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Capturing the diversity of a target gene in environments using gene probes and
magnetic beads
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A new method using DNA probes and magnetic beads has been developed to capture
and enrich a target gene from environmental gene pools with covering a wide spectrum of the sequence
diversity of the gene. Various conditions in the capture reaction were tested to see the effects on
fold-enrichment and sequence-specific capturing bias. Trade-off always existed in any conditions between
the fold-enrichment and sequence-specific capturing bias when an oligonucleotide probe was used, while
the use of single stranded long DNA probe could achieve as high as >10,000 fold-enrichment without giving

significant effects on sequence-specific capturing bias.
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