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ABSTRACTS 

These descriptions are meant to serve as succinct, accurate descriptions of the proposed work when separated 
from the application. 

PROJECT OBJECTIVE:  (Provide a one to two sentence, non-technical description of the project’s overall objectives 
and key milestones.)   

This proposal is for a comprehensive genetic analysis software program, DNAStar's Lasergene, to 
complement our recent student computer lab and DNA sequencer.  With these tools we will introduce 
students to bioinformatics in upper-division and introductory classes during 2002-2003, as well as in student 
and faculty independent research. 
TECHNICAL ABSTRACT FOR EXPERT REVIEWERS: 

We would like to expose all of our biology undergraduates to sequence-based computer approaches to 
biology, through both classes and student research.  Our department has recently installed a modern student 
computer lab and we have just received NSF CCLI funding to purchase an ABI 310 sequencer for use in 
classes and student/faculty research. To complete our infrastructure for teaching bioinformatics, we are 
requesting CSUPERB funds to purchase DNAStar's Lasergene software package for use by faculty and 
students.   

This software will provide a comprehensive suite of software tools (sequence editing, multiple alignments, 
contig assembly, restriction mapping, protein analysis, coding prediction, etc.) with one interface.  It will 
minimize the time faculty and students must spend learning how to use the software, to allow them to 
maximize the time spent learning biology or doing research.  Different classes will use the same package, so 
students will not have to relearn the software with each course, and faculty will not have to learn one software 
package for their research and another for teaching.   

Our plan is to first incorporate sequencing and analysis into a variety of advanced undergraduate courses 
during 2002-2003, ranging from microbiology and ecology, genetics, and molecular biology.  We hope to 
incorporate it into our introductory biology core course (Biol 6a) and the introductory microbiology course 
(Biol. 11).  Additional upper division courses that will likely incorporate sequencing and bioinformatics range 
from plant systematics/evolution, developmental biology, and neurobiology.  It will also be used by 
undergraduate and graduate students pursuing independent research, including those in ecology, organismal, 
or cellular biology.  

This comprehensive suite of genetic data analysis tools will benefit our department at all levels, and will 
help us better prepare students for education and employment in biotech-related fields. 
 
EXECUTIVE SUMMARY  [NON-CONFIDENTIAL, NON-TECHNICAL ABSTRACT FOR PUBLIC INFORMATION OR 
PROGRAM PROMOTION]:  State the application’s broad, long-term objectives and specific aims, making reference to the 
potential public benefits of the project relevant to California.  Do not include proprietary or confidential information.  This may 
be distributed before the funding decision has been finalized. 
 

We need to better prepare our students for entry into biotechnology-related fields, including molecular 
approaches to ecology, microbiology and genetics. Exposure to modern software tools for genetic analysis 
is critically important in our students preparation in many fields broadly related to biotechnology, 
including those in organismal or ecological fields.  This proposal will introduce students to Lasergene, an 
industry-standard software package for genetic analysis and bioinformatics, and better prepare students for 
California's biotech job market, as well as studying the impacts of genetic engineering and bioinformatics 
on California's ecology and native species.   
 

 


