
MinION Mk1B sequencing

Fast5 reads obtained using MinKNOW 20.10.3

Basecalling raw reads using Guppy v4.2.1

Porechop v0.2.4 for adapter removal and demultiplexing

Filtlong v0.2.0 to select reads with minimum length and q weight

Minimap2 v2.17 aligned sequenced reads to the Quail reference

Quantification of transcript expression was achieved 
using Salmon v0.14.2 and edgeR v3.24.3

Data visualization was achieved using iDep2
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