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T his form allows vou to assemble a set of contignous sequences (contigs) with the CAP3 program.
If vou use CAP3 in anv published worlke, please cite the following reference:

3 and Madan_ A ((1999) CAPS: A DINA sequence assembly program. Genome Res. . 9. B6E-877.
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For a more advanced usage of CTAP3, it is recommended to install the original software on vour

Ccomputers.
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For a more advanced usage of CTAP3, it is recommended to install the original software on vour

computers.
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