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Welcome to the Maps and
CMap Tutorial

Identify the location of a particular gene, trait, QTL
or marker - and the grass species they have been
mapped to - on genetic, QTL, physical, sequence,
and deletion maps .

Use the CMap viewer to examine the co-linearity of a
particular region in one chromosome or species to
another; or infer which linkage group in one
species 1s most conserved with a linkage group in
another species. .

Determine which maps are the best for making
comparisons.



GMOD

CMap was originally written for the Gramene project
(http://www.gramene.org/) and is now part of the GMOD
(Generic Model Organism Database) Project
(http://www.gmod.org/).

For more assistance on cmap, Vvisit
http://www.gmod.org/cmap/

GRAMENE GMakD
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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

A Resource for Comparative Grass Genomics

Genomes-Ensembl

Quick Search

Markers
QTL
Diversity

ra
Click here to open the
enced genomes for Rice, Maize & Ard
Maps Home Page

Ii
Search |

Search a single medule or all
available modules plus online
documentation.

Diversity , Pathways, BLAST and Mart
not available in this search.

rameneMart;

ment with BLAST; search by Gene (

lam or ProSite or Browse b ~

physical maps for Rfte, Wild Rice, Maize, Wheat, Barley, Oats, Sorghum, and other grasses, or use the Comparative
pare maps of different types and species.

Genes

Proteins

Pathways

Ontologies
Literature
Sequences-BLAST
AII-Gran.le'n.eMz'ir't

netic markers (RFLPs, SSRs, etc.), DNA Probes (Primers, Overgos, efc.), Genomic Regions (Clones, FPContigs, efc.),

5Ts, etc.); Use the Simple Sequence Repeat Identification Tool (SSRIT); or search by species, including Rice (Oryza
and Others.

Have Questions...?

o Gramene now has tutorials
for every module, also
recommended for
experienced users.

o Ask questions through
Feedback or Email.

« See FAQ for questions and
answers.

ENTRAITS: Search the Genes or QTL database for important phenotype-releated loci such as Rice Genes, Rice QTL, Maize QTL. Don't forget to
explore traits in Ontologies.

ENGENETIC DIVERSITY: Search for SNP and SSR allelic variation on loci of rice, maize, and wheat germplasms.

E¥BIOCHEMICAL PATHWAYS: Search for ALL the rice pathways on starch biosynthesis or get an overview of the metabolic network. Compare rice
and Arabidopsis pathway datasets.

Gramene Tip: EILITERATURE: Search the literature for your friends and topics of interest.
You can view/download
Gramene's files. Use the

Download and FTP pages.

e Browse All Tips

EIsuBmISSION: Submit a Rice Gene or Ontology Term to Gramene.

Gramene is a curated, open-source, web-accessible data resource for comparative genome analysis in the grasses. Our goal is to facilitate the study of cross-species
homology relationships using information derived from public projects involved in genomic and EST sequencing, protein structure and function analysis, genetic and physical
mapping, interpretation of biochemical pathways, gene and QTL localization and descriptions of phenotypic characters and mutations.

Note! Although we continually work to make Gramene compatible with all browsers, if you're having difficulty viewing Gramene, try using a different browser. Please

rannrd anu nenhlame

wnith hrnuenre thenonh Cramana Eandhanl-
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Featured News

New March 2007, V 24
release notes.

NEw Gramene Jan/Feb
Newsletter
Rice News Worldwide fr
IRRI

Visit with us at

March 15-18, 2007. CSt
Plant Genome meeting
March 22-25, 2007. Mai.
Genetics Meeting

April 16-20, 2007. ITMI
May 8-12, 2007. Biology
Genomes

July 7-11, 2007. ASPB

View Previous Gramene
Presentations
Calendar



Concepts

Related maps are grouped into map sets. Generally, these are the result of a particular study, such as the
set of linkage groups produced by a genetic mapping study.

Map Set Name: Gramene Annotated Nipponbare Sequence 2006 A . |
Abbreviated Name: Gramene Annot Seq 2006 [32;;5;] ¢ map IS a linear
Accession ID: gtD506 BLGED array of
Species: Oryza sativa (Rice) : g.- R interconnected
Map Type: Sequence e g .
i EEHT oo features. This
Map e bp . : g-. LOC_0501916520
Published On: 02 May, 2006 R e Loc_0s 01515900 could represent a
b ey H -
Maps: gEf; T EE :.. Egéiﬁ%?gz?gﬁaﬂ Slngle |Inkage
" % S HE124 = H
Chr. 3 AT group in the case
Che 4 L of a genetic map
Chr. 5 -y T IR el . "
Chr. 6 T e or a single contig
Chr. 7 T chanan .
Chr 8 s ZETEl00 0a0issosro for physical maps.
Chr.9 e P
e =4 2 T e
Ch:. 12 ¥ ——L0C_0501366610
Plagtid =% = E". LOC_0501370530
Mitochondrion T A BF446165
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i@ gl )y el Es e@m me []

Any item that is positioned on a
map is called a feature. The
position may be either a point or
an interval. Different feature
types are represented by
different shapes or colors.

C0576919

e LOC_0s01a7234 0

LOC_0501372390

LOC_0z01972500

~~-LOC_0s013972550

~==L0C_0s01972620

LOC_0z01972650
LOC_ 0201972630
LOC_0s01972700
BES17716

LOC_0s01972730

Concepts, con’t.

*The lines that connect features on one
map to features on another map denote
correspondences. These
correspondences are assigned either
automatically (based on feature name) or
manually by the data curator to designate
features on different maps that are
equivalent in some manner. Different
colors represent different
correspondence types.

LOC_05 01572290 wd = S ZMHBBc00SEL20
Egizsfsg T S ZHHBBEbLOS46I03
HO73425 =y - E P-umc2233
et = ' ¥ = /-2HHBEEL 0241011
BI6T74764 .l. = = AC13511S

£/ CL47881_1 _ov
all-—- = = g I

LOC_0s01372370 H x tE 5::2?35;3;;6
BG306990 = Y = // =

LOC_0501372420 ~a] T S/ /7 2HHBBc 0227113
BH079116 . V £ ////2HHEEb 0245L 06
BI478519 -] = ZHHEBC 0072117

11457 7 L3 =/ 2HNBEC024425



Concepts, con’t.

 The data in Maps has been imported from
the Gramene Markers DB. Use maps to find
a feature on a map, but use the Markers DB
to get specific data about the features.

e Not all the data in the Markers DB has been
exported to CMap, only data that has
correspondences has been imported into
Maps.

3/22/07



Maps Home Page

B AMEN ChMap IFind anything VH ][ Search |

Gramene - Maps

Map Search | Feature Search | Matrix | Map Sets | Feature Types | Map Types | Evidence Types | Species | Saved Links | Help | Tutorial | FAQ

Welcome to Gramene's Ma
Map Viewer — allows you to cons

ule where you can view genetic, physical, sequence, and QTL maps for many species of cereal crops. Chap — the Comparative
arisons between different maps.

See the release notes for more information on in the current release.
Maps: View and compare maps

Map Search: Search for a map by name
Feature Search: Find a particular feature by n
Matrix: See the number of correspondences a
Map Sets: Get a description of one or all map s
Feature Types: Browse the feature types and t
Map Types: Read descriptions of the different
Evidence Types: Get a description of the corre
Species: Get a description of the species
Help: Read the help

Tutorial: How to use the map viewer to find and view maps and make comparisons
FAQ: Frequently Asked Questions

Select “maps” to choose a
starting map. You may later
add comparative maps to the
right or left.

