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Research Advance on the Interaction of Probiotic, Gut Microflora and Host

Wang Lifeng Zhang Heping’
(Key Laboratory of Dairy Biotechnology and Engineering Ministry of Education, Dairy Processing Laboratory of National
Dairy Production Technology and Research Center, Inner Mongolia Agricultural University, Hohhot 010018)

Abstract Recently researches focus on understanding the interaction between probiotic bacteria and gut bacteria and
host in domestic and broad and contribute to their beneficial attributes as a means of determining mechanisms of probiot-
ic functionality. Nowadays, on the one hand we growingly acknowledge the intrinsic interaction between probiotic bacteria
and commensal bacteria and between the milieu of bacteria and the host tissues of the gut by using ‘omic’technologies.
On the other hand surveys of bacterial inhabitanting in the GIT using sequencing technologies have illustrated the com-
plexities of this human organ which varies between different populations and individuals. In addition transcriptomics have
promoted an insight into the complex interaction between bacteria (including probiotic and commensal bacteria) and the
gastrointestinal tract (GIT). This summary outlines the recent important advances in this exciting area of research from

two aspects such as the role of probiotic bacteria and gut microflora in the GIT, then proposes future outlook.
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