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Supplemental Figure 1. Changes in biomass of Microcystis spp. And eukaryotic
phytoplankton in Lake Taihu in 2004 and 2005. Adapted from Ke et al. 2008



Page |3

Log,, Transcripts (x10?)

[ .

o N % 0 o o
N oM B 8 @

Supplemental Figure 2.

Maximum-likelihood phylogenetic placement of virophage candidates. Reference
proteins are denoted by abbreviated names. Outer heatmap ring indicates normalized
transcript abundance for each candidate summed for all samples. Black dots represent
bootstrap values >0.5. *Isolated reference with genome sequenced. **Isolated with only
environmental sequencing
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Supplemental Figure 3.

Maximum-likelihood phylogenetic placement of near full-length RNA virus genomes
with genomic content (B). Reference proteins are denoted by abbreviated names in
black. Candidates with near full-length genomes are denoted in red (B).
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Supplemental Figure 4.

Maximum-likelihood phylogenetic placement of ssDNA virus candidates. Reference
proteins are denoted by black bars with colors indicating viral family. The outer heatmap
ring indicates normalized transcript abundance for each candidate summed for all
samples. Black dots represent bootstrap values >0.5.
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Supplemental Figure 5.
Maximum-likelihood phylogenetic placement of phage candidates. Reference proteins

are denoted by black bars with colors indicating viral family. The outer heatmap ring
indicates normalized transcript abundance for each candidate summed for all samples.
Black dots represent bootstrap values >0.5.
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Supplemental Figure 6.

Alternative color scheme for heatmap of normalized viral abundances for each
sample and virus type with histogram of total viral reads and total library reads in
each sample. Each column describes a single sample. Color scale describes viral read
abundance normalized to library size.
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Supplemental Figure 7.

Non-metric multidimensional scaling plot describing Bray-Curtis dissimilarity between 35 samples. Colors indicate month of
sampling. Vectors indicate environmental variables that explain nMDS positioning (A). B-H show the same nMDS with each sample
scaled to show the abundance of a particular virus type in each sample: NCLDV (B), ssRNA virus (C), dsRNA virus (D), ssDNA

virus (E), Microcystis lytic phage (F), Microcystis lysogenic phage (G), “other” phage (H).