SN2 I WA S s

_/7 R ; V’_"— L ‘L

Home | Site Map | About | Cite

Last modified: Thu May 4 11:54:35 2006
Gramene
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Ref. Species:

The Maps Cor

Quick Start

To view a map

Select
Select
Select
Select '
may co

PN~

Plesze note: Javy

CMap

Maps: Select a Species

Download | Resources | About

Search |

IFind anythingll I

Help

ap Searc eature Searc atrix ap Sets | Feature es a es | Evidence es ecles | Saved Links | He utoria
pS h|F S h | Matrix | Map Sets | F Types | Map Types | Evid Types | Species | Saved Links | Help | Tutorial |

-Select-

|

SQange Species I

~Select-

Barley (Hon
Foxtail millet (S
Maize (Zea mays)
Oat (Avena sativa)
Oryza alta (Oryza alta)
Oryza australiensis (Oryza austrais

Oryza coarctata (Oryza coarctata)
Oryza granulata (Oryza granulata)
Oryza minuta (Oryza minuta)
Oryza nivara (Oryza nivara)
Oryza officinalis (Oryza officinalis)
Oryza punctata (Oryza punctata)
Oryza ridleyi (Oryza ridleyi)

Oryza rufipogon (Oryza rufipogon)

Pearl Millet (Pennisetum glaucum

Rye (Secale cereale)
sorghum (Sorghum bicolor)

Wheat (Triticum aestivum)
Wild rice (Zizania palustris)

Oryza brachyantha (Oryza brachyantha

Oryza sativa x Oryza eichingeri (Oryza sativa x Oryza eichingeri)
Oryza sativa x Oryza longistaminata (Oryza sativa x Oryza longistaminata)
Oryza sativa x Oryza rufipogon (Oryza sativa x Oryza rufipogon)

Tetraploid wheat (Triticum turgidum)

3/22/07

Bmong species. See he

~J

1. Select a species

and click “Change
Species”.

the left and/or right of the reference map from the map menu table. You

You need to use the
“reference menu’ to
select a species, map set
and map that you will be
able to compare other ne
maps to later

9




Maps: Select a Map Set

Map type, species, and
name are shown

FAQ

Ref. Species:|Rice (Oryza s

Ref. Set:|--Select-

Click here for more
information on map sets
(see slide 39).

Change Species I

|

| Show Selected Set's Maps

Sequence
Genetic :
Genetic :
Genetic :
Genetic :
Genetic :
Quick Start{Genetic
Genetic :

The Maps Cor

To view a map|Genetic :
Genetic :

Genetic :
QTL:Rice

Select .
Select QrL: R!ce
‘Rice

(QTL:
Select
eec Rice

QTL:
MY CO1aTL - Rice
Rice

QTL:
:Rice
:Rice
:Rice
:Rice
:Rice
:Rice
:Rice
:Rice
:Rice
:Rice
:Rice
:Rice
:Rice

Select

PN

Flesze note: Javy

Rice -
Rice-J
Rice-IR
Rice-1G
Rice
:Rice
Rice
:Rice
Rice
Rice -

:Ric
2000

RFLP 2000

003

1998

- CIAY SSR 2006

-KRGRP 1998

-TTUCTIR 2000

-TTUIRIR 2000

- Niigata RFLP 2000

Cornell SSR 2001

- INDIR IR58025/0. rufipogon BC

- HNAES MIL23/Aki RIQTL 2001

- Aberdeen Bala/Azu QTL 2002

- TTUIR58821/IR52561 QTL 2002

- TKU Integrated QTL 2002

- JNARC Noe29/Chu32 F3 QTL 2002
- Brazil BG90-2/RS16 QTL 2002

- JNIG W1944/Peik QTL 2002

- JHPRC ReifYamd QTL 2002

- CNRRI XeiB/Mil46 RI QTL 2002

- CNNJAU Tai65/Bhad QTL 2002

- CNRRI Zh97B/Mil46 RI QTL 200
- TTU IR64/Orufi RIQTL 200
- JRGP Nip/Kas F2 OZe
- CIRAD IR64/AzuDH Q
-IRRIRD23/Olong F2 QTL 2003
-IRRI Mil23/Aki RI QTL 2003
-IRRIIR64/Azu DH QTL 2003

- JNIAR Aki/Kosh DHQTL 2003

rch | Matrix | Map Sets | Feature Types | Map Types | Evidence Types | Species | Saved Links | Help | Tutorial |

re maps between and among species. See help for more in

barative maps to add to the left and/or right of the reference m

Reference Set Options will
depend upon the reference
species you have chosen. They
are grouped by map types
(sequence, genetic, etc).

3/22/07

Displayed names may differ
be abbreviated differently in

\ different releases. /

ion.

2. Select a
reference
map set, and
click “Show
Selected Set’s

Ve B

ap | About | Cite |
Gramene
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Maps: Select a Map

Maps: Home | Maps | Map Search | Feature Search | Matrix | Map Sets | Feature Types | Map Types | Evidence Types | Species | Saved Links | He
FAQ

Ref. Species: | Rice (Oryza sativa) v [ Change Species ]
Ref Set: QTL: Rice - JRGP Nip/Kas F2 QTL 2000 v [ Show Selected Set's Maps |
Ref. Map:|--All-- A

20.00-157.90
30.00-166.40
40.00-129.60
so002230 [ 3a. Choose one or all of
60.00-126.30 .
700011860 | the maps from this set
80.00-121.20 i ES 27
90.00-93.50 (use ctrl to make d. Click “Draw Maps
ososiseol  multiple selections).
1200010950 8 b. If you have selected only one map from

Ref Map Start: ) the mapset, you may select area to view by

Rstbdap Snd \ entering coordinates, if known.

Feature Type Display: Display if .

Feature Ignore Correspondence )Always Display
[Centromere[ O @) ®
}E‘?TE" O O © c. Select options. The "Other" value refers to
TR o) ® feature types that are not on the current maps but
}E{;EP : (‘ © may be on comparative maps.
IE)t h_er :”} C ; :‘

| [_check all ]| check Al | |[\-(/3heckAII ]

Information on the Ref. Map Set will
appear when one is selected.

Reference Map Set Info
Map Set: JRGP Nip/Kas F2 QTL 2000 {(JRGP Nip/Kas F2 QTL 2000) [ View More Info ]
Species: Rice (Oryza sativa) [ View Mare Info ]
Map Type: QTL (cM) [ View More Info ]
Description: This is an updated version of the map reported by Kurata et al. (1994) and Harushima et al. {1998). It 11

nnnnnnn ED nanulatian af 100 nlantes frarm A cvace hatwann tha culbivave Minnanharva fiananical and




Click arrow to
crop map (as in
slide 22)

Reference
Rice
JRGP NipKas F2 QTL 2000
1
[459]
[2][HI[F]
— -R687
-=—RE7
W c20154¢
-—C470

——G359

Hover over a point for
name and position,
click for feature detail

EA/Qee slide 13)

L
Feature Tup: Change

B \U/Iagnification
Hap Set Info

[?] Hap Details ( Map Legend

Hatrix View

Limit to One Map
Delete Hap Set
[x] pelete Hap

Flip Hap

Unflip Map

@ New Map View

3/22/07

Save Link* /

(see slide 29)
—

Bookmarks for this page will fail
after this session expires. Use

the "Save Link" button to create
a permanent link (see slide 44)

*Bookmarks for this page will fail after this session expires. Use the ”‘Skbm\

Maps: Viewing a map

Scroll page for
Map options —
see slides 15-20




Viewing a Map - Feature Detail

Click here for Map Details (see
next slide), as well as other
information.

| Map Sets | Feature Types | Map

Feature Name:
Aliases:

Accession ID:
Feature Type:

Feature Alias Detail "CQN52"

Alias: CQN52
Feature Name: SPKNB [ View Feature ]

Feature ',

SPKNB

CQN52 [ View Ali etails ]
CQN52-SPKNB [ View Alias Details ]
TO:0000456 View Alias Details ]

CQN52
QTL
Species: Rice

Feature T/

Feature Type Info

()

[ View All Feature Types ]

Display: | QTL

ltems 1to 1 of 1.

