GenomeScope Profile

len:107,052,221bp uniq:48.5%
aaa:98.6% aab:1.29% abc:0.0657%
kcov:54.7 err:0.0443% dup:2.38 k:21 p:3

E - observed
' — full model
To) unigue sequence
? - —— errors
8 kmer-peaks
>
2 3
o +
3 ()]
o <«
o
L
[Te]
o
+ il
[
(V]
o
o
+ —
q) 1 L 1 L L 1
o I | | | | |
0 100 200 300 400 500
Coverage

Figure S1. Genomic profiling using short read data for the sequenced Phytophthora
cinnamomi isolate (GKB4). The isolate was identified to be triploid (p:3) with an estimated

genome size of 107 Mb and 1.36% genome-wide heterozygosity.
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Figure S2. Bar charts showing the results of GO enrichment analysis of up-regulated genes

identified during infection in Phytophthora cinnamomi. The results were visualized for

biological processes (left) and molecular functions

identified to be upregulated during infection. Reference Set consisted of the rest of the genes

from the genome. The X-axis indicates the percentage
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(right). Test Set consisted of genes

of genes counted.



