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Methodology

Sample preparation

PXD018395, PXD018396, PXD018524 and PXD019315. Cultured marine picocyanobacterial genomes were downloaded from the Cyanorak database v2.1 (ref. 23).
Picocyanobacterial SAGs were downloaded from ref. 29 (https://figshare.com/collections/
Single_cell_genomes_of_i_Prochlorococcus_i_i_Synechococcus_i_and_sympatric_microbes_from_diverse_marine_environments/4037048). TARA metagenomes
and metatranscriptomes were analysed using the Ocean Gene Atlas portal (ref. 30).

Sample size was set to the standard 3 independent biological replicates per treatment. This was sufficient as shown by the clear differences
between treatments and small deviation between replicates.

From all single-cell assembled genomes (SAGs) we downloaded from Berube et al 2018 we decided to take a minimum degree of SAG
completeness equal or above 75% as we believed anything below this value would distort the results due to the lack of gene completeness.

All experiments were performed with 3 independent biological replicates except for the proteomic analysis of the exoproteomes of
Prochlorococcus sp. MIT9313 which were performed in duplicates as this was just to confirm the presence/absence of pili in the cultures.

Cultures were always initiated from one single culture and all cultures were randomly distributed in the incubator when monitoring growth to
avoid covariates.

Blinding was not relevant to our study because there was no possible subjective interpretation of the data (e.g. cell sinking, statistical analysis
of the proteomics data, differences between wild type and mutant strain).

Auto-fluorescent cyanobacteria were diluted to 10E5 - 10E6 cell/ml using sterile seawater and quantified by including
reference beads (Fluorescent Nile Red beads; ~2 µm spherical particles; Spherotech).