Feature Type: QTL

Map: Map Set: JRGP Nip/Kas F2 QTL 2000 [ ViewNVap Details ] ACCESSiOC” ||D: ; atl |
. olor: mediumpurple
Map Name: 1 Shape: dumbbell
Start: 25.90 cM rwr All Features of This Type ]
Stop: 38.80 cM mnk to QTL information
Cross-references: [ View Oryza sativa QTL "CQN52" details] (See QTL tutorial) J
Correspondences
Feature Accession Map Map Type Aliases Evidence Type Actions
CQN52- Rice-Gramene Annot Seq CQN52, SPKNB, - . . S
SPKNB 47074300 2006-Chr. 1 Sequence T0-0000456 Marker Identity [ Correspondence Details ][ View On Map ][ Comparative View ]
CQN52- 2 apa7n7aann Rice-OMAP Gramene CQN52, SPKNB, , . : - , Yy
SPKNB Ofvbﬁ\F’~1707J.3OOAnnot Seq 2006-Chr. 1 Sequence T0:0000456 Marker Identity [ Correspondence Details ][ View On Map ][ Comparative View ]
Different features may offer
different information and links
3/22/07 to detail or map pages. 13




Reference

Map Detail

JRGP NiP/K2 QTL 2000
BiliiD You now get a map with your
s features highlighted.

I'Hﬂ/\

|
;

30

60

310

120

150

130

s £
x=
s S
¥
&=
¥=
Shd
&2
=
= *
S
4 2
v= I
A
T— ‘
- Mag +
181.80 cH

Feature Tupes:
0 centromere
$
— RAPD
— RFLP
— TS
Henu Sumbols:
Hap Set Info
[] Hap Details
Hatrix View
Limit to One R
Delete Map Set
[<] pelete Hap
Flip Hap
Unélip Hap

[#] New Map View

Map Details

Map Features

3/22/07

Feature | Type | Position (cM) Map Feature = Type Position Evidence Actions
Rice - Gramene IRGSP Assm 2005 - Chr. 1 R687 RFLP 148.497.00 - 148,548.00 (bp) Identity, Identity View Maps
Rice - OMAP Gramene Annot Seq 2006 -Cf. pgg7  RFLP |146.436.00 - 146.544.00 (bp) Identity NView Maps
Rice - Gramene Annot Seq 2006 - Chr. 1 R687 RFLP 146,658.00 - 146,733.00 (bp) |dentity, Identity View Maps
Rice - OMAP Gramene Annot Seq 2006 -Cf. pgg7  RFLP |146,953.00 - 147,124.00 (bp) Identity View Maps
Rice - Gramene Annot Seq 2006 - Chr. 1 R687  RFLP  |146,299.00 - 146.350.00 (bp) [dentity, Identity View Maps
Rice - OMAP Gramene Annot Seq 2006 - Chr. | oce; o p 146, 299.00 - 146,350.00 (bp) dentity View Maps
RFLP 0.00/1
i 2000 - 1 Res7  REIP 0.00 (c) dentity Identity View Mape

Map Type:

Map Set Name:
Map Name:

Map Start:

Map Stop:
Features by Type:

Restrict by Map: :“A”“

Rice - JRGP Nip/Kas F2 QTL 2000 - 1
(Click headers to resort)

/Baow the map and map options is
your map Detail.

QTL [ View Map Type Info ]
Rice - JRGP Nip/Kas F2 QTL 2000 [ View Map
1

0.00 cM
181.80 cM

1Centromere
41QTL
11RAPD
429RFLP
7STS
439 Total

Map features presents a list
of all features on this map.

[ Download Map Data ]
[ Download Feature Correspondence Data |

i

| of 20 | Next

Items 1 to 25 of 489.

Comparative Maps

Map Legend, see slide 29

14
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Options

VI UOIT LAF 1IWE
E] New Hap View

Sawe Link* |

*Bookmarks for this page will fail after this session expires. Use the "Save Link" button to create a permanent link

CHap wi.16

Map Options

Feature Options
Correspondence Options
Display Options
dvanced Options

Below the map are
options menus. (Slides
15-20)

output for high-resolution printing only (no hyperiinks).

Click [+] to open
the menus

15



Defaults are to display
entire chromosome at
original magnification.
You may customize these.

Map Options Use to compare maps, )

click the side (s) you
wish to place them on.

(see slide 24 and
B Map Options Redraw | Reset | / \assouated slides) %
Mab Set Add Maps Rice-JRGP Nip/kKas F2 QTL 2000 |Add My
e Left |[ReferenceSety || Right
Min. : . -
vy | [T oPlon S e o
Start 0.00 R
St 181.80 : :
/ ik S S (Cth to dlsplay
: : Magnification Original | -
Click to view - 2 / gna Sl map upS|de dOWﬂ
another map FI||)|)e(I . D S from default view
el hint: To save time, select the desired options before redrawing the map.
ol e ew Reference Maps I
new , ) —
comparison /Re%raw I Reset I (Hide Map Menmj Click to collapse
N (hide) map options.
Click to add changes.
3/22/07 16




- :3;3_1, : All Labels

N

1 e p— 03 —EEN
Feature Options = ==
138 et

Type in a feature name to highlight ~ Fiss ' [*17—

. . 194 1R +7 ¢ LFENS
B Feature Options | Redraw | [ Reset | it on the map (as in slide 14). gé‘ I i sty
ighl -["sPkNB” g ey
Highlight Features: SR " RUBISCONICNRO
. T e "/ NADHGOGATCN
Feature Types: o I E‘}ﬁzggé g 7
|Sp ay | . ¥ 'g -'.. & 7 J :l. ;c;;-c
Feature  |gnore Correspondence Always Display = :ggggks 3"1" < "EEHEDEHTC"
U172 At T CHLE
Centromere | O O ® . . \\g a5 ¢+* I .~ CPROTCN
e > Determine which feature typesto 1, I.II <y i
/ / 2 - 0425 *2 | " Tk
. - — 4 - H202CN
e ® ~ - include on the maps, and when to o II g}
-1 - - display them, by selecting the i I e
./ ./ - A & = b WCTOEG
~ ~ appropriate boxes. 33 I Al
STS O O . pprop H __/%Eé? R F%TN
Other O O O V-‘;. k2727 :

[459]

Check All Check All Check All
[ I A ] Determines which feature\

Show Labels: O ® @) =
Collapse Overlapping (:\'::ne (;} :(ar;dnwarks A labels will be shown on the : é HI‘,
Features: ' map. Landmarks are not oA B e
| Redrgw | | Reset | (Hide Feature Men currently active at ; g I 5
Gramene. =
/ =
= :I”I"
lick to add ch Determines whether to use s III I
Clie <l anl EnmgEs one or multiple glyphs for £ II 1
features that span over the e i

same coordinates. “yes” is Features not
\JEcommended - overlapped

Click to collapse (hide) feature options.




Correspond?nesgiOptlons

B Correspondence Options = Redraw
Include Correspondence Types:

Evidence Ignore Use

Less Than Greater Than|
Score

The “Correspondence Type” field allows
restriction of correspondences by evidence type.

Score

Automated name- based T « C C
Marker Identlty | . t r r
SOG_OVERGO . « - -
Unknowa Is t r I
Wheat EST BI C « C s
Malze bin marker C g

Curated gene to QTL r «

dbest_poaceae o . « r T
FPC loader C « C
Gene rﬁodei . B . r
gss_poaceae r « r r
OMAP synteny analysis 1| « - C
OMAP synteny analysis 2| " r r

Click to add changes. SRR e
ences: @ No " 1Line T 2 Lines

3/22/07

ce lines drawn to: @ Feature ¢ Map
lot Correspondences: * No  yes
evidence types separately: & Ng -

Redrdw ‘ Reset I(Hide Corresporidence Menu)

Click to collapse (hide)
correspondence options.

18



Display Options

Determines the vertical " Determines the size of the font |
height of the image etermines the size of the fon

B Display Options Redraw I Reset l

Map Size:
Font Size:
Image Type:

™
()

Otiny  ® small
® Small O MediurfO Large
®png OwPEG OGF Osv

f Olarge O Custom 300

Select the desired image
format.

