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The increased capacity of lllumina lllumina ONT

sequencers allow pooling of large indexes barcodes .
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amounts of samples without
compromising on sequencing depth.
Flowcells for each run are very
expensive, making pooling errors more
costly. The increased number of samples
also adds risk of clashing or misclassified
indexes.
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We propose Nanopore sequencing using
Flongles as a cheap method to identify
pooling errors and to gain additional
metrics about the libraries before
lllumina sequencing. The nanopore
seguencing results can also be used as a
low depth preview of the data to be
expected in the full sequencing run on - demultiplexing MUltl@\C i
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etection of lllumina indexes using Anglerfish ONT barcoding does not affect Comparing Nanopore and
. lllumina index detection lllumina read abundance
lllumina Pool: Truseq, Stranded total RNA
Number of Samples: 40
total reads (nanopore): 676,292 (100%) S 5000 125
reads passing raw data QC: 536,968 (79%) f | L
reads assigned to lll. indexes: 219,061 (32.4%) Z E 8 1.00
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