Tutorial 2: Using Map Resources

1. Please click on the “Available Maps” link under “maps” in the dark green
navigation bar to begin.

MapView Resources
Genetic Maps

= Maps available in CMap {comparative map viewer)

o Apple: MNYTE441-58 | MNY TE441-87 | MWijcik_Mcintosh | MRomeBeaurty | MRomeBeauty 2 | MWhiteAngel | MWhitefngsl 2 | Fiesta x Discoveny apple 2008

o PearBartlett | Housui | Kinchakuia | Kinchakuib

o Prunus: Prunus bin map 2005 | TxE almond x peach F2 2004 | Myrobalan Phem x Almond-Peach hybrid 2004 | GeeN almond x peach F2 2001 | Prunes
Transcriptome Map | Prunus Resistance Map

o Almond: Almond FxT 2000 | Almond FxB F1 1338

o Apricot: Apricot GtV F1. 2002 | Apricot Ll F2 2002 | Apricot LB 2007

o Cherry (Sour cherry): PeerssusEB | PoerasusRS

o Peach: Peach AxJ 2005 | Peach PMP2 2005 | Peach peach x P. ferganensis BC1 PxF 2005 | Peach JxF 2004 | Peach Sc x B 1558 | Guardian x Memaguard 2007
|Lowvell x Memared 1558 | NJ Pillarx KV 77119 1558

o Raspbemy: Red Raspberny L x G 2006 | Red Raspbarny MJ x MO 2007

o Rese:Diploid Rose D10x E15F1 2005

o Strawberry: FVxFN dipkid Fragaria reference map | 815x303EC diplkoid Fragaria 2006

= Major Prunus trait loci anchored to the reference TxE map
— View the description of the major Prunus trait loci anchored to TXE map. Links to Chap.

= Templats for for data submission is 3vailable with the effort to develop more extensive mapimarker database.
Peach Transcriptome Map

= [Peach transcriptome map project page

= View transcriptome map in CMap (ESTs anchored to TXE map)

Peach Physical Map

s Peach physical mapping project page

= View Peach Physical Map (WebFPC or WebChrom)
View the contigs of BAC clones of peach physical map. Markers and BACs are linked to GDR sites.

= |Interactive TxE genersl prunus map with anchored BACs and ESTs
Interactive map viewer that displays anchored BACs and ESTs to markers in each linkage growp.

This page is the starting point for all of the mapping resources for GDR. This
page shows what maps are available in GDR and provides direct links to each
genetic map in CMap, peach transcriptome map, and peach physical map. There
are also links to project pages for peach physical mapping and transcriptome
development that have details of the projects and more links to the related data.
This tutorial will explore all the graphical interfaces to maps and illustrate how
they are integrated into each data detail page.

2. Please continue by clicking on the “CMap” link under “maps” in the dark green
navigation bar to begin.

CMap is a very important mapping tool that allows comparisons between genetic
and physical maps. This software is developed and provided by the researchers
at Gramene (www.gramene.org). The CMap section of the mapping resources is
complex and has its own tutorial and help page. These can be found listed at the
top of the CMap page.




3. Please continue by clicking on the “GDR MapViewer Peach” link under the
“maps” in the dark green navigation bar.
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Instructions:

View BACs and ESTs anchored to the prunus TxE map

10

» Toview the linkage group in details, you need SVG Viewer plug-in for your web browser.

= Tocheck whether you have SVG pheg-in, click here.

» Todownload the plug-in, go to Adobe Websits.

= |f you have any SVG viewer problems, please mail to web datsbasze developer.
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The eight linkage groups of the general Prunus map (TxE) are shown. Click any linkage group to get the information of the markers, and BACs and ESTz anchored to
loci. Ondy the markers that are used for BAC hybridization are shown.

G7 GB

This page shows the eight linkage groups of the general Prunus map (TXE). To
use the GDR MapViewer feature, the SVG Viewer plug-in is required.
Instructions for obtaining this free software are listed below the linkage groups.
To select a linkage group, click on the picture. It will link you directly to a page

with the markers shown:
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The linkage group is shown in orange along the left side of the screen. Each
marker is listed to the right. The number of ESTs anchored to it shown in
brackets. The ESTs shown are anchored to the map by hybridizing to the same
BACs to which the marker has hybridized. Moving your pointer over the markers
will show the location of the marker in centiMorgans along the left side of the
linkage group picture. By clicking on the marker name, detailed information about
this marker will show up in the main box.



Clicking on the marker name opens a page with detailed marker information:

Marker Information

Marker Hame F&3T
Marker Alias Na
Genbank 1D NAa
Marker Type RFLP
Source #
SOUTCE Qrganism Prunus ferganensis
source cultivar MNa
source description Genomic DMA
sgurce genbank id Na
source marker Na
Detection #
PCR condition A
screening method | WA
product length Na
restriction enzyme | BamHI, Dral, EcoRI, Hindlll, Mva

bin  start | s lecus name Sy
o CMap
Al G8 841 405 | NA FGIT Chsp
Map
GxN GE NA 28 | NA FGIT CMap
T=E GE NA 405 | NA FGIT Chap
Click locus name or the CMap link to view markers in the GOR map viewsr or CMap.
Click map name for more information of the map.

