Figure S1. Global contig alignment between A. arborescens contigs (blue blocks) and A. brassicicola
contigs (red blocks). The first 11 lines contain EC contigs alignment and the last line (and the magnified
inset) contains CDC contigs alignment. Alignment identity cut-off was set as 70%. Contig numbers are
given above blocks. The corresponding alighment identity is shown as spots under contigs.
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Figure S2. GO term of CDC genes. GO terms were assigned to all CDC genes and level three terms in the
categories Biological Process (A), Molecular Function (B), and Cellular Component (C) are showed in the
corresponding pie chart.

A Biological Process
eellular de\relo;[:{?ental process . lm
\ ————
e T / \ rnacromolecule localization (1)
process (3) ‘|regulation of biclogical process
1]

biosyrthetic process (39)
'/,_| primary metabolic process (17)

\-—| cell death (1)
o

‘—---1 signaling process (2)

racremelecule metabolic
process (11)
anatorical structure
development (1)

catabolic procass (5)——

establishment of localization () k
small molecule metabalic

process (1) I

response to stress [2]\\

multicellular erganismal |
davelop (x5 -

cellular metabolic process (1104

B Molecular Function

protein binding (3)

transferase activity (9)

nuclaic acid binding (2)

z chromatin binding (1)

hydrolase activity (16) <

nuclectide binding {11)

transcription factor activity (1)

/a|signa| transducer activity (1)

C Cellular Component

protain comples (2) ﬁ

chromosome (2]

mitachondrion (2]

nucleus (5)




