Repeats ¥ Decorations ¥ Image sizew Helpy |

Jump to region [11 :[27812569 27912570

Zoom
-l...lll -

ol
Window>| 200k>| 1MB>|

Detall

Chr. 11
Length

=] GeneModel TIGR

C|ICk 0

27.22 Mb

27.90 Mb

Menus

[y ||
< Q53082
n features to
fferent menu
[ |

& Rice_EST | open di
[ Rice_FSTios17 1 11 -
O Rice_MarkerSSR 0pt|0nS
[ Rice_mRNA 1 ID: /M _001075037
GenBank
[Z] RiceNivara_BACend_OMAIlpMarker
View all hits

Barley_EST
Maize_EST |

[=] Maize_HiCotMethylFilterCluster_TIGR
[=] Sorghum_EST

View alignment

LOS D-da-aTnT0 4 v

gore Gene

A

Click for

i IGR_LOCUS:LOC_Os11g47
Q53QC1 > . Gene:LOC_0Os11g47278 A A
&= GeneModel TIGR tiar. gene {e TranscrLOC_Osi1g47278.1 |nf0rmat|0n,
- n Peptide:LOC_Os11g47278.1 -
Q53QC0 > B4 > Q530883 as3Export Gene see Slides
tigr_gene tigr_gen ne tigr_ge tigr gpon gDle
A ort Peptide
DNAclone) : 21'29

||
< Q530A7
tigr_gene

B
< Q20789
tigr_gene

.|gr gene

Reverse strand —

27.22 Mb

27.90 Mb

=] Wheat_EST —
Markers
SNPs |
Length —wa— SNP:rs¥9120893 A X kb
SNP propertie

= ZBMb ;55856062 oMb

I Known Gene Il Novel Gene
Gene legend status: -

Il Known Genegjase: snp

Synonymousambiguity code: Y

LI EMintonic  alleles: T/C .

There are currentsource: dbSNP

EnsEMBL Oryza :lype: CIICk for SNP

information, See
3/22/07 slide 31

N

Non-synonymous coding

Click for
more marker

_

\lnfo

19



Click for more
information on tracks.

E] Basepair view

Base Pair View

[z
//

/

T |

Chr. 11
Length

Amino acids

Sequence
DNACclone)

Sequence

Amino acid

27,862,520 27,262,540 27,262,560 27 262,520 27,862,600
F— Forward sirand 100 bp

vnFy 18l lv DWVY-CYFYLL_FCYF.DFDN-VQ
leeyru LSt 1. v 0 @2y T v o FLEirIlFR:-
Hlr:1rorEL 1l : ¥ 2ErEy tfllo rv1E 1 1 18c]

-

[s x vk
Kl: 1 cf@8co@r v Lo llIX
vml Nl By 1@y Fr1l:vIE

LIElL o w1 v wlg vy 1 v v BPv 0 y v B2 ]
slv ®@lv o IISTRIS L T c

vIlE c SR 1 B oLo1 R 1 S

100 bp Reversa sfrand —

EnsEMBL Oryza sativa version 41.23 () Chro e 1127,862,519-27 &2 618

displayed here.

Each sequence has three different possible Click length ruler to Opej
codon (amino acid) sequences, which are Z00m menu

20




OO N=44-4TnT0 4

igcoreGene A X

TIGR_LOCUS:LOC Os11g47278.1

Peptide:L
i3Export Gene
r Export cDNA

LExport Peptide

In detail view, Gene |nf0

click on a feature
to open a menu
(see slide 19)

