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Function Class

Additional file 7. COG functional classifications of the litchi leaf transcriptome.

COG is a database where orthologous gene products are classified. Every protein in COG is assumed
to evolve from an ancestor protein, and the whole database is built on coding proteins with complete
genome as well as system evolution relationships of bacteria, algae and eukaryotic creatures. Unigenes are
aligned to COG database to predict and classify possible functions of Unigenes. A total of 18,497
unigenes were classified into 25 COG categories.



