   Mapping EST-contigs to GenBank Accession Numbers

Phil Green’s group at the University of Washington assembled ESTs from the WashU-Merck Human EST Project

and CGAP archives(Ewing B, Green P. (2000).  Analysis of expressed sequence tags indicates 35,000 human genes.  Nat Genet 2000 Jun;25(2):232-4). This assembly, dated 3/17/2000, resulted in 62,064 contigs representing 795,000 ESTs (http://www.phrap.org/est_assembly/human/gene_number_methods.html).  

This collection is estimated to be about three-fold redundant and to represent about two thirds of human genes.  About two thirds of this collection appears to correspond to the 3’ ends of genes.  These EST-contigs range in length from 150 to 2800 bases, with an average length of ~500 bases. 

The EST-contigs were oriented by a procedure involving BLAST similarity searching against a database of mRNAs and putatively oriented ESTs, a procedure estimated to be ~90% accurate (J. Burchard, unpublished). EST-contigs with significant BLAST hits were associated with the accession number of the sequence to which they had the best hit. All sequences predicted to be in antisense orientation were reverse-complemented before probe design.  The accession numbers of these sequences were modified by addition of “_RC” to the end to indicate the difference in orientation from the original sequence. 10,159 EST-contigs passed the sequence selection and chip design process and were included on the chip.

