60000

+ 50000

"
@
c
[

o

- 40000
- 30000
- 20000
- 10000

esH
id
nwipy
ouy
elg
eJ0
ebo
nx
nip
p
aiqa
uig
awq
eby
awy
190

192

o ewn

® ysd

o nog

® 1A

o [eo

o ey

® 99g

® B odg

® 3

o I9N

L eld

o=

o Y3

o sd)
o eid
® ewr

1 1q1

1 1PQ

esQ
L 219

250

200 -

T T
o o
(o] o

sadA} 199

Protostomia Deuterostomia

Fungi

Plantae Protozoa

L/

L

B Avg. number of cell types

@ Predicted genes



Repertoire of protein families in each genome
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Analysis of function
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Linking molecular and macroscopic
characteristics through inference




Number of domain superfamilies
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Domain abundance
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—¢— C2H2 and C2HC zinc fingers
4 Immunoglobulin
X~ PH domain-like
—*— Multiheme cytochromes
—®— WDA40 repeat-like
—+ Ankyrin repeat
—=— EF-hand
SH3-domain
< Winged helix
O Fibronectin type IlI
POZ domain
—8&— EGF/Laminin
C2 domain (Calcium/lipid-binding domain, CalLB)
PDZ domain-like
O Ubiquitin-like



Domain abundance
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4 F-box domain
X~ RNI-like
—*— alpha/beta-Hydrolases
—®— Cytochrome P450
—+— S-adenosyl-L-methionine-dependent methyltransferases
—=— MFS general substrate transporter
(Trans)glycosidases
¢ UDP-Glycosyltransferase/glycogen phosphorylase
O Pectin lyase-like
DNA-binding domain
—&— Ribonuclease H-like
FAD/NAD(P)-binding domain
Clavaminate synthase-like
O Plant invertase/pectin methylesterase inhibitor



