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O bjectives 
We present the digital gene expression profiles for 1000 Miscanthus genes across all 
tissues. We focused on the classification of expressed sequence tags (ESTs) from an 
enriched cDNA library of Miscanthus leaves and stems exposed to UV-B irradiation.

Materials and Methods
- Plant Material: Miscanthus were grown in a growth chamber at 25 ± 3°C under a 
photo cycle of 16 h dark/8 h light (600–700 μmol photons m

-2
s

-1
)and then treated with 

UV-B for 48h. Whole Miscanthus plants were used as the plant material for cDNA 
library construction.
- cDNA Sequencing and Sequence Analysis: Database searches were performed using 
BLASTX software with default parameters. Homologies with E values of ≤10

−5
 were 

divided into known functions, putative functions, and unknown functions; the other 
unigenes (no hit or an E value >10−5) were classified as non-significant matches. 
Unigenes matching proteins with known functions were categorized manually according to 
a BLASTN and BLASTX program searches at the homepage of the NCBI database. 
Individual gene expression levels were examined based on the redundancy of cDNA clones 
found in each contig comprising more than 10 ESTs.

Results
- Sequencing and grouping of ESTs: . In this library, 72 contigs clustered from 1000 
clones and 755 singletons were formed. The set of contigs and singletons resulted in 947 
assembled sequences that represented the putative transcripts found in Miscanthusn 
leaves.
- Annotation and classification of known functional genes: Examination of the initial 
BLASTX matches showed that these could be categorized into three categories: 36% of 
unigenes matched to proteins with known function in the public databases; 55% of 
unigenes matched to proteins with unknown functions; and 9% of unigenes matched to 
proteins with no hit in the NCBI database.
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