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- The goal of human genome project is to characterize and sequence entire genomes’ of 
human and several model organisms, thus providing complete sets of information on the 
entire structure of transcribed, regulatory and other functional regions for these organisms. 
In the past years, a number of useful genetic and physical markers on human and mouse 
genomes have been made available along with the advent of BAC library resources for 
these organimsms. The advances in technology and resource development made it feasible 
to efficiently construct genome-wide physical BAC contigs for human and other genomes. 
Currently, over 30,000 mapped STSs and 27,000 mapped Unigenes are available for 
human genome mapping. ESTs and cDNAs are excellent resources for building contig 
maps for two reasons. Firstly, they exist in two alternative forms - as both sequence 
information for PCR primer pairs, and cDcrzen genomic libraries efficiently for large 
number of DNA probes by combining over 100 cDNA probes in each hybridization. 
Second, the linkage and order of genes are rather conserved among human, mouse and 
other model organisms. Therefore, gene markers have advantages over random 
anonymous STSs in building maps for comparative genomic studies. 
As a preliminary work for the ongoing “BAC-EST” project, we are currently screening our 
human BAC libraries with thousands of cDNA probes. We have thus far used over 3,000 
Unigene probes and the number will increase to 7,000 in this year. Our goal is to screen the 
library with at least 27,000 markers, most of which are in the form of cDNA probes. This 
represents at least 1 marker per every 100 kb of euchromatin regions. 
We plan to deconvolute the positive BACs to each marker by sorting the 
library into groups of BACs that are positive to specific pools, arraying 
each group on small hybridization filters, then hybridizing the filters 
with individual probeto precisely align these mapped BAC clones against any known 
sequence 
contigs by means of sequence match, Putative contigs or clone overlaps identified by 
markers or sequence match are verified via restriction fingerprint analysis. The BAC clone 
resources integrated with physical mapping information will be useful for building 
sequence-ready contigs on any chromosomal region. 
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