
Tutorial 2: Using Map Resources

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

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.

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:



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:

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.

BAC information link:

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:

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.

The main linkage group page also has a direct link to CMap, where the marker of
interest will appear highlighted in yellow:





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

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.



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.

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.



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 ESTs) that are hybridized to 
the BACs, 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 AGCoL team.

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


