
 Acidimicrobiales
 Alteromonadales
 Anaerolineales
 Arenicellales
 Bacillales
 BD7-8 marine group
 Bdellovibrionales
 Burkholderiales
 Caldilineales
 Campylobacterales
 Caulobacterales
 Cellvibrionales
 Chlamydiales
 Chromatiales
 Corynebacteriales
 Cytophagales
 DB1-14
 Desulfuromonadales
 E6aD10
 Flavobacteriales
 GR-WP33-30
 Hydrogenophilales
 Legionellales
 Methylophilales
 Micrococcales
 Myxococcales
 Nitriliruptorales
 NKB5
 Oceanospirillales
 OCS116 clade
 Oligoflexales
 Opitutales
 Order III
 Order Incertae Sedis
 Parvularculales
 PeM15
 Phycisphaerales
 Planctomycetales
 possible order 07
 Pseudomonadales
 Pseudonocardiales
 Puniceicoccales
 PYR10d3
 Rhizobiales
 Rhodobacterales
 Rhodocyclales
 Rhodospirillales
 Rickettsiales
 Salinisphaerales
 SAR11 clade
 SAR324 clade(Marine group B)
 Sphingobacteriales
 Sphingomonadales
 Spirochaetales
 Subgroup 4
 SubsectionI
 SubsectionIII
 Thiotrichales
 uncultured bacterium
 uncultured delta proteobacterium
 Vampirovibrionales
 Verrucomicrobiales
 Vibrionales
 Xanthomonadales

-5 0 5

log2FoldChange

O
rd

er

Family
 Acidimicrobiaceae

 Alcaligenaceae

 Alcanivoracaceae

 Algiphilaceae

 Alteromonadaceae

 Anaerolineaceae

 Arenicellaceae

 Aurantimonadaceae

 Bacteriovoracaceae

 Bdellovibrionaceae

 Brevibacteriaceae

 Burkholderiaceae

 Caldilineaceae

 Campylobacteraceae

 Cellvibrionaceae

 Chitinophagaceae

 Colwelliaceae

 Comamonadaceae

 Coxiellaceae

 Cryomorphaceae

 Cytophagaceae

 Demequinaceae

 Dietziaceae

 Erythrobacteraceae

 Family Incertae Sedis

 FamilyI

 Flammeovirgaceae

 Flavobacteriaceae

 GR-WP33-58

 Granulosicoccaceae

 Hahellaceae

 Halieaceae

 Halomonadaceae

 Hydrogenophilaceae

 Hyphomicrobiaceae

 Hyphomonadaceae

 JTB255 marine benthic group

 Legionellaceae

 Leptospiraceae

 Litoricolaceae

 LWSR-14

 Methylophilaceae

 Microbacteriaceae

 Moraxellaceae

 Nannocystaceae

 Nevskiaceae

 Nitriliruptoraceae

 Nocardiaceae

 NS11-12 marine group

 NS7 marine group

 NS9 marine group

 Oceanospirillaceae

 Oleiphilaceae

 Oligoflexaceae

 OM1 clade

 OM182 clade

 Opitutaceae

 P3OB-42

 Parachlamydiaceae

 Parvularculaceae

 Phycisphaeraceae

 Phyllobacteriaceae

 Piscirickettsiaceae

 Planctomycetaceae

 Porticoccaceae

 Pseudoalteromonadaceae

 Pseudomonadaceae

 Pseudonocardiaceae

 Puniceicoccaceae

 Rhizobiaceae

 Rhodobacteraceae

 Rhodobiaceae

 Rhodocyclaceae

 Rhodospirillaceae

 Rickettsiaceae

 Rubritaleaceae

 S25-593

 Salinisphaeraceae

 Sandaracinaceae

 Saprospiraceae

 SAR116 clade

 SAR86 clade

 SD04E11

 Shewanellaceae

 SM2D12

 Solimonadaceae

 Sphingobacteriaceae

 Sphingomonadaceae

 Spongiibacteraceae

 Staphylococcaceae

 Surface 1

 Sva0996 marine group

 Thiotrichaceae

 uncultured Actinomycetales bacterium

 uncultured alpha proteobacterium

 uncultured bacterium

 uncultured delta proteobacterium

 uncultured marine bacterium

 uncultured organism

 uncultured Rhizobiales bacterium

 Unknown Family

 Verrucomicrobiaceae

 Vibrionaceae

 WW2-159

 Xanthomonadaceae

Supplementary Figure S4 - Differential abundance of OTUs present in seawater in summer and winter under natural ultra-violet radiation (UVR) conditions. OTUs identified as differentially abundant following analysis using DESeq2 and 
Benjamini-Hochberg FDR corrections, are represented as a circles. Each colour indicates a different taxonomic family. Positive log2 fold-change values indicate OTUs with abundances higher summer compared with winter, while negative 
values indicate OTUs which were more abundant in winter compared with summer under natural UVR conditions. This is a graphical presentation of the DESeq2 results listed in Supplementary File S1.