Clean Yiew (no navigation buttons): ®No O yes

Redraw | Reset | (Hide Display Menu)
—— \

Click to add changes]

gt
Click to collapse (hide)
display options.

3/22/07 19



ordered in the selection menu
based on that specified in the
database

Maps are ordered based on the
number of correspondences

Qith the reference map

Number of Correspondences:

/Predefined Order: Maps are\ Advanced OpthIlS

advanced options

Click to collapse (hide)]
' ~If “No” maps are drawn

according to their
specified length — If
“Yes” maps are drawn to

clickable features may

be problematic for some
browsers. If the number
of features to be

& Advanced O%)ns Redraw Reset J

Same Scale
Clickable Image ® Other 00

/ Draw Maps Using ONo or
Having too many x ~ : : .

Order Corre

the same length -

es

O OmitEeatures O Omit All Buttons
henu Order of Comparative Maps: @ predefined O Numb
 Other: Everything is clickable \
|

ngnore Image Map @ No Oy

anity Check:
Redraw J Reset | (Hide Advanced Menu)

Omit Features: Features and
feature labels are not clickable.

displayed is too large
during a sanity check,
features will not be
clickable in order to

qevent these problems./

3/22/07

@ick to add changes. |

Speeds up image display.

Omit All Buttons: The little menu
buttons on the image (e.qg., [i], [?],
[M]) are also removed as well as the
crop arrows and magnification

controls. Use this to generate a final
image for publication. /

20



The Same Maps: Displaying Different
JRGP NipKas F2 QTL 2000
A -
L Options
— JIRIIF N
CNZU Azu/IR1S52 RI QTL 2004 SAER
1 =
— = Rice
ud |l = % JRGP Nip/Kas F2 OTL 2000
341 &= I 1
Y E 4 III{D + Il ”’/ =11
R210 ——— = ) {ERDFLR] :
T35 = R210 + {ERTFLE] (4831
T Rice I 87 PNUT
I CNZU Azu/IR1552 RI QTL 2004 TRt Y i
. 1 R Lk = CULMTH
¥a * i 7 fF £ L -T% : LFSNS
RG345 f 20 - Bl [3E] g y G317 o ) SPKNB
T A V176 +* AAG-CTCS - 4 — //E4765 -ENDFLR
= ¥. I. X R210 - ST/ R210 . 717 v Fatiehes
T M AAG-CAT16 - =/ e ~JLFSHS
331 ‘ ki =/ 5210938 | Y o
=4 I ATCTRE L RS LI v ko
g 5 = AGG-CARG > 5=/ 43695 PRT
i = o N: CO0920 - = p RITIE.1.f.|:.|_|r-\111_vr-lF_l_|
KLY 4 § BCOL34 & = 178 F NADHGOGATCN
& obe + RS, s __—R109205 £/ JUMBRS
R32 = % i L CHGi ¥ _ ¥3154R /7 i SPROTCN
iz H " , = 7 510634B /4 { 1/NADHGOGATCN
& £ £iF
”II = H RGA6Z.\, 4 = Ruess 't { ;INVRAB
23 AGG-CAGLO Ly ¥ 7 A = /S N176 i A/ 7 CHLCN
- W= ¥ 2/ fyCe67 W4/ 1 SPROTEN
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Zooming in on a map
displays only a part of the
entire maps and allows more
features to be seen

Click arrow to
zoom in onto
section it is pointing
to.
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At the ends of the ™\
chromosome, the
arrow indicates the
chromosome

continues, a solid bar
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Compare Maps

* You may use the CMap viewer to compare maps.

e Start with a reference map, which will serve as the basis
for any comparisons. (Often this 1s a well documented
map.)

e Then select one or two comparative maps. These
comparative maps may be added to both the left and the
right of the reference map.

3/22/07
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Select reference map

Reference
Rice
JRGP NipKas F2 QTL 2000
B
1
[136] 5 S /o 5
CHFN For simplicity we will
T use our currently
s- 1 e loaded QTL map
¥ = _\K
4 +
“¥. 7 |4————EFRRE]
o nMaps Home | Maps | Map Search | Feature Search | Matrix | Map Sets | Feature Types | Map Types | Evidence Types | Specie
= FAQ
A %E Ref. Species:| Rice (Oryza sativa) v || Change Species
= llls Ref. Set: Sequence : Rice - Gramene Annot Seq 2006 v [ Show Selected Set's Maps ]

Sequence : Rice - Gramene Annot Seq 2006
1 Sequence : Rice - OMAP Gramene Annkt Seq 2006
Sequence : Rice - Class | 3SR (93-11) 20\\&

maps between and among species. See help for more i

e ﬂﬂHb
(]

[®) —
S @
o =
]
w @

-

. s Sequence : Rice - Class | 3SR {IRGSP) 2\ \&
¥ — ) Sequence : Rice - Class | 3SR (TIGR) 20
= To view a map Sequence : Rice - Gramene IRGSP Assm
I “FEE=TETpZOTD But. sequence maps arh
ok ; gz:zgEgenetic:Sice-féﬁi?ﬂ?PZDﬂﬂ
¥ = CFERE . H tic - Rice -
= — 3- ge:%: foz:zt:zza:gz-lecmaas well documented and
= - Select’ Genetic : Rice - CIAT SSR 2006
25 | may c0 Ganstic: Rice - KAGRP 1928 therefore are a good
% ; 7 Please note: Java genEtiC: SiCE-EB gll-}lf{Rzzﬂnﬂnﬂn f f
3 > ti : | -
;m‘f’M Gz:gtigzRizz-NiigataRFLPZDDlJ reference map 1or
vk O Fion - MDIF FREB02410, refipogan BC comparisons, so it is a
e QTL: Rice - HNAES MIL23/Aki RI QTL 2001 . .
" QTL: Rice - Aberdeen Bala/Azu QTL 2002 gOOd ldea tO Start Wlth a
Feature Types:
$an sequence map as the
— RFLP .
—& Cropping your reference map to the reference map when
Henu Sumbols: b b b : - . .
area of interest will limit the possible making multiple map

comparison maps to only those with
correspondences to your area of
interest.
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The number in brackets for the
mapset indicates the number of

Select comparative maj_ corresponding maps

See slide 16 to see
how to open

comparative maps
displays.

Min. Correspondences: 0

Stack []
[ Refresh Menu ” Add Maps ]

Format:
Name [Total correspondences to slot,
Max correspondences to single map]

See Menu Rice-JRGP

The number in brackets for a
map indicates the number of
correspondences to the
reference map.

I Above (Reference Se determine the
Min. . .
minimum

ELTEE P AT Select a map or maps
Stack Vertically OJ . number of

- to compare with your
Maps TS D, A7 correspondenc
Start 0.00 N . es that are
5 50 click “Redraw” or :

top «Add Maps” desired from
Magnification Original v aps @ap to map. /
Flipped L]
hlnt To save time, select the des 5 before redrawing the map.
New Refererge)‘/

Redfﬁ@‘f Reset | (Hide Map Menu)
You may place maps for comparison on

3/22/07 the left and right of the reference map 25
(and continuing on, ad infinitum).



