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The honey bee genome: the untold stories. Zachary Huang ( Department of Entomology, Michigan State
University, East Lansing, M1 48824, USA)

Abstract For honey bee biologists around the world the “ post-genomic erm” started with the publication of the
honey bee genome in the British journal Nature on Oct 26, 2006. Costing about 8 million US dollars, and about wo
years to complete, this is a major undertaking by the Baylor College of Medicine. The actual annotation of the genome
was done by 170 scientists representing 15 countries and 64 laboratories and took almost another two years. The
waiting is worthwhile: finally with the genome published any biologists with internet access can do their own “ data-
mining” and test their own hypotheses using the publicly accessible resources. In fact, more than half of the 50 or so
papers published the same week as the Nature bee genome paper in the companion joumals, which include Science,
Proceedings of National Academy of Sciences, Genome Research and Insect Molecular Biology, are based on
bicinformatics. Honey bees share many common features as humans: divison of labos elaborate communication
systems incuding languages guarding and defense systems, architecture and finally self saciifice to defend their
common good. The publication of honey bee genome will enable scientists to learn about honey bee biology as well as
our own biology, because of these smilarties.
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The Honeybee Genome Sequencing Consortium.  Natures 2006
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Honey bee workers are a mode system to study organism behavioral changes. QU Ning' *, DENG Ai-Hua',
SUN Liang Xian’, XU Jin-Sen', WU Xue-Ji' * (1. Xiamen University-National University of Singapore Laboratary of
Biomedical Sciences, School of Life Sciences Medical Colleges Xiamen University, Xiamen 361005 China; 2
Madel Organisn Research Centre of Quarehou Narmal College, Quanzhou 362000, China)

Abstract There are four stages in the development of honey bees including egg larva, pupa and adult. As honey

bee workers switch from in-hive tasks to foraging they undergo transition from constant exposure to the contolled

homogenous physical and sensory envirorment of the hive to polonged diurnal exposures to a far more heterogeneous

enviromment outside the hive. The switch offers an opportunity for the integrative study of the physiological and genetic
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