/Describes Iocation\

on the Rice

3/22/07

Find in | | genome. Select to
| . - -
Browser Links | (=] Ensembl Gene Report for LOC_0s 11947180 VIEW detalled |nf0
'\ Gene 53002 (SPTREMBL) from the Genome
Genomes Home
n Genomes Help Tigr Gene ID LOC_0Os11g47180 Browser. /
n Switch Species Genomic Location This gene can be found on Chromosome 11 at location 27,817 912-27 821,316.
The start of this gene is located in Clone AC116367.
LOC_0s11947180 | Fasnet '
Description Leucine Rich Repeat family protein, expressed
< n Gene information ;
r Prediction Method Gene annotation by TIGR through a process of automatic and manual curation
Genomic sequence
LOC_0Os11g47180.1 LOC_0s11g47180.1 Qs53Qcz T ipt inf: E: inf Peptide inf
n e e e el I e E]Transcripts _Os11g _0Os11g [Transcript info] [Exon info] [Peptide info]
n o Features ¥
Gene splice site image
| Eoreeafis Chr. 11 2781 Mb 2781 Mb 27.82 Mb. 27.82 Mb. 27.82 Mb 27.83 Mb
Length — Forward sirand 2341 Kb ——
n Gene wvariation info. | ]
n Q53QC2 >
Transcript information tigr_gene
N _ . GeneModel TIGR . __.__ I
Exon information Q53089 > Q53QC0 > Q53QC1 = Q53QC3 >
n Ity S tigr_gene tigr_gene tigr_gene tlgr_gene
N\ ONACclone)
T T L T T T L O . T B T L T L
Export gene data Length -t 23.41 Kb Reverse strand —
Chromosome 11 27.81 Mb 2781 Mb 27.82 Mb 27,82 Mb 27.82 Mb 27.83 Mb
AT OAT DA DT O%A DAL
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Browser Links

EY Genomes Home
EY Genomes Help
E¥ switch Species

LOC_Os11g47278

E¥ Genomic sequence

alignment
[\ Gene splice site image
EY Gene tree info
E¥ Gene variation info.
\ | Transcript information
EY Exon information
E¥ Protein information
(\ | Export gene data

Chromosome 11
27,871,699 - 27,872,374

[\ ¥1iew of Chromosome

\ | Graphical view
[\ Graphical overview

[\ Export information
about region

Y Export uence as
FASTA

KN Export EMBL file
Export Gene info in
region

Export SNP info in
region

3/22/07

Genomic sequence

Gene Sequence information

Gene
Tigr Gene ID

Genomic Location

Markup options

Marked_up_sequence

LOC_0s11g47278 () Toviewall Ensembl geneslinkedtothe name click here.
LOC_0s11g47278

This gene can be found on Chromosome 11 at location 27,871,699-27,872,374.
The start of this gene is located in Clone AC116367.

5' Flanking sequence

3' Flanking sequence

Exons to display IEnsembl exons v

Exons on strand IBoth orientations |

| Do not show Variations |

| None ~|

Update

Show variations

Line numbering

THIS STYLE: Location of other exons
THIS STYLE: Location of selected exons

>chromosome: TIGR4:11:27871099:27872974:1

ATATTTCAAATCTATATATTTTAAAAGATGTCTTTTATTACCATTTTCATGAAGCGAACT
ATTCAAATATGTATTAACGATCAAAGTGTAAACCTATGGATTACATGTTTTATAAAATTT
AACTCACTCATAGCTAGAGAAAGTAATTAAGAGTGAACAATAAATCAGGAGAACGAACCA
GGACTTTATATTATTTGTTGATAAGCTCGATTAGCAAGTATTAGTCACGGAAGCACTGAC
AGCTCTGATAAATATGTCAAATGTTTCCCCGCAAAAAAAAAATGTCAAATGTTCACACCT
ACAATCTAACCGTGGGCCGAATTATTTGGACCAATTTGAGCCCAGCCGGTAAGGTGTACG
TGTCGGCCCAAAACATCAAATCTTATAAAATAAACAGCTAATAAATTGCTCAGCATAAAT
GCAAGGGATATGAGTAAGATAATGTTTGCATTAATATATGTCATTTATGGTGGGTTATTG
TACCCCTATATGAACACCGGCAACAGTGAAGGTCGTAGAAGTAGCTTATCAAATCATCGG
GAGAACAAAACACTGTAGCCTGATCTTGTGATGGCAATCATTTCCAAGAAAAATAACACA
ATGGCCCTCGGCTGCTTGGTGGCTTTTGTGATCTTGGCTGTCGCTCTCTCATCCTGCAAA
GCGGACGGTTAGATTTAATTTCCTCTCTACAATGTTTGCTACAAATTTAAACATTGCTCC
AAATCTTAGATCCATGTCAAATTTAAAGTTTGTATATATGTTAAACTACAATTGTTTAAA
ATATTTAATTTCCTCTAAAATATAAATAAAATGATTTATTTAAATATTACCAACATAAGC
ACAGAATTTCTACATTTAGAAATACCTAGCTTAAAAAAAATAAATTAGAGTTGTGCCGAA
CAAGGCCAATATACAGAGTTGTGCCAAACAGATTGAAGATTTTATAAGCGAAGATTTTTG

