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A new quantitative 16S rRNA amplicon sequencing method

Na Han'?, Xianhui Peng'?, Tingting Zhang“?, Yujun Qiang"?, Xiuwen Li'? and Wen Zhang"?
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2 Collaborative Innovation Center for Diagnosis and Treatment of Infectious Disease, Hangzhou 310003, Zhejiang, China

Abstract: In recent years, 16S rRNA amplicon sequencing technology has been widely used to study human gut microbiota
and to detect unknown pathogens in clinical samples. However, its resolution to bacterial population can only reach the
relative abundance of genus level, and different factors affect the final bacterial profile, such as sample concentrations, PCR
cycle numbers and amplification primers. In order to solve these problems, we developed a quantitative 16S rRNA amplicon
sequencing method by combining random tag and internal marker method. The new methods improved the accuracy of human
gut microbiota, reduced the impact of experimental operation on the results, and improved the comparability between

sequencing and other molecular biological methods.
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Fig. 1 Flow chart of the experiment (A) and library structure (B).
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Fig. 2 Flow chart of data analysis.
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