Comparative

- Map Viewer
Corparative Reference Corparative
SyntheticOpata H::GI:FLP/SSR aTL 199S JRGP Nip/Kzsic:2 QTL 2000 Gramne I:Gisc: Aszg
BEE B "7 Lines show correspondences.\
o The color of the line denotes
e evidence type (noted in legend).
0 When multiple evidences
53: SN support a correspondence, the
T T4 e | ONe with the highest rank is
I _ | used to color the line (see slide
= = 42 for rankings). /
3 g
Crop to zoom in to your areas T ¥

X 6
2 -
L -

of interest.

o8|t
N N I N N N (N HINW(ND HIWI

«lllge

Features with correspondences

3/22/07 appear in red (noted in legend) 26




The OMAP FPC maps
are now available as
ordered maps. These
ordered maps offer
faster rendering and a
more compact
arrangement, where
contigs are displayed
as a single map rather
than as individual
entities. The order of
contigs on these
ordered maps is based
on correspondences to
a reference map,
namely the rice TIGR
genome assembly. The
user may view contig
and clone mappings
based on BAC end
sequence alignments
across a given
chromosome.
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OMAP

Reference
Oryza nivara

Anchored Ordered FPC OR_BEB

OR_BE.20060203.ctq0035

OR_EBE.20060203.ctq0036

OR_EBE.20060203.ctgq0037

Feature Tupes:

Anchored FPC OR_BE 2006 on Chr. 3
[12571]

|

!

S

Comparative
Rice

OHAP Gramene Annotated Nipponbare Sequence 2006

Chr. 3
[3162]

OR_EBE.20060203.

I OR_EBB.20060203.
El

OR_BB.20060203.
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Reference
Oryza nivara
Anchored Ordered FPC OR_BB

GH
Anchored FPC OR_BE 2006 on Chr. 3
[12571
AR
A
OR_BBa0009KO3 —
2156 —4  OR_BBa0095PIS-—___  ————
OR_BBaOOSIKO2 — __ ————— i S =
OR_BBa0133H17 — — ———— T ——— L pCLCEE E C cE - =
OR_BBa0020H11l— __  —————_——— [ -CCCEPEC Loy =
4 OR_BBal 0653003 — __"—*—4—____ffc{{tﬂ:—c':g!jcccgg =
N i G ccCC
e
36— OR_BBaOO41F20-— __  ———— CECECCEeCOO ==
OR_BBa0040L24 —  _———— RE et EECCEEEE o
OR_BBQO009F1S — crccteteroesEcorLECEEECEEE
OR_BBa0044N1s — T ELRSCL o TEEEE:E: A
OR_BBa00S3J10 — e oot ELECLECS e e e i
OR_BBa0042A10 — o SIS CCCERSDRRERENECHE. Y
onjsaousnz:—mwﬁﬁec(tt&ftmﬁtﬁ‘é:cggccﬂ :
OR_BBQ00SON14 — = = S Ec565='tt=EEE s
e — ﬁfﬁcﬂﬂ“‘““:“EEﬁEEEEEEE s
OR_BBa0123012——r{;[_;[TCtEEE':r‘EL—=ITILLE E‘:E‘:[EEEEE =
OR_BBA0051622 —— e ECEECCED JC:E:::EE .
OR_BBa0135016 —— oo cEcebfEEEeC 2,
OR_BBa0008E14 — CECECECECC LR ERECELe ¥
OR_BBa004 0K 05— LCC Erprpoese EEEEEEECECEE 5
OR_BBQ00B2E10 ———— e S e e
OR_BBa0095P16 — st[E:EE =CE=E &
OR_BBa0114F19 ——mﬂtﬂ:ﬁffﬁff P =Cgtc &
OR_BE0014B10 —— SRt s EECEE
OR_BBa00B4NIl ——— [E;_L::LCEE{E c 5
OR_BBa0014B11 ——— —— L; E" eCcTTEELLLE | &
OR_BBa0104A13 ———_———— UL leecccLECERE —F
OR_BBa0128C11 —— v o
Rezet Hap
- Hag +
25,001-33,001 bands

Feature Tupes:

] Clone
§ Stacked FP
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e ca

e can layer in clone mappings in the ordered map to
show structural rearrangements between maps. In this
example, we see a large scale inversion between O.
nivara and O. sativa. This is shown using evidence from
the clone mapping in the ordered O. nivara FPContig as
compared to the O. sativa TIGR V4 assembly.

\

Corearative
Rice
OMAP Gramene Annotated Nipponbare Sequence 2006
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Comparative
Haize
Haize Bins QTL

Reference
Rice
NipAas F2 QTL 2001\

Epecies namej

3 [154]

2 1571
[1551 .

W :

Corparative
Rice
Gramene IRGSP Assm 2005

[

Map set name ]

Map Legend

[ |1 T S

Chr. 1

Q261 |\/1EiF) r]EirT]EBA/J
N ]

k)

Listing of all the
feature types
found on the map,
along with their
corresponding

3/22/07

\_ glyphs Y,

Feature Tupes:
3 Clone

— vRNA

$am

— RFLP
— ETS

Featuresz in red have correspondences

Evidence Tupes:

Aggregated Correspondences Colors:

2 or feuwr correspondences
5 or feuer correspondences
20 or feuwr correspondences

Hore than 20 correspondences

Hernu Surbols:

Hap Set Info
! Map Details
1l Hatrix View
[L]Limit to One Map
|#] Delete Hap Set
A-.Delete Hap
\F Flip Hap

Unflip Hap

H| New Map View

Legend at bottom of map explains
options above. click on them to
affect the display as described in

/ﬂlegend.

[i] Map set info —(slide 36) \
[?] Map details (slide 13)

[M] Matrix View — (slide 32)

[L] Limit to one map — displayed when there is more than
one map in the panel, select a single map by selecting [L]

for the desired map.

[X] delete the map or mapset this symbol is associated

with.

[F] Flip map — good for when most correspondences

Ccross over each other.

[UF] Unflip map — displayed only when a map is flipped.
[N] New map view — limit the display to only this my




Maps: Legend - Glyphs

The following demonstrate some of the glyphs (shapes) that map features could appear as.

~L451
sz
513045
+-ca0 L
= -E30207¢ —Pitg6
—prit2ctr
Ilne p ‘ 4——Pi21t$)
box ﬂ | in-triangle
dumbbell
filled-box |
-
v
' Sci .
‘ Eredis) * [—se out-triangle
, e l th SalT2
+4=—Bphi4 4 amtc
up-arrow down-arrow double-arrow
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Map Search

Search maps in CMap by
species.

| Find anything v ‘ |

ypes | Map Types | Evidence Types | Species | Saved Links | Help | Tutorial

Ref. Species:l Rice (Oryza sativa) — vl Change Species |
Ref. Set:l —Select-  ~__ VI

Name {optional).

Minimum Mumber of Related Maps:

Submit I

Map sets available depend
upon the species you selected.

Name must match name in
database, so it may be easier to
leave this blank unless you know

3/22/07 the exact name (Chr. 1). 31




Map Search Results

Map Search

Ref. Species: l Rice (Oryza sativa)

Ref. Set: [ Sequence : Rice - Gramene Annotated Nipponbare Sequence 2006

Name (optional): l

Minimum Number of Related Maps: IO

Map Name
Maps | Maps
per unit

Chr. 1 (spider) 1135  [26.04/M 31573
Chr. 2 (spider) 1044 [29.06/M[23632
Chr. 3 (spider) 1116 [30.71/M 32415
Chr. 4 (spider) 564  [16.00/M[13988
Chr. 5 (spider) 699  [23.40/M[21179
Chr. 6 (spider) 848  [27.14/M[18071
Chr. 7 (spider) 561 [18.90/M[15050
Chr. 8 (spider) 640  [22.61/M[13792
Chr. 9 (spider) B04  [26.25/M[13116
Chr. 10 (spider) 511 [22.34/M[13274
Chr. 11 (spider) 563  [19.78/M[9608
Chr. 12 (spider) 498 [18.11/M[10918
Chr. chloroplast (spider) 9 66.92/M 66
Chr. mitochondrion (spider) [0 O/unit |0

Submit

Related Related (Correspondences Correspondences (Start

ltems 1to 14 of 14.