Fields marked with * are required
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Genomic Sequence alignment

— TR WS |

LOC_Os11g47278

EY Gene information
[\ Genomic
Ge
ali

nomic sequence
nment

EY Gene splice site image
EY Gene tree info

EY Gene variation info.

\ | Transcript information
EY Exon information

E¥ Protein information
Export gene data

Chromosome 11
27,871,699 - 27,872,374

[\ ¥:ew of Chromosome

KN Graphical view
[\ Graphical overview

[\ Export information
about region

EY Export sequence as
FASTA

EY Export EMBL file

# Export Gene info in
region

# Export SNP info in
region

= mpowered

3/22/07

Genomic Location

Markup options

Marked_up_sequence

This gene can be found on Chromosome 11 at location 27,871,699-27,872,374.
The start of this gene is located in Clone AC116367.

5' Flanking sequence 600 "
3' Flanking sequence [600

Alignment width 120 *Number of bp per line in alignments

Exons to display I Ensembl exons |

Exons on strand IBoth orientations :]

Show variations | Do not show Variations |

Line numbering INO"E Ll

Conservation regions |AII conserved regions |

Codons | Do not show codons v/

Title display | None jOn mouse over displays exon IDs, length ¢

View in alignment with ¢ No alignments

Update

THIS STYLE: Location of selected exons

Oryza_sativa>
chromosome:TIGR4:11:27871099:27872974:1

ATATTTCAAATCTATATATTTTAAAAGATGTCTTTTATTACCATTTTCATGAAGCGAACTATTCAAATATGTATTAACGATCAAAG'
AACTCACTCATAGCTAGAGAAAGTAATTAAGAGTGAACAATAAATCAGGAGAACGAACCAGGACTTTATATTATTTGTTGATAAGC!
AGCTCTGATAAATATGTCAAATGTTTCCCCGCAAAAAAAAAATGTCAAATGTTCACACCTACAATCTAACCGTGGGCCGAATTATT!
TGTCGGCCCAAAACATCAAATCTTATAAAATAAACAGCTAATAAATTGCTCAGCATAAATGCAAGGGATATGAGTAAGATAATGTT!
TACCCCTATATGAACACCGGCAACAGTGAAGGTCGTAGAAGTAGCTTATCAAATCATCGGGAGAACAAAACACTGTAGCCTGATCT!
ATGGCCCTCGGCTGCTTGGTGGCTTTTGTGATCTTGGCTGTCGCTCTCTCATCCTGCAAAGCGGACGGTTAGATTTAATTTCCTCT!
AAATCTTAGATCCATGTCAAATTTAAAGTTTGTATATATGTTAAACTACAATTGTTTAAAATATTTAATTTCCTCTAAAATATAAA'
ACAGAATTTCTACATTTAGAAATACCTAGCTTAAAAAAAATAAATTAGAGTTGTGCCGAACAAGGCCAATATACAGAGTTGTGCCAI
AAGTTGTGGTAGTTACTACAAATTTGTTTTTCTTTAGTACCTACTGTAAGCATGGCATCACTAGAAATTAATGATTGTAGATGCGC!
GGCATTTTATACAGAGTTTGTTGTTTATTTTGTAGAGAGTACAGATGTGTGTTTCTATACGGGTCTCCGGGCATGCCAAGTGAGAR!

