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Abstract Aphids are one of most important agricultural pests which not only damage plants by feeding on their fluids but
also transmit viruses. Advances in molecular biology, especially genome sequencing technology, have resulted in a better
understanding of aphid genomics and functional genomics. This in turn has allowed us to gain a better understanding of the
unique biological characteristics of aphids. Here we review progress in research on the relationship between aphids and

symbionts, phenotypic plasticity, development, reproduction, phylogenetics, detoxification enzymes and aphid salivary

glands.
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