Stop GSS  |Gene Model| Gene

The results give you O
information about the maps in
matrix form. This information

Is sortable by hyperlinked
column headings.
_

|

QTL

3/22/07

per unit
total"per unit ftotal | per total |per unit
unit unit unit
0.72/K
0.66/K .
0.89/K 00 [36345483.00[107 2.
0.40K 1.00 35244021.00 34 04 ggT Marker | Clone RFLP SSR EST
0.71/K 1.00 [29874019.0046 [1 Cluster
0.58/K 1.00 [31242608.00 60 1 }tota] 'per unit total |per unit ‘totalyper unit total |per unit |total |per unit total per
0.51/K 00 [29678581.0035 [1 unit
0.49/K ' 8307495.0025 0J1679/38.51/M315 [7.23/M 6 [0.14/M [729 [16.72/M 2024 46.43/M 62 [1.42/M
0.57/K 1J1397 38.89/M 227 [6.32/M [80 [2.23/M 573 [15.95/M[173248.21/M 75 2.09/M
0.58/K 00115 01986 54.64/M 385 [10.59/M28 [0.77/M [759 20.88/M [179249.30/M 116 3.19/M
0.34/K 1.00 28459272. 0910 25.82/M[157 445/ 27 [0.77/M 417 [11.83/M[116333.00M61  [1.73/M
0.40/K 1.00 27496040.00 286 44 149 33 46/M 321 [10.76/M 334 [11.18/M 473 [15.83/M [1239 141 47/M (92 [3.08/M
g:i:‘ 133 lg‘;‘;g;gg g ENWM 337 [10.79/M 65 [1.76/M 431 13.80/M 1212/38.79/M 31 0.99/M
: ’ 886 29.85/M[167 5.63/M [71 [2.39/M 424 [14.29/M 1034 34.84/M 26 [0.88/M
696 24.59/M112 3.96/M 56 [1.98/M 351 [12.40/M 1168 41.26/M43 [1.52/M
598 [25.99/M 160 |6.95/M 42 [1.83/M 267 [11.60/M 886 [38.50/M42 [1.83/M
495 21.64/M[104 4.55/M 72 3.15/M 255 11.15/M[855 [37.37/M46 12.01/M
514 [18.06/M[161 5.66/M 22 [0.77/M 284 9.98/M 991 [34.82/M41 [1.44/M
665 24.19/M95 3.46/M 26 [0.95/M [308 [11.20/M[997 [36.26/M45 [1.64/M
0 D 0 o 0 o 0 o 0o D 0 o
0o D 0 o 0o o 0 o 0 Db 0




Search for a particular
feature by name or

accession ID, species, and
feature type.

Feature Search

f"."1apE; Home | Maps | Map Sefgch | Feature Search | MMatrix | Map Sets | Feature Types | Map Types | Evidence Types | Species | Saved Links | Help | Tutorial | FAQ
] ] Feature Search
2. Choose a species (optional)
A feature is an — or an interval.
Feature names ct species Restrict feature types: Search field:
*YLD* aruﬁpagon || —All Feature Types— 4| Name v
Oryza sativa x Oryza eichingeri AFLP

Oryza sativa x Oryza longistaminata

Breakpoint Interval T ’
Orirre alion e Orose rafaomH Confrocare 4. Search either the feature’s
B — | Coe

| €

name (and aliases) or
accession ID

[ Subkgit | | Reset |

ith commas or whitespace. Use " or “%" for wildc

7o find features wit

3. Choose a feature type | |

1. Type the feature name(s) you (optional)

wish to search for in CMap.

Wildcards allow you to search
partial names.

3/22/07

5. Click “Submit” 33




Found 61 features with a name or alias

containing “YLD” in the species ““Pearl Millet.

Click on a hyperlinked column
title to sort list by that column.

Feature Name

BIOMYLD
BIOMYLD
BIOMYLD
BIOMYLD
BIOMYLD
BIOMYLD
BIOMYLD
BIOMYLD
BIOMYLD
BIOMYLD
BIOMYLD
BIOMYLD
BIOMYLD
FRGYLD
FRGYLD
FRGYLD
FRGYLD
FRGYLD
FRGYLD

Feature Type
QTL
QTL
QTL
QTL
QTL
QTL
QTL
QTL
QTL
QTL
QTL
QTL
QTL
QTL
QTL
QTL
QTL
QTL
QTL

Select to view the “Map
Set Info” (see slide 39)

Species
Pearl Millet
Pearl Millet
Pearl Millet
Pearl Millet
Pearl Millet
Pearl Millet
Peatl Millet
Pearl Millet
Pearl Millet
Pearl Millet
Pearl Millet
Pearl Millet
Pearl Millet
Pearl Millet
Pearl Millet
Pearl Millet
Pearl Millet
Pearl Millet
Pearl Millet

3/22/07

ltems 1 to 25 of B1.

Map Set

IGER H77/BRLT QTL 2002
IGER H77/BRLT QTL 2002
IGER H77/BRLT QTL 2002
IGER H77/BRLT QTL 2002
IGER H77/BRLT QTL 2002
IGER H77/BRLT QTL 2002
IGER H77/BRLT QTL 2002
IGER H77/BRLT QTL 2002
IGER H77/BRLT QTL 2002
IGER H77/BRLT QTL 2002
IGER H77/BRLT QTL 2002
IGER H77/BRLT QTL 2002
IGER H77/BRLT QTL 2002
IGER H77/BRLT QTL 2002
IGER H77/BRLT QTL 2002
IGER H77/BRLT QTL 2002
IGER H77/BRLT QTL 2002
IGER H774 QTL 2002
RLT QTL 2002

2 WNNNNOOOD OO RN NN

Map Name

Feature Search Results

Select to view the “Feature Details”
Page for this feature (see slide 13)

| of 3 | Mext

Position Aliases
0.00-7.80 cM AQESD32, TO:0000327
28.50-29.20 cMAQEUD25, TO:0000327
28.50-29.20 cM AQEUD26, TO:0000327
28.50-29.20 cM AQESD50, TO:0000327
33.90-40.00 cM AQESD17, TO:0000327
19.50-62.00 cM AQESD18, TO:0000327
62.00-71.90 cM AQEUD27, TO:0000327
79.80-126.10 cMAQESDS1, TO:0000327
24.30-34.40 cM AQEUD30, TO:0000327
24.30-34.40 cM AQEUD29, TO:0000327
24.30-34.40 cM AQEUD28, TO:0000327
9.10-24.30 cM AQESD19, TO:0000327
9.10-24.30 cM AQESDE9, TO:0000327
0.00-7.80 cM AQES030, TO:0000388
0.00-7.80 cM AQESD47, TO:0000388
28.50-29.20 cMAQEUD12, TO:0000388
33.90-40.00 cM AQESD13, TO:0000388
21.30-22.90 cM AQESDBE, TO:0000388
0.00-19.50 ch AQESDE7 , TO:0000388

Select to view this feature highlighted
on a map (as in slide 14)

[ View on Map ]
[ View on Map ]
[ “iew on Map ]
[ Wiew on Map ]
[ “iew on Map ]
[ Wiew on Map ]
[ “iew on Map ]
[ Wiew on Map ]
[ View on Map ]
[ Wiew on Map ]
[ Wiew on Map ]
[ “iew on Map ]
[ “iew on Map ]
[ Wiew on Map ]
[ Viewon Map ]
i [ on Map ]
on Map ]

[ Featute Details ]
[ Feature Details ]
[ Feature Details ]
[ Feature Details ]
[ Feature Details ]
[ Feature Details ]
[ Feature Details ]
[ Feature Details ]
[ Feature Details ]
[ Feature Details ]
[ Feature Details ]
[ Feature Details ]
[ Feature Details ]
[ Feature Details ]
[ Feature Details ]
[ Feature Details ]
[ Feature Details ]

34



Correspondence Matrix

Select to view the number of
correspondences among all maps
and choose a pair to display

mh-'lap:z: Home | Maps | Map Search | Feature Seart ap Sets | Feature Types | Map Types | Evidence Types | Species | Saved Links | Help | Tutorial | FAQ

Welcome to the Matrix

Each cell in the matrix shows the number of correspondences between apair of maps. A correspondence is any relationship between two features.