MOMAAMAARAMAARRRAAAAAAMAAMAARRAMARAARRAAMAR A AMAAMAAMAARRARAARRAARNMAARMMAAMAAMMARAMARARMARAM
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Gene splice site image

Find in

Browser Links

EY Genomes Home
EY Genomes Help
K3 switch Species

LOC_Os11g47278

(N Gene information

Y Genomic sequence

\ | Genomic sequence

&Y Gene splice site image >

Gene tree info
E¥ Gene variation info.
(N Transcript information
EY Exon information
(N Protein information
(\ | Export gene data

Chromosome 11
27,871,699 - 27,872,374

B ¥1|ew of Chromosome

(N Graphical view
(N Graphical overview

(N Export information
about region

3/22/07

All v Search
] ] searn |
| Ensembl Gene Splice Report for LOC_Os11g47278
Gene LOC_Os11g47278 () Toviewall Ensembl geneslinkedtothe name click here.
Tigr Gene ID LOC_0Os11g47278
Genomic Location  This gene can be found on Chromosome 11 at location 27,871,699-27,872,374.
| The start of this gene is located in Clone AC116367.
Description hypothetical protein
Splice sites for region go gene LOC_0Os11g47278
Features ¥ Context¥ Image sizew Exporty
27,260,000 27,270,000 27,871,000 27,872,000 27,873,000 27,874,000 27,875,000
Length F— Forward sfrand 7.44 Kb -—
| ! | e |
GeneModel TIGR Q53QB80 > LOC_Os11g47278.1 >
tigr_gene tigr_gene
DNACclone)
-
L P R PP PO RTRTRTRTRTR
GeneModel TIGR < Q53082
tigr_gene
GeneModel TIGR m-—
Length -t 276 bp Reverse sirand —|
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ene Tree Image (NEW!)

Gene information

Gene
Tigr Gene ID

Genomic Location

Description

Gene Tree fi

LOC_0Os11g47278 () Toiewall Ensembl geneslinkedtathe name click here.
LOC_Os11g47278

This gene can be found on Chromosome 11 at location 27,871,699-27,872,374.
The start of this gene is located in Clone AC116367.

hypothetical protein

is gene has no orthologues in Ensembl Compara, so a gene tree cannot be built. >

LOC_Os11g47278

. Qoes.
Gene Tree for gene LOC_0s06g16370

Our example does\
not have a gene

tree, but below here
there is another
example of one that

_/

K Gene information
& Genomic sequence

& Genomic sequence
alignment

EY Gene splice site image

| G
M ena.ariatierrTnfo.

(N Transcript information
&Y Exon information

K3 Protein information
N\ Export gene data

Image size ¥ Exporty

Help ¥ |

ATSG24530-TAIR-G Arabidopsis thaliana
EAMTAIRG Arabidogsis thaliana
ATSG576E0-TAIR-G Arabidogpsis thaliana
" E LOC_0s04342020 Cryza sativa
LOC_Os(293¢710 Oryza sativa

ATSG15850-TAIRG Arabidogsis thaliana
ATSG1 5843 TAIR-G Arabidogsis thaliana
ATIGIZ330-TAIRG Arabidogpsis thaliana

L ——————————————®1.0C_0s06916370 Oryza sativa

Gene Orthologues

The following gene(s) have been identified as putative orthologues:

Species Type Gene identifier
Arabidopsis thaliana 1-to-many AT3G02380-TAIR-G (COL2) [MuttiContigiew] [£lign]

[=] Orthologue Prediction

(CO) encoding zinc-finger proteins

Chromosome 11

1-to-many ATSEG15840-TAIR-G (CO) MultiContigview] [Align]

COL2 (CONSTANS-LIKE 2); transcription factor! zinc ion hinding, homologous to the flowering-time gene CONSTANS

CO (CONSTANS); transcription factor! zinc ion hinding, Encodes a protein showing similarities to zinc finger
transcription factors, involved in regulation of flowering under long days.

