Fig. S4: Phylogeny of PPOD-related Domains
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O-Glycosyl hydrolase family 30

Glycosyl hydrolase family 16

Glycosyl hydrolase family 3

Glycosyl hydrolases family 2, TIM barrel domain
Coagulation factor 5/8 C-terminal domain, discoidin domain
Beta/Gamma crystallin

Metallophosphatase superfamily

Glycoside hydrolase families 71, 99, and related domains
Type 1 glutamine amidotransferase (GATase1)-like domain
Por secretion system C-terminal sorting domain

Chitinase class Il

Laminarinase, also known as glucan endo-1,3-beta-D-glucosidase
Chitinase (uncharacterized)

Carbohydrate Binding Module 6 (discoidin-like)
Carbohydrate Binding Module 6 (xylanase-like)

Carbohydrate Binding Module 6 (cellulase-like)

Fibronectin type 3 domain

Early set domain

NosD

Peptidase inhibitor 19

Polycystic kidney disease | (PKD) domain
Peptidase S8
Alpha-L-arabinofuranosidase B
Beta-galactosidase

Peptidase s53

SGNH_hydrolase subfamily
Fibronectin type Ill-like domain
Bacterial Ig-like domain

NEW3 domain of alpha-galactosidase
S-layer homology domain

r EF-hand
Pectate lyase superfamily

Ricin-type beta-trefoil
D-alanyl-D-alanine carboxypeptidase




