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The abstract for the 5th IRBC must be prepared as follows to be included in the program book.

1. Margins: 

· Set 1-inch for side margins; 1-inch top margin; and 1-inch bottom margin. 
· Use a ragged right margin (do not full justify) and do not use hard carriage returns except at the end of paragraphs.

2. Type: 
Do not use any word processing format codes to indicate boldface, etc. Use 12 point Times New

Roman font.

3. Heading:

· Title: Center and type in Title Case, where the first letter of each word is capitalized and the remaining letters of each word are in lower case, except for prepositions (e.g., to, for, with) and articles (a, an, and, the) being all in lower case. Example – Initial Dates of Blast Infection in the Southern UK.

· Authors: Center name(s) and type in caps and lower case with last name first, then first and middle initials, with no space between the initials (e.g., Groth, D.E.).

· Affiliation and location: Add affiliation and location after authorship.
4. Body: 

· Single space using a ragged right margin. 
· Do not indent paragraphs. 
· Leave a single blank line between paragraphs.

5. Content is limited to one single spaced page.

· Include a statement of rationale for the study.

· Briefly outline methods used.

· Summarize results and predict impact.

6. Tables and figures are not allowed.

7. Maximum 3 literature citations are allowed.

8. Use the metric system of units. English units may be shown in parentheses.
9. When scientific names are used, italicize them -- do not underline.
Global Gene Expression of Rice after Infections with Rice Blast and Sheath blight Pathogens
Jia, Y., 1Wang, G.-L.,2 and Valent, B.3
1. USDA-ARS Dale Bumpers National Rice Research Center, Stuttgart, Arkansas, USA

2. Department of Plant Pathology, Ohio State University, USA
3. Department of Plant Pathology, Kansas State University, USA
Rice (Oryza sativa) production worldwide has been challenged by increased new virulent pathogens.  Over years, genetic diversity needed for fighting diseases has been decreasing in cultivated rice around the globe.  This presents a real challenge for rice crop protection.  In an effort to develop effective methods to control rice diseases, phenotypical, molecular and biochemical analysis of rice plants after infected with rice blast (Magnaporthe oryzae) and sheath blight (Rhizoctonia solani) fungi were examined by global gene expression using DNA microarray and Serial Analysis of Gene Expression (SAGE).

It was observed that the infection of rice by M. oryzae is a biotrophic process where nutrients from live cells are taken up by the pathogen at the early stage of infection within 24 hrs.  In contrast, the infection of rice by R. solani is a necrotrophic process where the pathogen produces enzymes and toxins to kill the cells for its infection.  Using total RNA prepared from leaves at 3 to 4 leaf stage at 6, 16, 24 hr after inoculation, gene expression profiles were analyzed and compared.  Most of defense responsive genes are reduced to a normal level three days earlier in the interactions of O. sativa /R. solani than in the interactions of O. sativa/M. oryzae.  Most of the differentially expressed genes identified by DNA microarray were confirmed by SAGE except that the fold induction varied significantly between the two platforms.  To date, uniquely expressed genes specific to interaction of O. sativa /M. oryzae, and to O. sativa /R. solani were identified and confirmed using real time PCR.  Additional critical genes were also identified in a suppression subtractive hybridization cDNA library after the sheath blight pathogen infection and verified by real time PCR using RNA prepared after blast infection. Overall our results suggest that several common signaling pathways were activated at different time points after the pathogen infection.  These molecular responses concur with differential phenotypical reactions observed under light microscopes.  The cause and effect of expressions of these differentially and highly expressed genes in relation to the invasive growth of the pathogen, and to the defense responses of rice is being analyzed and the implication for crop protection will be presented.
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