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Detection of Illumina indexes using Angler�sh

total reads (nanopore):
reads passing raw data QC:
reads assigned to Ill. indexes:

676,292 (100%)
536,968 (79%)
219,061 (32.4%)

Illumina Pool: Truseq, Stranded total RNA
Number of Samples: 40

Illumina Index
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Nanopore reads (without ONT bc)
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Comparing Nanopore and 
Illumina read abundance

Sample identity con�rmation by 
mapping to target genomesInsert length analysis

Indenti�cation of pooling errors
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*Error bar represents the standard deviation

Average
ratio by sample

The increased capacity of Illumina 
sequencers allow pooling of large 
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 misclassi�ed 
indexes.

We propose Nanopore sequencing using 
Flongles as a cheap method to identify 
pooling errors and to gain additional 
metrics about the libraries before 
Illumina sequencing. The nanopore 
sequencing results can also be used as a 
low depth preview of the data to be 
expected in the full sequencing run on 
expensive Illumina �ow cells.
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