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Full-length cDNA library is the cornerstone to find new genes in high-throughput
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manner, especially in huge genome organisms that cannot carry out whole genome
sequencing. In this review, the authors compared the theories and characters of
several cDNA construction methods, and introduced Cap-trapper method and
standard to judge full-length cDNA in detail according to the utilization of this
method in wheat full-length cDNA construction.
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