Please use the form below to display the matrix. Note that not choosing any restrictions may result in a very large table.

M Use Colors [“IHide Empty Rows | i Submit:

Restrict Reference Sets By: | QTL v | | Rice v | | =AllMap Sets— v | | <AllMaps— v

Similarly to comparing maps
begin by selecting a reference
set by type and species.

Click “Submit”

3/22/07 35



Multiple Mapset Matrix

The rest of the mapsets are those
that have correspondences to the
reference maps.

These are the available
maps from your map
type and species (Rice

QTL)

African
Gramene Curated| FP
| Class | |Class (Gramene
fnotated | ol ftated |SSR | SSRISSR | IRGSP | E oo ST
PP Nipponbare| (93- (IRGSP)(TIGR)| Assm |~ o— -
Sequence g ! c £ Feb Fe
2006 equence | 11) | 2005 |2005 | 2005 2006
2006  |2005
AGEBC KDM105/! RI QTL 2000 301(29) = 291(29) (}g) 19(14) 19(14) 208(26)
Aberdeen Bala/Az| ATL 2002 390(23) | 428(26) 9(5) 9(5) | 9(5) 173(22)
Brazil BG90-2/RS|/6 QTL 2002 1381)  132(11) (fg) 32(11) 32(11)
CAU IRAT109/YUEFU QTL 2004 366(26) = 354(26) (32) 31(15) 31(15) 204
CIRAD IR64/Azu DH QTL 2003 651(34) = 790(42) @5 716 @ 87
CNCAU Orufi/Gui2 BC1 QTL 2001 317(20) | 307(20 252(19)
113 129
CNHAU Zhen97/ H94 QTL 2005 (9 7289019) 19 129(13) 5 202)
CNHAU Zhenshan 97/IRAT10 259(17) | 259(17) (1&1) 115(14) (11145) 101)
44(4) 40(4) 42(4)
These two mapsets have %G | 30) 3803)
25(2) 23(2) 10(2)

289 correspondences
among 19 maps

3/22/07

Continue to select from
choices, or...

. FPC | OA_AB '
Viay | Oct - 0.
Tay . Oct |May 2006
2006 2006 2004 2004

68 68 64 3

Simply click on the number of
correspondences between the
mapsets to view the matrix.

76(10) | 325 | 328 (256 | 103 108

61 | 61 | 61

36



ﬁn this example, \

we have Two-MapSet Matrix

narrowed it down
to two mapsets —
the QTL mapset
as the reference,
and a Sequence
mapset as the
comparison.

Sequence

Reference Set Reference Set

Rice
Gramene Annotated Nipponbare Sequence 2006
Chr.1 Chr. 2 Chr.3 Chr.4 Chr.5 Chr.6 Chr.7 Chr.8 Chr.9 Chr. 10 Chr. 11 Chr. 12

1 (400 | - () 1
2 [ - ey - 2
3 - [3404) 3
4 - T200) [ A0 n
5 2000 - 1) 5
aTL Rice 6 - - - - - 12801y | - 6 Rice aTL
CNHAU Zhen97/ H94 QTL 2005 7 - - - - - - 17(1) - 7 CNHAU Zhen97/ H94 QTL 2005
8 19(1) | - 8
9 Sy - 9
10 - 100 - ho
1 1) [18(1) | 20) M
2001) 12

Chr. 8 Chr. 9 Chr. 10 |Chr. 11 |Chr. 12
rre Sequence 2006

Gcking on a number in a cell will
take you to the Map Viewer
showing the comparisons of the two
corresponding maps (see next

\Slide) )
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Comparing 2 maps

Reference
Rice
CNHAU Zhen37/ H34 QTL 2005
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Corparative
Rice
Gramene Annotated Nipponbare Sequence 2006

G

Chr. &
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G

.
+

=
=
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.3 RH3572

= RH310
P ———RH547

QIO 090 00090

BRSO

£

- $
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Map Sets

LHome Fage)
UMaps HomLe'T'MEpETwilap Search | Feature Search | Matrix @ eature Types | Map Types | Evidence Types | Species | Saved Links | Help | Tutorial | FAQ

Map Set Info

Restrict by Map Type:

| |-All

Restrict by Species:

an Tvnes-- vl

--All Species-

Choose a
species and/or a

Submit

There are202 map sets.

map type to filter
your search.

|1 of 9 | Next

Gramene Annotated Nipponbare Sequence 2006
Gramene Annot Seq 2006
gt0506

ltems 1 to 25 of

[ Show Only This Set ]
[ Download Map Set Data ]
[ View Map Set In Matrix ]

Map Set Name:
Abbreviated Name:
Accession ID:

Species: Oryza sativa (Rice) [ View Species Info ]
Map Type: Sequence [ View Mag Type Info ]
Map Units: bp

Published On: N/A
Maps: Chr. 1 [ Map Viewer] [Map Details] [ Matrix Viewer ] ownload Map Data ]
Chr. 2 [ Map Viewer] [Map Details] [ Matrix Viewer [ Download Map Data ]
Chr. 3 [ Map Viewer] [Map Details] [ Matrix Viey [ Download Map Data ]
Chr. 4 [ Map Viewer] [ Map Details ] i [ Download Map Data ]
Chr. 5 [ Map Viewer] [ Map Details ] [ Download Map Data ]
Chr. 6 [ Map Viewer] [ Map Details ] [ Download Map Data ]
Chr. 7 [ Map Viewer] [ Map Details [ Download Map Data ]
Chr. 8 [ Map Viewer ] . 1 [ Download Map Data ]
Chr. 9 : FOIIOW I|nkS 1 [Download Map Data ]
Chr. 10 [ Map Viewer] [ ] [ Download Map Data ]
Chr. 11 [ Map Viewer] [ . for mo_re ] [ Download Map Data]
Chr. 12 [ Map Viewer] [ Informatlon_ 1 [Download Map Data ]
Chr. chloroplast [ Map Viewer] [P — r] [Download Map Data ]
Chr. mitochondrion [ Map Viewer] [Map Details] [ Matrix Viewer] [ Download Map Data ]

Cross-references:

[ Display All Maps in Viewer ]
e Map Set Details



Feature Type

nfvlaps Home | Maps | Map Search | Feature Search | Matrix | Map Sets §iFeature Types | [§ap Types | Evidence Types | Species | Saved Links | Help | Tutorial | FAQ

Feature Type Info ;Eelect a single feature

Display: |--AII Feature Types--ﬂ Submit

ltems 1 to 24 of 24.

There are 23 feature types

Feature Type: AFLP
Accession ID: aflp
Color: mediumseagreen
Shape: line
Description: Amplified Fragment Length Polymorphism

[ Search for All Features of This Type ]

Feature Type: Breakpoint Interval
Accession ID: breakpoint-interval
Color: deepskyblue
Shape: dumbbell
Description: Interval be somal breakpoy These are the featu re typeS USEN
in Cmap - only features that have
Feature Type: . ,
Accession ID: correlations to other features will
e be here.. Each feature type has a
ape: box|
Description: cenron  Name, a color and a shape. The
[ Search for All Featu ong -
curator may additionally assign
Feature Type: Clom  other attributes (such as a
ccession ID: clon o
Color: bt ““Description’) and cross-

Shane- snarn
@rences. /
3/22/07 0




{hese are the map types used tﬁ M ap Type

classify the maps. Listed are the
map type name & accession ID,
the map units, an indication as to
whether maps of this type are
“relational,”” and an indication of
how maps of this are normally
drawn (though this can be
@rridden at the map set level).

in the mutants lines with the p

Map Type: Sequence
Accession ID: sequence
Map Units: bp
Is Relational Only: Mo
Appearance: lightgrey l-beam

Map Type: QTL
Accession [D: gtl
Map Units: ch
Is Relational Only: No
Appearance: lightgrey I-beam

or more markers on a genetic

3/22/07

| | Matrix | Map Sets | Feature Type @ | Evidence Types | Species | Saved Links | Help | Tutorial

Map Type Info

Display: | =All Map Types— ¥ | Submit

ltems 1 to B of B.

ap of an arganism is a type of low-resolution physical map. It is constructed using a "genome deletion panel” which
fon) of mutant lines containing sub-chromosomal deletions and a reference wild-type line. Markers can be mapped onto

the genome using this panel (by Southern hybridization or by PCR) based on the presence or absence of signal when comparing the banding pattern

attern in the wild type. Linked markers (present in the same deleted region) share the same banding pattern (presence

or absence) on the deletion panel.
[ Show All Map Sets Of This Map Type ]

You may click to view all map
sets of this map type

Description: The sequence map is a summarized representation of the contiguous, assembled genomic sequence of an organism in a linear map format.
[ Show All Map Sets Of This Map Type ]

Description: The QTL map is a type of genetic map which indicates the approximate location of a quantitative trait locus (QTL) within an interval delineated by two

map.

