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Abstract: In November 2009, scientists from the US, UK, and other countries announced the complete genome
sequence draft of the domestic pig. With the release of improved versions of the pig genome assembly and the
increase of correctly assembled sequenced fragments over the past two years, it is particularly urgent to have
the pig genes annotated at whole-genome level. This article is aimed at introducing an excellent manual
annotation tool, Otterlace software, developed by Sanger institute. We used CFL1 (Cofilin 1) gene as an example p Ak
to expound the usage of the three main components of Otterlace, Zmap, Blixem, and Dotter tools, and developed } B
a practical procedure for manual annotations. We have analyzed 243 immune-related genes, among which 180
genes have been completely or partially annotated, offering novel information to the porcine functional genomics.
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