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Data Entry
The BACMan (BAC Management) application data entry user 
interface is a series of user friendly forms.

http://www.plantgenome.uga.edu/cotton

Data Analysis
Routine analysis of BAC hybridization data can be quickly done 
in the BACMan forms user interface.

Deconvolution

Error Checking

BACMan can deconvolute multiplexed data in a number of 
different formats including the “grid” and “triangle” formats.

BACMan facilitates error checking in multiplexed data sets by 
identifying outliers in the deconvoluted data including the 
number of hits per filter and the number of hits per probe.

Web Browsing
The BAC data are made available online as it is processed. The 
web interface was developed using MS InterDev 6 with MS 
FrontPage 2002. This interface directly queries the MS Access 
database providing availability of a constantly updated dataset.

Manual Bar-Code Data Entry
An MS Access interface where 
a Bar-Code scanner is used to 
jump to the data entry page of 
a particular film which has 
been hand scored.

Manual BACGrid Data Entry
The MSWord VBA application 
BACGrid is used to manually 
digitize data from hand-scored 
overlays.

Text Recognition Data Entry
Hand scored overlays are  
scanned and read by the 
ABBY FineReader ICR 
software then sent to the 
MSExcel VBA application
ABBYYEater.

Scoring Films
Films with few hits are hand-scored and the data are manually  
entered. While films with large number of hits (>25) are manually 
scored on a transparency overlay. These data are then entered into 
the database using a manual data input method or text recognition 
software. All data are tractable by the films individual Bar-Code ID.

Funding for this project has been provided by the National Science Foundation. Software
ABBYY Fine Reader 5.0 – http://www.abbyy.com
BACMan – http://www.plantgenome.uga.edu/jestill/BACMan
BACGrid – http://www.plantgenome.uga.edu/jestill/BACGrid
MS FrontPage 2002 – http://www.microsoft.com/FrontPage
MS Office 2000 – http://www.microsoft.com/Office
MS Access 2000 – http://www.microsoft.com/Access
MS InterDev 6 – http://www.microsoft.com/vinterdev

Project Status
Project status can be easily monitored in a series of forms 
providing data on filter use, probe preparation, and the scoring
status of films.

BAC filter use and hit number data are available via forms based
queries to help determine when to retire BAC filters.

A Microsoft Access database has been developed for 
the management of BAC hybridization data related to 
our ongoing physical mapping effort in three species 
of cotton, including the two cultivated 'AADD' 
tetraploid species Gossypium barbadense (Pima S6) 
and G. hirsutum (Acala Maxxa and Tamcot GCNH), 
and the wild DD genome species G. raimondii. BAC 
libraries for all three species are currently being 
assayed using genomic and cDNA clones derived 
from linkage maps, and also dispersed repetitive DNA 
clones. The MS Access BAC data management 
application BACMan allows for the flexible 
management of hybridization data, and facilitates data 
tracking by indexing autoradiographs using a barcode 
system. Our application also provides for the 
deconvolution of multiplexed BAC hybridization data, 
and is directly linked to a visual basic application that 
allows for the automation of film data entry. The 
physical mapping data set is available online using 
Active Server Page technology which directly queries 
the MS Access database. This database system can 
be easily scaled to large or small physical mapping 
projects, and thus provides a low-cost alternative to 
more high-end Unix based database systems.

Abstract

Cotton Genome Database
The web site for the cotton 
genome database is served on 
the same Dell server as the 
MS Access database.

Database Relationships

See a demo of this database Wednesday at 3:00 in the California Room
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Data Available 
Data for the Genetic Map and 
Physical Map for cotton will both  
be available for browsing and 
queries.

Physical Map Hit Data 
The current data available for 
the physical map can be queried 
by Probe and Library yielding 
the BAC plate number and 
address for each probe.

Physical Map Data Overview 
Overview tables of project 
status are available online 
including the Number of 
recorded hits per library.
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Probe preparation, probe sequence, and probe type are linked to 
experimental data. The status of probe preparation and use are 
easily followed and thus provide a high degree of quality control.

The scoring status of experiments is also available via a forms 
based query. This helps student workers determine which films 
need to be scored and helps track the number of hits per film and 
experiment.


