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Abstract Exon Trapping is a powerful method
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developed recently for isolating transcribed
sequences from genomic DNA. Two novel

exons, A91 and D12, were isolated from
YAC209G4 spanning FRAXA site using the
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exon trapping system with pSPL3 as splicing
vector. A91 was amplified strongly in fetal liver
and skeletal muscle ¢DNA library and mildly in
liver, kidney and bone marrow library, respec
tively. While D12 was failed to be detected from
the 8 libraries. A fragment of 315 bp containing
A91 has been cloned (AM4470) from the skele
tal muscle ¢eDNA library. A single transcript of
2.8 kb was detected from mRNA samples of
human heart and skeletal muscle on multiple tis-
sues Northern blot using AM4470 probe.
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Abstract An improved method was utilized for
constructing hybrid arrested A phage cDNA
library by subtractive hybridization, in which
magnetic particles were applied to separate
monomers from hybrids, and candidate sscDNAs
were enriched by subtracting two control
mRNAs from one treated sscDNA. The results
showed that this new approach had a efficient
improvement in constructing cDNA library
which increased the yield of monomers, simpli-
fied experimental procedures and enriched more
candidate genes.
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