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with this paper. The 16S rRNA gene sequences of 24 isolates in SAR202 group I generated in this study have been deposited in the GenBank database under
accession numbers OQ689977–OQ690000 [https://www.ncbi.nlm.nih.gov/nuccore/OQ689977.1/–https://www.ncbi.nlm.nih.gov/nuccore/OQ690000.1]. The whole
genome sequences have been deposited in the GenBank database under accession numbers CP046146 (JH545) [https://www.ncbi.nlm.nih.gov/nuccore/
CP046146.1/], CP046147 (JH1073) [https://www.ncbi.nlm.nih.gov/nuccore/ CP046147.1/], WMBD00000000 (JH639) [https://www.ncbi.nlm.nih.gov/nuccore/
WMBD00000000.1/], and WMBE00000000 (JH702) [https://www.ncbi.nlm.nih.gov/nuccore/WMBE00000000.1/]. The genomic data are also available at IMG/M
database with genome IDs 2901382945 (JH545) [https://img.jgi.doe.gov/cgi-bin/mer/main.cgi?section=TaxonDetail&page=taxonDetail&taxon_oid=2901382945],
2917498938 (JH1073) [https://img.jgi.doe.gov/cgi-bin/mer/main.cgi?section=TaxonDetail&page=taxonDetail&taxon_oid=2917498938], 2892960865 (JH639)
[https://img.jgi.doe.gov/cgi-bin/mer/main.cgi?section=TaxonDetail&page=taxonDetail&taxon_oid=2892960865], and 2892963810 (JH702) [https://img.jgi.doe.gov/
cgi-bin/mer/main.cgi?section=TaxonDetail&page=taxonDetail&taxon_oid=2892963810].
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No statistical methods were used to determine sample sizes. The experiments presented in Fig. 2c, Fig. 5, ans Supplementary Fig. 3 were
performed in three or two biological replicates, based on previous similar studies and practical consideration. The other experiments
presented in Fig. 2a-b (growth curves of the four strains), Supplementary Table 4 (cellular fatty acid composition), and Supplementary Fig. 2
(microbial community structure of the seawater samples) were analyzed without replicates.

No data were excluded from the analyses.

The experiments presented in Fig. 2c, Fig. 5, ans Supplementary Fig. 3 were performed in three or two biological replicates. All attempts at
replication were successful.

Randomization was not required in this study, because all samples (replicates) and data were analyzed and reported without subsampling or
exclusion.

Blinding was not relevant to this study, because all findings and conclusions of this study were based on objective (quantitative)
measurements and analyses which did not allow for subjective judgment.