27,871,699 - 27,872,374

3/22/07

1-to-many ATEG15850-TAIR-G (COL1) MultiContigview] [Align]
COL1 (CONSTANS-LIKE 1); transcription factor/ zinc ion hinding; Homologous to the flowering-time gene CONSTANS.

Yiew alignments of homologies.




Browser Links |

: K3 Genomes Home
| EY Genomes Help
'EY switch Species

i LOC_Os11g47278

| K3 Gene information
| ¥ Genomic sequence

{EY Genomic sequence
alignment

'EY Gene splice site image
: EY Gene i
Gene variation info.

: [\ Exon information
| EY Protein information
N Export gene data

| Chromosome 11
| 27,871,699 - 27,872,374
i

i KN View of Chromosome

| [\ Graphical view
N Graphical overview

I [\ Export information
about region

[\ Export sequence as
FASTA
/B3 Export EMBL file
#: Export Gene info in
| region
#: Export SNP info in
region

3/22/07

Gene variation Info

Ensembl Gene Variation Report for LOC_Os11g47278

Gene LOC_0s11g47278 () Toviewall Ensembl genes linkedto the name click here.

Tigr Gene ID LOC_Os11g47278

Genomic Location = This gene can be found on Chromosome 11 at location 27,871,699-27,872,374.
The start of this gene is located in Clone AC116367.

Description hypothetical protein

SNPs and variations in region of gene LOC_0Os11g47278

DNA(clone)

GeneModel TIGR

SNPs

GeneModel TIGR

Length

Features ¥ Sourcey SNP class¥ Validationy SNPtypew Contexty Image sizew Exporty Help ¥
27,260,000 27,270,000 27,271,000 27,872,000 27,273,000 27,274,000 27,875,000
Length +— Forward sfrand 7.44 Kb Y-
i | sole |
GeneModel TIGR Q53QB0 > LOC_Os11g47278.1 >

tigr_gene tigr_gene

< Q53082
tigr_gene
I Il I |
m—
- 876 bp Reverse strand —

There are no SNPs within the context selected for this transcript.
None of the intronic variations are removed by the Context drop down filter.

(=] Variations in LOC_Os11g47278.1
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Transcript Info

Browser Links

|

E¥ Genomes Home
KY Genomes Help
E¥ switch Species

LOC_Os11g47278.1

E¥ Gene information
K Gene splice site image

K Genomic sequence
\] -

[\ | Transcript information

E¥ Protein information
\ | Export transcript data

Chromosome 11
27,871,699 - 27,872,374

[\ | }‘I;ew of Chromosome

[\ Graphical view
[\ | Graphical overview
[\ Export information
about region
EY Export uence as
FAE?I' A ed
E¥ Export EMBL file
#: Export Gene info in
region
#: Export SNP info in
region

= mpowered

3/22/07

Ensembl Transcript Report

Transcript
Tigr Transcript ID

Transcript information

Genomic Location

Description

Similarity Matches

GO

Transcript structure

Transcript neigbourhood

Transcript sequence

LOC_Os11g47278.1

Exons: 2 Transcript length: 228 bps Translation length: 75 residues
This transcript is a product of gene: LOC_Os11g47278

This transcript can be found on Chromosome 11 at location 27,871,869
The start of this transcript is located in Clone AC116367.

hypothetical protein

The following GO terms have been mapped to this entry via InterPr

LOC_0s11g47278.1 (TIGR_LOCUS)

Describes location on the
Rice genome. Select to
view detailed info from
the Genome Browser.

