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TOM TAT

Nhiéu nghién cuu g?m day da chi ra réng hé vi sinh vat duong rudt ciia ong dong vai trd quan trong
trong viéc ning cao strc khoe ctia ong mat, ting cudng kha ning chéng lai cac tac nhan gay bénh. Trong
nghién ctru nay, phuong phép giai trinh tu thé hé méi (NGS) duogc sir dung dé tim hiéu thanh phan hé vi
sinh vat trong duong rudt ciia ong tho truong thanh thudc loai ong mat Apis cerana tai tinh ‘Hung Yén, Viét
Nam va xac dinh mdi quan hé cong sinh giita ching va vat chi. Két qua nghlen ctru cho thay, hé vi sinh vat
duong rudt cia ong 4. cerana tai tinh Hung Yén thudc 4 nganh chinh bao gom Proteobacteria (47,6%),
Firmicutes (45,20%), Actinobacteria (4,20%) va Bacteroidetes (2%). Trong do, 4 nhém vi khuén 16i dwoc
phat hién bao gdm Gilliamella apicola (5%), Lactobacillus Firm-5 (7%) va Lactobacillus Firm-4 (3%) va
Bifidobacterium asteroids (4%).Trong tong s6 nhimg loai vi khuan dwoc phat hién, nhom vi khuén lactic
(LAB) chiém 47% gom: B. asteroids group, L. fermentum, L. helsingborgensis, L. kimbladii, L. kunkeei
group, L. mellis. Nhitng vi khuin LAB nay c6 vai trd quan trong d6i v6i sirc khoe ctia ong mat va co thé
1a nhitng ¢mg vién tiém nang trong phat trién ché pham sinh hoc gitip nang cao stc khoe ciia dan ong dé
chdng lai cac tac nhan gay bénh.
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SUMMARY

Recent studies have found that the bacteria in the bee’s intestines play an essential role in
improving the health of honey bees, increasing its resistance to a diversity of diseases. In this study,
metagenomic analysis of microbial 16S rRNA sequences by next generation sequencing (NGS) was
used to determine the composition and structure of gut microflora in honey bee Apis cerana at Hung
Yen province, Viet Nam. The studied result showed that the microbiome in A. cerana gut was dominated
by four major phyla of bacteria including Proteobacteria (47.6%), Firmicutes (45.20%), Actinobacteria
(4.20%) and Bacteroidetes (2%). Of which, there were four core bacteria detected including Gilliamella
apicola group (5%), Lactobacillus Firm-5 (7%), Lactobacillus Firm-4 (3%) and Bifidobacterium asteroids
group (4%). Lactic acid bacteria (LAB) comprised of 47% of the identified bacteria including B. asteroids
group, L. fermentum, L. helsingborgensis, L. kimbladii, L. kunkeei group, L. mellis. These LAB have been
known to play important role in the honey bee health and can be promising candidates for probiotic
development to enhance honey bee health and to manage the honey bee diseases.
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