Supplementary Figures

Prophage genomics and ecology in the family Rhodobacteraceae

Kathryn Forcone, Felipe H. Coutinho, Giselle S. Cavalcanti, Cynthia Silveira

D 30 I B ceucovirenee
.

—_ % 5 AT #e
Iy c ., 75 I
§ . % . SE¥e
Z 5 ,L_). * o® Other
-~ © .. .
2 o 5
@ — . > 50
= O 10 Cof 2
4 4 N M [}
- g ; g
c 2 . @
[ @ IC 25
5 :
T ©

o
L o
8 ©
m s '§ 03 . 0.0

0 1 n’: 3 4 5 25 50 75 100

Number of prophages Bacterial genome length (Mbp) Prophage genome length (kbp)

Figure S1. (A) Bacterial genome length plotted against the number of high and medium quality prophages identified in each
of the 79 roseobacter genomes. The horizontal line in each box represents the mean, and the upper and lower bounds of the
box represent the 75™ and 25 percentiles. (B) Prophage density (total phage genome length divided by bacterial genome
length) plotted against bacterial genome length. There is no correlation between the two variables (Pearson test p = 0.522). (C)
Frequency of genome lengths for all high and medium quality prophages. The genome frequency is at least bimodal by Harti-
gans’ dip test for unimodality (p > 0.05). Each phage genome is grouped by color for predicted taxonomic assignments.



A Celeribacter halophilus prophage, 44393 bp

B Loktanella hongkongensis, Caudovirales prophage, 17661 bp
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Figure S2. (A) Genome of the predicted complete circular prophage from host Celeribacter halophilus. (B) Genome of pre-
dicted complete circular prophage from Loktanella hongkongensis. The circular genomes are represented linearly, with the
direction of the arrow representing the direction of transcription.
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Figure S3. The abundance of high and medium quality prophages mapped at 80 % identity to eight G. catenatum algal
bloom metagenomes from Du et al., and Huang et al. [78,79]. Phages with greater than ten reads mapped in a metagenome
are represented here. The color bar on the left-hand side denotes each phage. Black bars represent the phage abundance
in each metagenome. The abundances of algae and Rhodobacterales at each time point were extracted from Huang et. al.
2018. [78,79]. The genomes of the three most abundant phages (recruiting more than 1,000 total reads) are shown on the
right-hand side. These phages are labeled with their host and genome length, as well as the gene names for auxiliary
metabolic genes. The mapped reads were visualized with ANVI'O version 6.2 using the metagenomic workflow using the
abundance visualization, and the genome maps were created with EasyFig version 2.2.2.
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