This GeneModel TIGR entry corresponds to the following database identifiers:

TIGR_LOCUS:
TIGR_FN:

LOC_Os11g47278.1
11981.m08508

Q‘%}ene Ontology

— Forward sfrand 676 bp -
27.86 Mb 27.87 Mb 27.87 Mb 27.87 Mb 27.22 Mb 27,
— Forward strand 2068 Kb -
[y |
LOC_Os11g47278.1 >
tigr_gene
T K
Q53083 > Q53080 >
tigr_gene tigr_gene Al
ey v |
<Q530B2
tigr_gene
27.86 Mb 27.87 Mb 27.87 Mb 27.87 Mb 27.22 Mb 27,

ATGGCCCTCGGCTGCTTGGTGGCTTTTGTGATCTTGGCTGTCGCTCTCTCATCCTGCARA
GCGGACGAGAGTACAGATGTGTGTTTCTATACGGGTCTCCGGGCATGCCAAGTGAGAATG
TGTGGAGCCTACTGCCTCAAATACTATGGTAATTTGGTAGACTGGAAAGGCGCCTACTGC
AATGAGCAAGTGAAATGCTGCTGCAAAGCAAGATCGATTAGTCGTTGA

Show the followina features: I Exons

~|
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Drowser LINKs

|

EY Genomes Home
K Genomes Help
E¥ switch Species

Ensembl Exon Report
Transcript
Tigr Transcript ID

T ipt information

LOC_Os11g47278.1

KY Gene information
K Gene splice site image

K Genomic sequence
EY Gene variation info.

! Exon information

[\ | Export transcript data

Chromosome 11
27,871,699 - 27,872,374

\ | ¥1iew of Chromosome

\ | Graphical view
\ | Graphical overview

\ | Export information
about region

Y Export uence as
FASTA

EY Export EMBL file

# Export Gene info in
region

# Export SNP info in
region

3/22/07

Genomic Location

Description

Rendering options

=] Exon Information

No. Exon/ Intron
5' upstream sequence

1 LOC_Os11g47278.1.exon1 11 1

Intron 1-2

2 LOC_Os11g47278.1.exon2 11 1

3' downstream sequence

[ supporting Evidence

Exon Info

LOC_0s11g47278.1 () Toviewall Ensembl geneslinkedtothe name click here.
LOC_Os11g47278.1

Exons: 2 Transcript length: 228 bps Translation length: 75 residues
This transcript is a product of gene: LOC_0Os11g47278

This transcript can be found on Chromosome 11 at location 27,871,699-27,872,374.
The start of this transcript is located in Clone AC116367.

hypothetical protein

Flanking sequence at either end of 50
transcript
25

Show full intronic sequence r

Intron base pairs to show at splice sites

Show exons only r

Chr Strand Start End Start Phase End Phase Length Sequence
27,871,699 27,871,765 0 1 67 eB%%%%%T CGGCTGCTTGGTGGCTTTTGTGATCTTGGCTGTCGCTCTCTCATCCTGCAAA
1 1 27,871,766 27,872,213 448 gttagatttaatttcctetctacaa.......... acagagtttgttgtttattttgtag

161 AGAGTACAGATGTGTGTTTCTATACGGGTCTCCGGGCATGCCAAGTGAGAATGTGTGGAG
CCTACTGCCTCAAATACTATGGTAATTTGGTAGACTGGAAAGGCGCCTACTGCAATGAGC

AGA
AAGTGAAATGCTGCTGCAAAGCAAGATCGATTAGTCGTTGA
ataaatcaattaatgtccacctaatcgatcaatctigtigagacggattg..........

27,872,214 27,872,374 1 0

The supporting evidence below consists of the sequence matches on which the exon predictions were based and are sorted by alignment score.

o El--2 Hl--7 BEl--0 Bl--75 Bl>-% <=50 NO EVIDENCE

Score:
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Protein Info

Browser Links |  Ensembl Protein Report
v | @ Translation LOC_Os11g47278.1 (TIGR_LOCUS)
K3 Genomes Help Tigr Translation ID LOC_Os11g47278.1

EY switch Species
LOC_Os119g47278.1

Translation information This protein is a translation of transcript LOC_Os11g47278.1, which is a product of gene LOC_Os11g47278.

Genomic Location This translation can be found on Chromosome 11 at location 27,871,699-27,872,374.