[ Show All Map Sets Of This Map Type ]
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Correspondence Evidence Types

Maps Home | Maps | Map Search | Feature Search | Matrix | Map Sets | Feature Types | Map Typs vidence Type§| Species | Saved Links | Help | Tutorial | FAQ

Evidence Type Info

Display: |--AI| Evidence Types- ﬂ Submit

[tems 1to 13 of 13.

Evidence Type: OMAP synteny analysis 1

synteny_best_aln
ﬂse define the evidence types\ 2

lightblue
used to support the
correspondences. Each evidence

Marker Identity

D
has an accession ID, a rank 1
. . ightblue
relative to the other evidence harker (i.e., probe, primer, sequence, etc) was used to map the corresponding features.
types, and an assigned color for o
the line drawn on the map to curated_gene_to_
@erentiate the correspondenay ightblue
Gene underlying a quantitative trait.
Evidence Type: Automated name-based
Accession ID: ANB
Rank: 4
Line Color: lightblue
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Species

List of mapsets may
be filtered by
individual species.

Common Name: African rice

lay: Al Species—

e Search | Matrix | Map Sets | Feature Types | Map Types | Evidence Types aved Links | Help | Tutorial | FAQ
Species Info

Gramene currently has
maps for 26 species.

[ Show Only Ms opecEs |

lters 1 to 25 of 26.

Full Mame: Oryza glaberrima

Accession ID: glab

Map Sets (3):

Common Name: Barley
Full Name: Hordeum vulgare

Species’ common and full names
along with any other attributes and
cross-references the curators have
created.

Physical Maps
FPC Chr OG_BB Feb 2006
FPC OG_BB Feb 2006
FPC OG_BB Jul 2006

[ Wiew Map S
[ Wiew Map S

Accession |D: barley

Map Sets (13):

Gramene has
over 100 mapsets
for rice.

3/22/07

[ Show Map Sets From This Species |
Genetic Maps
Barley consensus 2003
NABGMP Sxh 1993
Barley consensus - 1995
Barley consensus 2 - 1996
Barley genes 2 - 1997
QTL Maps
Apex/H. spontaneurm BC SSR QTL 2003
Galleon/Haruna nijo RFLP/AFLP/SSR QTL 2003
Steptoe/Morex DH RFLP QTL 2006
Tadmor/Er Apm RI RFLP/AFLP/SSR QTL 1998
LIMN Frad/Stan QTI 2003

[ View Map Set Info ]
[ Wiew Map Set Info ]
[ Wiew Map Set Info ]
[ Wiew Map Set Info ]
[ Wiew Map Set Info ]

[ View Map Set In Matrix ]
[ Wiew Map Set In Matrix ]
[ Wiew Map Set In Matrix ]
[ Wiew Map Set In Matrix ]
[ Wiew h Matrix ]

Follow links for map
information

[71ew Wap Set Th Watny |
I'View Man Set In Matrix 1

[ Wiew Map Set I
[ Wiew Map Set |
[ View Map Set |
[ View Map Set Info ]
I'View Man Set Infnl
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Saved Links

nMaps Home | Maps | Map Search | Feature Search | Matrix | Map Sets | Feature Types | Map Types | Evidence Types | Specie§l | Saved Links | @elp | Tutorial | FAQ

Saved Links

Display: | CFW (1) _~| Display Hidden Links I~

-Selecta User Name--

o1of1.

ricechr4 (1)
. ricechrdvsZmchr2 (1) . . .
Saved Link ID (Group Name|  |Jnknown Group (16) ast Access [Comment Permanent Link |Legacy Link Actions
17 CFW Rice 8 v Maize 10 2007-03-19| 2007-03-19 Permanent Link Legacy Link | edit

When someone creates a saved
link (see slide 12) you can
retrieve it here.
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Maps Menu

Maps Help

nM/a/ps Home | Maps | Map Search | Feature Search | Matrix | Map Sets | Feature Types | Map Types | Evidence Types | Species | Saved LinRg

itorial

Help Sections: Map Viewer | Map Search | Featureg®es i | Map Sets | Feature Types | Map Types | Species | Map Details IW Feature Alias

Det{\ls | Evidence Types | Correspondence Details w
A
Link Concepts /

Sa

When clicking on Help from the

thing the user wants. Sof  NAPS Menu, you will be directed to
the help page for the section of the

Maps module that you were viewing.

N 7

s that it will be stable across different servers (with the same data). The disadvantages are that it can
! = L ondences (which can be different for each map set added in

up
Maps Help
Menu

cessed by link group. This c3

This link has the session information stored in the se e which makes it stable

Legacy Link

This link uses the legacy link parameters. The adv
get longer than a browser (IE) can handle
the image).

For example, this page was accessed

via the ““saved links™” page in the
Maps mOdUIe to the saved link viewer {unless specifically looking for

Hidden

YWhen there are a lot of saved links, t
hidden links) but is still in the databas|

Creating Saved Link
Saving Links

e Links can be created using the "Save Link" button on the map viewer page.
Importing Links

e Links can be imported from xml file using the cmap_admin.pl script on the server.
e Ask you administrator to view the ADMINISTRATION document if you wish to utilize this feature.



Tutorial

[\ Maps Home | Maps | Map Search | Feature Search | Matrix | Map Sets | Feature Types | Map Types | Evidence Types | Species | Imported Links | HAQ

Maps Tutorial

Select your preferred format: TUtoriaIS are
¢ PowerPoint avallable |n VarIOUS
¢ Adobe PDF

formats.

Release Notes

Gramene Tutorials: Mavigation | Overview | Genomes | GrameneMart | ELAST | Maps | Mappings | Proteins | Ontologies | Genes | QTL | Diversity | Pathways | Literature

Ger Adobe v D e
. . 4 0ffica L
Free associated software: __Reader 4 PowerPoint viewer

Link to any of the
Gramene tutorials.

Download software
for viewing tutorials.
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FA

Click on FAQ, which will
open a page where you can )

\AAIVILCINI
WNY 02N P N WNP 2\ P § | Search | Genomes | Species
Gramene FAQ
¢ Moderator: cerl7@cornell.edu
¢ Gramene FAQ's may be browsed b
* Subcategories:
@Maps and Gt
ErpLasT
ErProteins
Ontulogies
Ercenomes
Markers
EratL
Ercenes
ErLiterature
ErData Curation
ErGramene Program
B Diversity
ErGrameneMart
F'athways

select your module of | [Feedback |
interest for FAQs.
!

Download | Resources | About | He

voe searched by

Answers in this category:
New Item

* 2006-Aug-15 9:45am

This document is: http:#/dev.gramene. org/cgi-bin/form?file=1
[Search] [Appearance] [Show This Entire Category] [Show Expert Edit Commands] This is a Fag-O-Matic 2.721.

» : L7 f — s d e
!g ‘.’» " 2 —rr Q? oy
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Contact Gramene

Feedback

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

Email Gramene at gramene@gramene.org
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