Download walnut RNA-
Seq reads from NCBI
SRA database
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Normalize read copy
number (Trinity)
-max_pct_stdev =
10,000 or 100

Assess read quality
(FastQC),
remove rRNA
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De novo assemble
reads (Trinity)
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Quality trim reads
(Trimmomatic)
phred 35 or phred 5
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Identify and translate
open reading frames
(ORFs), 6 frames
(Transdecoder)

Import into
Mascot

Read error correction
(Rcorrector)
apply or not

Remove duplicate
sequences, 100%
sequence similarity
(CD-HIT)




