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Figure 4: Heatmap of virtual taxa counts between geographical location following Deseq2
variance stabilization transformation. Each row represents a single root sample, and each
column represents a unique virtual taxon. For clarity only virtual taxa that occurred in three or
more samples are displayed. Top column annotation depicts the genus to which the virtual taxa
clustered with based on Maximum likelihood tree in figure 1. Asterisk (*) depict virtual taxa
differentially significantly abundant between geographical location per DESeqg2 Wald’s test.
Column annotation bar graph depicts the prevalence (number of unique samples) the virtual
taxa were found in. The “Association” column annotation is a colorimetric Venn diagram with a
10% prevalence cut-off where yellow squares represent taxa associated with California
samples, blue squares represent taxa associated with Florida samples and green squares
represent taxa which were associated with both Florida and California citrus roots. Gray boxes
indicate taxa that did not pass the 10% prevalent cut-off to be associated with either category.
Row annotations show which samples belong to each geographical location and bar graph
shows the number of unique ASVs associated with each sample. Dk: Dominikia; Fu:

Funneliformis; Rz: Rhizophagus; Sg: Septoglomus; Uk: Unknown.
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Figure 5. Heatmap of virtual taxa counts between management strategy from California
samples following Deseq2 variance stabilization transformation. Each row represents a single
root sample, and each column represents a unique virtual taxon. For clarity only virtual taxa
that occurred in three or more samples are displayed. Top column annotation depicts the genus
to which the virtual taxa clustered with based on Maximum likelihood tree in figure 1. Asterisk
(*) depict virtual taxa differentially abundant between geographical location per DESeq2 Wald’s
test. Column annotation bar graph depicts the prevalence (number of unique samples) the
virtual taxa were found in. The “Association” column annotation is a colorimetric Venn diagram
with a 10% prevalence cut-off where dark pink squares represent taxa associated with
Conventional samples, lavender squares represent taxa associated with Organic samples and
medium pink squares represent taxa which were associated with both Organic and
Conventional citrus roots. Row annotations show which samples belong to which management
strategy and bar graph shows the number of unique ASVs associated with each sample. Dk:

Dominikia; Fu: Funneliformis; Rz: Rhizophagus; Sg: Septoglomus; Uk: Unknown.
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Figure 6. Heatmap of virtual taxa counts of HLB disease severity from Florida samples following
Deseq?2 variance stabilization transformation. Each row represents a single root sample, and
each column represents a unique virtual taxon. For clarity only virtual taxa that occurred in
three or more samples are displayed. Top column annotation depicts the genus to which the
virtual taxa clustered with based on Maximum likelihood tree in figure 1. Asterisk (*) depict
virtual taxa differentially abundant between geographical location per DESeq2 Wald’s test.
Column annotation bar graph depicts the prevalence (number of unique samples) the virtual
taxa were found in. Row annotations show which samples belong to each disease rating
severity and bar graph shows the number of unique ASVs associated with each sample. Venn
diagram heatmap with yellow rectangles show which taxa were found in at least 10% of sample

from each disease severity. Dk: Dominikia; Rz: Rhizophagus; Sg: Septoglomus; Uk: Unknown.
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