Contact #
contact name email
|. Wende il

Publication #
‘Construction of a saturated Theoretical and applied genetics. Theor.
linkage map for Prunes using an 1988 | appl. genet. Mov 1988, v 57 (T) p. 1034-
almaond x peach F2 progeny. 1041, ISSN p040-5T52, THAGAS

The anchored BACs and the anchored ESTs can be explored by clicking on the
headings in the light grey bar to the right of the main information.



If you return to the main linkage group page and click on a BAC or anchored
probe associated with a marker, these links will open pages with further
information.

AG106 (37.1 ¢cM)

Marker Name : AG106
Marker Type ! Prunus amygdalus RFLP
# BACs : 3
# Anchored Probes : 1
View Anchored Ctgiy
BEAC Contigs }
Link to CMap

BAC information link:

BACs Hybridized to Prohe AG106

Click the BAC clone narne for more data such as hybridized probes, BAC library, BAC contigs and link to Genetic and
Physical maps.

Probe Name : AG106
Probe Type : almond RFLP
Probe provided by : P. Arus
BAC Clones : 014111

nzzLnz
09aF17

This page shows the BAC clones hybridized to the marker. Click on the BAC
name for detailed information on the BAC clone.

Anchored Probe information link:

Other probes anchored io the locus AGID6 (anchored by hybridization to the same BACS)

Probe Name Probe Origin Probe Type

LF35 Prunus persica EST

This page shows other probes (eg. genetic markers and ESTs) that hybridized to
the same BAC the marker hybridized to. Click on the probe name for further
information on the probe.



If you return to the main linkage group page and click on the BAC contig name in
“View Anchored BAC Contigs” field, it will open a WebFPC page for the BAC
contig. This feature allows you to go from the TXE Prunus genetic map to the
peach physical map.

AG32A (18 cM)

Marker Name : AG32
Marker Type : Prunus amygdalus RFLP
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# Anchored Probes : 1
View Anchored Ctg102, Ctg240, Ctg242
BAC Contigs }
Link to CMap
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The main linkage group page also has a direct link to CMap, where the marker of
interest will appear highlighted in yellow:



AGS56 (6.4 cM)
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4. Please continue by clicking on the “WebChrom Peach” link under the “maps”
in the dark green navigation bar.

general info | species | projects | maps | search | tools | community

WebChrom: peach Chromosome

Home | WebFPC | WehChrom

WebChrom Search | WebChrom Help
Sequencing Status is shown by green bars in chromosome drawing
Click on a Chromosome to view further details.
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Note! JavasScript must be enabled to utllize WebChram most fully

Copyright & 2005-2007 | Main Bicinformatics Laboratory | Comments or Questions Last Updated: Sep 13, 2007

This page shows the eight linkage groups of the general Prunus map which was
used as a framework for building peach physical map. To see the information for
each, click on one of the pictures.



WebChrom: peach Chromosome 5

Home | WebFPC | WwebChrom

wWebChrom Search | WebChrom Help
Contigs / Frameworks
Ciick on g contig or framework for more detailed information.

Chromosome 5
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To the left of the map are the contigs, which have been positioned by framework
hits. The right of the map shows the markers with framework hits. Positioning
your pointer over a marker or contig name will cause a pop-up box to show more
information (see red arrow above). To make the box stay in place on the screen
and not disappear, click on the “freeze” button. To make the box disappear, click
on the “close” button.

The contig information box contains information such as length in centiMorgans,
the number of clones in the contig, unique marker hits, etc. A link is provided to
view the specific contig in WebFPC.

The marker information box (see below) shows information on position and the
number of BAC clones hybridized to the marker in each anchored contig. Details
on the contigs can be viewed by clicking the contig name. A link is provided to
view the marker in WebFPC.



5. Please continue by clicking on the “WebFPC Peach” link under the “maps” in
the dark green navigation bar.
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WebFPC lists the clones and markers associated with each contig on the peach
physical map. This page allows users to search by marker or clone name in the
upper left part of the page.

Selecting a contig and then clicking “Display” directly below the contig list will
open a new page with more information on the contig.
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The markers and clones are shown in relation to one another on the physical
map. The clones can be hidden based on the selection beside “Hide Clones”.
You can select the BACs or the probes (markers or ESTSs) that are hybridized to
the BACSs, click “Link to Site” to go to the BAC, EST, or marker detail sites.

You may zoom in or out on the contig in question by adjusting the zoom factor
and clicking the “In” or “Out” buttons.

WebChrom/WebFPC program is developed by Arizona genomics computational
laboratory (AGCoL) team. Detailed instruction on viewing WebFPC and
WebChrom can be found in the manuals developed from the AGColL team.

WebAGCoL (WebFPC/WebChrom) Users Manual
http://www.agcol.arizona.edu/software/webagcol/webagcol_installv2.2/
Help_Dir/user.html



