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Abstract

The European honey bee, Apis mellifera L., is the most commonly managed bee in the
world. The value of honey production in Thailand has been estimated to worth more than a
hundred million baht per year. Recently, there are many factors affecting in beekeeping industry,
due to the lack of natural food sources causing the honey bee colony losses and reduce the value
of honey production. In this study, the communities of microbial in honey bee pollens in
different period of time (corbicular (0) and bee bread stored in comb cells for 1, 2, 3, 4 and 6
weeks) and development of bee food supplement were investigated. The PCR-DGGE techniques
were used in this study using 968F/1401R and NS1/Fung primers for amplify variable regions of
the 16S rRNA and 18S rRNA genes respectively. Moreover, culturing methods on Nutrient agar
(NA) for bacteria and Dichloran rose bengal chloramphenicolagar (DRBC) for fungi were also
investigated. The results showed that the floral pollen was the sensitive plant (Mimosa pudica) in
our pollen samples. The Gram-positive endospore and non endospore forming bacteria (51.1%),
Gram-negative bacteria (5.5%), fungi (45.2%) and yeast (4.1%) were found in the samples.
However, DGGE patterns were different in bee pollens at different period of storage. The
comparisons of sequences with Genbank demonstrated that they were Zygosaccharomyces mellis

(AF33989) and Cladosporium bruhnei (AY251096) with 99% similarities.

The study of microbial communities in bee pollen samples using both of culturing
methods and molecular based method found that yeast in genera of Zygosaccharomyces, spore

forming bacteria in Bacillus genus, Lactobacillus and fungi in genera of Cladosporium and



Aspergillus were dominant species. These microbial may play roles in biochemical conversions in

bee pollens. Moreover, The new formular of pollen supplement for honey bee were also studied.