[\ Gene information The start of this translation is located in Clone AC116367.
EY Genomic uence

a“gnmemseq Description hypothetical protein
EY Gene sllos s image GO The following GO terms have been mapped to this entry via InterProScan:
EY Gene tree info
KN Gene variation info. Protein Features Peptide

Scale (aa) ) 8 16 24 2 40 48 % 64 75

ES Genomic sequence
K3 Transcript information Protein Sequence MALGCLVAFVILAVALSSCKADESTDVCFYTGLRACQVRMCGAYCLKYYGNLVDWKGAYC
B Exonintoccatio NEQVKCCCKARSISR
. Protei

Proein indormation Show the following features: | None =
By g . - Fata

Number residues: |N° j
Chromosome 11

27,871,699 - 27,872,374 m

[\ ¥1iew of Chromosome

(=] Domains on LOC_Os11g47278.1

0 No domains on this peptide
Graphical overview [5] Other features on LOC_Os11g47278.1
[\ Export information

about region No other features on this peptide
[\ Egc_ﬂ sequence as [ variations on LOC_Os11g47278.1

[\ Graphical view

3/22/07 29



Browser Links

[\ Genomes Home
KN Genomes Help
E¥ switch Species

Chromosome 11
27,871,699 - 27,872,374

[\ ¥1Iew of Chromosome

[\ Graphical view
[\ Graphical overview
Y View Syntenic regions

K3 view region in CMap

Export data

[\ Export information
about region

[\ Export sequence as
FAS'I'A”q

KN Export EMBL file

# Export Gene info in ~
region

#: Export SNP info in
region

LOC_Os11g47278.1

E¥ Gene information

[\ Gene splice site image
[\ Genomic sequence
KN Gene variation info.
[\ Transcript information
[\ Exon information

EY protein infarmation
Export transcript dah)

3/22/07

Export

Select region/ffeature to Export

Choose one or two features from the same chromosome as anchor

ints and display the region between them. Both features must be mapped to the current Ensembl golden tiling path. If you select

"None" for the second feature, the display will be based around the first feature.
Please note that there is an upper limit of 5Mb that we will export.

The default is to select

the feature to export
from the page you
visited here from.

Region
Chromosome name/fragment I
From (type): |Peptide  ~|[LOC_Os11g47278.1  *
To (type): | Base pair |
Context
Bp upstream (to the left) I
Bp downstream (to the right) I
Output format

Output Format I FASTA format text file |

These links will read differently,
depending upon the page you are on
(gene, protein, exon, etc.).

Fields marked with * are required

Home

| Site Map |
Gramene

<«
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Click for Gene SNP

info —(gene variation S NP Pro pe rtl es

report) — see slide 25

rs19120893 (dbSNP 12

EY Genomes SNP

EY Genomes Synonyms
EY switch s

dbSNP: rs19 /893

None currently in the database

T/C (ambiguity code: Y)

Go to NCBI

Alleles

Unknown

Validation status

GENOMIC

E¥ Gene SNP info Molecular type

Linkage disequilibrium No linkage data for this SNP

data

EY Gene SNP info

onent "tagged_snp"  Function EnsEMBL::Web::Component::SNP::tagged_snp fails to execute due to the following error:

n Gene SNP info iWeb: :Component: :SNP::tagged_snp called at
[\ ] Gene SNP info - dules/EnsEMBL/Web/Document/Panel.pm line 554.
Ho You are here, accessed from Slide 19
rs 20893 - info
quenosTogroT ATCCGTCARGTCATCCATCCGGAGTGGTTGGCGAATCCGGY GGTCGTTCCCAAGGCGAAC
Chromosome 11 GGCAAGCTTCGGATGTGCATC (SNP highlighted)

27,828,062

R Ly [=] Genotype frequencies per population

1 This SNP has not been genotyped in a population. GO to Contig VieW
EY Graphical view (= Allele frequencies per population
(\ Graphical overview This SNP has no allele frequences per population.
EY Export information (5] SNP rs19120893 is located in the following transcripts

about region 9 P
[\ Export sequence as Genomic location (strand) Location Transcript: start GeneSNPView link Translation: start-end Peptide allele Type

