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(57) Abstract: The invention relates to the field of sequencing, and particularly to a multiple mixed sample direct RNA nanopore
sequencing method and system. The method relates to sequencing n types of test sample RNA polynucleotides (2 < n < 24, and n
being an integer), and comprises: performing nanopore sequencing on sequencing structures corresponding to the n test sample RNA
polynucleotides, and extracting corresponding electric-current signal data; segmenting the electric-current signal data of a barcode
sequence therein, invoking a classification model to perform analysis, obtaining sequence information of the barcode sequence, and
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further obtaining classification information of the n test sample RNA polynucleotides; wherein a barcode sequence is specific to each
test sample RNA polynucleotide, and the barcode sequence is selected from any one of SEQ ID NOs: 1-24. The provided method and
system allow for simultaneously sequencing a plurality of biological samples on a single chip, thereby reducing the number of initially
inputted biological samples and reducing the cost of multi-sample sequencing.
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