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Filter 0.2 µm, snap-freeze

Sample in replicates

Add RNA standards and extract RNA

Poly-A selection and sequencing

Assembly of the short reads to conDgs

Annotation of the contigs taxonomy 
(lowest common ancestor- DIAMOND)
Use marine reference data 

Map the short reads on the 
contigs, get counts per sample

Use standards to transform to 
counts to reads per litter

Get total counts per taxonomic per sample

Gradients 2 on-deck incuba5on

Build flavodoxin reference tree

Hmmsearch flavodoxin in marine 
reference data +additional stramenopiles

Hmmsearch flavodoxin in translated conDgs

Place flavodoxin contigs on the 
reference tree. 

Select only stramenopiles clade I & II , with 
confident placement (like_weight_ratio > 0.8 ) 
and taxonomy at genus level

Retrieve reads per liter of these contigs
Sum to genus level

Translate to aa

Retrieve reads per liter of all conDgs with 
taxonomic annotaDon by LCA up to order 
level related to the taxonomic annotaDon  
from the flavodoxin reference tree

Divide the reads per liter by the cumulaDve 
taxonomic counts to get  taxa specific 
flavodoxin expression (Fig. 5A, B, D)

Filter 0.2 µm, snap-freeze

Sample in replicates

Add RNA standards and extract RNA

Poly-A selection and sequencing

Map the short read only to gradients 2 
selected flavodoxin contigs 

Use standards to transform to 
counts to reads per liter

Sum to genus level

Normalize to maximum row value (Fig. 5C)Not specific to this study (REFS)
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