S 4- :
a) 2 9: -
z FSIYSOJ  pHvpAM I
- YINF =
: ¥CDIS z
: AYRANO -
7] - z
0o |: WLR/§PTER vp'i@iﬁm -
QS - TQAPSE -
28] g™ :
- @ :
© ‘.
2
o]
y—
° SEMOE
) O
o TRI
.(EJ 8 - AR‘%
= PHYPAT
3 Hé
° T T T 1
0 1000 2000 3000 4000

Number of domain types

O
~
4000
N

P@PTRI
§ d A‘.-’("\l"r!.?. PI‘YPAT OI%YSAT
@ ® SigMOE
Q
2>
c Elg/HUX
g o
G S+
© Tig/ THE
) PARTET
E
5 PIgFAL
T et
e L] L] L] L] L] L] L
0 10000 20000 30000 40000 50000 60000 70000
Proteome size
o
C) S .
<
o
S d
8 1)
o
2>
S
o
D o
o 8 J
g o ORYSAT
= SOJ ARATHA P@QPTRI
> A PigYINF 0 SWT v
=z Eg
8 BRgORY Tig THE
S SHgPAREEIC PARTET
© 1 1 1 1 1 1 1
0 10000 20000 30000 40000 50000 60000 70000

Proteome size
Supplementary Figure 1 - (a) Dependence of the number of domain and bigram types excluding singletons observed
n the species analyzed. (b) Relationship between the proteome size and the number of distinct domain types as well
as (c) the number of bigram types. The species names corresponding to the abbreviations can be found in
Supplementary Table 1.
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Supplementary Figure 2 — The predicted secretome of the 67 analyzed eukaryotic species. The absolute size as well as

the percentage of the predicted secretome is displayed. The analyzed plant pathogens are indicated with a star and

species abbreviations are shown in Supplementary Table 1.
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Supplementary Figure 3 - The average abundance and versatility of all observed domains in a log2-log2 plot. The
graph displays a linear positive correlation between the abundance and versatility of different domains (regression
line in red). Domains that are highly abundant and do not have a high number of different N- or C-terminal partners
are shown in the lower right sector of the plot. Domains that show an uneven distribution of versatility in the
examined species might have a low average versatility, even if they have many different partners in some species.