FASTA 11: 25857316-25857316 (1) SNP maps several times: LOC_Os11 1: 2606-2606  View in gene context LOC_Os11g43670.1: 869-869 V/A NON_SYNONYMOUS_CODING
[\ Export EMBL file Choose this location
# Export Gene info in LOC_Os11g43680.1: n/a View in gene context LOC_Os11g43680.1: n/a DOWNSTREAM

region 1: 465759-465759 (1) SNP maps several times: LOC_Os01g01850.1: 2606-2606 View in gene context LOC_Os01g01850.1: 869-869 V/A NON_SYNONYMOUS_CODING
# Export SNP info in Choose this location

region LOC_0Os01g01860.1: n/a View in gene context LOC_Os01g01860.1: n/a DOWNSTREAM

11: 27828062-27828062 (1)  Current location LOC_0Os11g47190.1: 2606-2606 View in gene context LOC_Os11g47190.1: 869-869 V/A NON_SYNONYMOUS_CODING
LOC_0s11g47200.1: n/a View in gene context .
\
- Use menu to customize

(=] SNP Context - chromosome 11 27828062

A
Features ¥ Source¥y SNP classy -StFType ¥ Decorations¥ Export¥ Image sizew Help ¥ ‘
& genbank_rrna No genbank_rrna in this region
0 siRNA_genes No siRNA_genes in this region
M aanhank trna Ma mambhanl drmn in thin rmaine
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Genomes Menu

| E
ind in

Genomes Menu options A Go to Chromosome
(From Slide 13) rowse overview (see slide 9)
&Y Genomes Home

| &Y Genomes Help
&Y Switch Species

Chromosome 11
27,812,569 -

27,912,570

A B AR

&Y View of cmm&e

11
(\ Graphical vi
N Graphical

B View Syntenic regions

Go to contig detail view and
— __ overview (see slide 12)

ew

Y View reqtomimemmr— Go to Maps module (see
TIGR Assembly |\/|apS tutorial)
Export data
Go to Export page (sea —
lide30) T G /F SpemRsel e
EY Export sequance—" __sequence (see slide 33) |

FASTA
Go to Export EMBL\

fg Export EMBL file /Go to GrameneMart to

# Export Gene imu,;.-/ _

data (see slide 34) el export Gene or SNP info.
312207 R See GrameneMart tutorial J 32
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Export FASTA

Find in

Browser Links

| Configuring FASTA File output for FASTA format text file

n Genomes Home
n Genomes Help

n Switch Species

You are exporting Chromosome 11 27,812,569 - 27 912,569,

FASTAformat options

HTML Text
® @)
O Compressed text (.gz)

Output for mat

Chromosome 11
27.812,569 - 27,912,569

n View of Chromosome 11
n Graphical view

n Graphical overview
n View Syrtenic regions ...

u View regionin CMAP TIGR
Assembly

Select options and
follow instructions

Export data

n Export infor mation about

-
n Export sequence as FASTA

Export Gene info in region

Export SNP info in region

= mpowered
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Export EMBL

Browser Links

| Configuring Flat File output for EMBL

K3 Genomes Home
EY Genomes Help
EY switch Species

You are exporting Chromosome 11 27,812,569 - 27,912,570.
Flat file format options

Features to export [~ Similarity features
g I~ Repeat features

Chromosome 11

[~ Prediction features (genscan)

27,812,569 - 27,912,570 [~ Contig Information

[\ }'I‘:ew of Chromosome

(\ | Graphical view
(\ | Graphical overview
B View Syntenic regions

Y View region in CMap

r Variation features

r Marker features

r Gene Information

r EST Gene Information

Output format © HTML

Select options and

Export data

(\ | Export information
about region

ASTA
rt EMBL fil

#: Export Gene infoin ——
region

# Export SNP info in <=
region

follow instructions

—— Select options and

use GrameneMart

3/22/07

¢ Text

Cogliinue >>

¢~ Compressed text (.gz)

Home

| site
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Contact Gramene

Genome _browser Find anything v

Fezdback

Use the feedback button, located at the top of every page, to
provide feedback or to ask questions about Gramene.

= D' Email Gramene at gramene@gramene.org
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