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Introduction 

A collection of about 8000 Expressed Sequence Tags (EST) sequences has been prepared starting from clones 
belonging to four cDNA peach libraries. Libraries have been prepared from Prunus persica mesocarps at four 
different developmental stages with the aim to collect data for deep investigation of  the maturation process at 
the molecular level.  
A fully automated pipeline (ESTree DB) has been prepared to process EST sequences using public software 
integrated by in-house developed Perl scripts and data have been collected in a MySQL database called ESTree 
available at this URL: http://www.itb.cnr.it/ESTree. These data are produced in the frame of the activities of the 
National Consortium for Peach Genomics (ESTree), involving also the Universities of Padova, Udine and other 
research Institutions. 
 
Materials and Methods 
 
The program phred [1] has been used for base calling, producing three files for each sequence 
(electropherogram, text file and quality file) that are stored in the database. Sequence files and quality files have 
been processed with the program Lucy [2] in order to identify and remove vector contamination and low quality 
regions using default parameters. Vector-free high quality sequences have been submitted to the program CAP3 
[3] to perform contig assembly. Stringency parameters have been modified (-p 95, -d 60) to prevent over 
assembly and help identify potential paralogs. 
All the EST sequences and all the contig consensus sequences have been submitted to the BLASTx [4] program 
for annotation. BLASTx is run locally against the Genbank nr protein database. Blast output has been parsed 
with the MuSeqBox [5] BLAST parser program and MuSeqBox output is stored in a MySQL database. A 
number of accessory Perl programs has been integrated into the pipeline to allow data flow among the main 
public programs and to recover further information from intermediate elaboration steps and store it into the 
database. 
A Unigene data set has been defined marking as Unigene all the singleton sequences and the longest sequence of 
each contig. 
A php-based web interface has been prepared to surf and query the database.  
Multiple sequence tables are presented that contain links to single sequence pages and to every sequence-related 
information.  
A text search utility is available and queries can be performed either on the sequence report table or on the contig 
report table exploring every database field. BLAST E-value intervals can also be selected by users. 
Local BLASTn, BLASTp, BLASTx and tBLASTx programs are also available to perform BLAST and batch 
BLAST searches on the ESTree database.  
 



Results 
 
The resulting database provides a collection of data for improving knowledge on peach functional genomics.  
EST sequences will be analysed for the detection of  Single Nucleotide Polymorphisms (SNPs) with the aim to 
produce functional maps and microarray data will allow a time course analysis of the maturation events.  
Deeper data mining is also under progress to associate EST-derived putative proteins to methabolic pathways in 
order to make the ESTree database a complete collection of information concerning peach genomics and 
proteomics.    
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Fig. 1 The sequence report page in the ESTree DB web site 
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