Legend to Supplementary Figure 1. — Rectangular phylogram view of the phylogenetic tree
of family GH5. Branches corresponding to subfamilies 1-53 are shown in color and the
individual subfamilies have their corresponding subfamily numbers as indicated in Fig. 1. The
branches corresponding to sequences not included into subfamilies are in black. Each
individual protein module node is identified by a varying number of fields separated by “|”
indicating: (i) the organism, with 3 letters for the genre and either 5 letters for the species or
full strain code; (ii) the protein accession in public databases, typically GenBank; (iii) if
attributed, the subfamily number or other information; (iv) if available, EC numbers (node in
bold) or a “*” (node in bold and italic) to indicate precise enzyme characterizations or a
simple activity tests, respectively. A suffix like “_2” may indicate the module position if more
than one GH5 module is present on peptide. Lower confidence nodes with a SH-like local
support below 0.7 (varying from low 0 to strong 1) are indicated with a black dot. Identified
sequences without complete catalytic machinery are in red.
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Figure GH5 1
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Figure GH5_1:

Phylogenetic tree on subfamily GH5_1 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. Bootstrap values > 50 are displayed.
The green range marks protist sequences, whereas the blue range marks sequences from Archaea. Bacterial
sequences are displayed without color. Enzymes with a solved 3-D structure are marked with a red star.



Figure GH5 2

Figure GH5_2:

Phylogenetic tree on subfamily GH5_2 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. Bootstrap values > 50 are displayed.
The green range marks protist sequences, whereas the red range marks sequences from Metazoa and yellow
marks a fungal enzyme. Bacterial sequences are displayed without color. Enzymes with a solved 3-D
structure are marked with a red star.
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Figure GH5_4:

Phylogenetic tree on subfamily GH5_4 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. Bootstrap values > 50 are displayed.
The green range marks Alveolata sequences, whereas the yellow range marks fungal sequences. Bacterial
sequences are displayed without color. Enzymes with a solved 3-D structure are marked with a red star.
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Figure GH5_5:

Phylogenetic tree on subfamily GH5 5 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. Bootstrap values > 50 are displayed.
The yellow range marks fungal sequences. Bacterial sequences are displayed without color. Enzymes with

a solved 3-D structure are marked with a red star.
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Figure GH5_7:

Phylogenetic tree on subfamily GH5_7 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. Bootstrap values > 50 are displayed.
The green range marks plant sequences, whereas the blue range marks sequences from Archea and yellow
marks fungal enzymes. Bacterial sequences are displayed without color. Enzymes with a solved 3-D
structure are marked with a red star.
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Figure GH5_8:

Phylogenetic tree on subfamily GH5_8 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. Bootstrap values > 50 are displayed.
The red range marks a sequence belonging to the Metazoa kingdom. Bacterial sequences are displayed

without color. Enzymes with a solved 3-D structure are marked with a red star.
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Figure GH5_9:

Phylogenetic tree on subfamily GH5_9 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. Bootstrap values > 50 are displayed.
The blue-green range marks bacterial sequences, whereas the purple range marks sequences from
Uncultivated organisms and yellow marks fungal enzymes. Enzymes with a solved 3-D

structure are marked with a red star.
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Figure GH5_10:
Phylogenetic tree on subfamily GH5_10 based on maximum likelihood with 100 bootstrap replications.

Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
The only enzyme with a solved 3-D structure is marked with a red star.
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Figure GH5_11:

Phylogenetic tree on subfamily GH5_11 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Phylogenetic tree on subfamily GH5_12 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.



Figure GH5 13

GzevoNaY
LZ80SADY
BAC60658
CBGe761g

k47574
ABRO0744¢
CAD96810
CAB08388 BAI98385

ABQTA9LE

0.€1198Y
Z1w1008Y

s
~
[t)
<
(2]
-
o
<

Figure GH5_13:

Phylogenetic tree on subfamily GH5_13 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. Bootstrap values > 50 are displayed.
The green range marks sequences from Actinobacteria, whereas the red range marks sequences from

Bacteroidetes, and the blue range marks sequences from Gammaproteobacteria. Bacterial sequences from
other classes are displayed without color.
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Figure GH5_14:

Phylogenetic tree on subfamily GH5_14 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_15:

Phylogenetic tree on subfamily GH5_15 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_16:

CBX97708

Phylogenetic tree on subfamily GH5_16 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_17:

Phylogenetic tree on subfamily GH5_17 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_18: 0.2

Phylogenetic tree on subfamily GH5_18 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_109:
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Phylogenetic tree on subfamily GH5_19 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_20:

Phylogenetic tree on subfamily GH5_20 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_21.:

Phylogenetic tree on subfamily GH5_21 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_22:

Phylogenetic tree on subfamily GH5_22 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_23:

Phylogenetic tree on subfamily GH5_23 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_24:

Phylogenetic tree on subfamily GH5_24 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_25:

Phylogenetic tree on subfamily GH5_25 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
The enzymes with a solved 3-D structure are marked with a red star.
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Figure GH5_26:

Phylogenetic tree on subfamily GH5_26 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_27:

Phylogenetic tree on subfamily GH5_27 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_28:

Phylogenetic tree on subfamily GH5_28 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
The only enzymes with a solved 3-D structure is marked with a red star.
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Figure GH5_29:

Phylogenetic tree on subfamily GH5_29 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_30:

Phylogenetic tree on subfamily GH5_30 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_31.:

Phylogenetic tree on subfamily GH5_31 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_32:

Phylogenetic tree on subfamily GH5_32 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_33:

Phylogenetic tree on subfamily GH5_33 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.



Figure GH5 34

EFB38194
1001 ABN53395 [321- *
ADU75836
EFL62381
EDY84333

Figure GH5_34:

Phylogenetic tree on subfamily GH5_34 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
The only enzyme with a solved 3-D structure is marked with a red star.
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Figure GH5_35:

Phylogenetic tree on subfamily GH5_35 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_36:

Phylogenetic tree on subfamily GH5_36 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
The only enzyme with a solved 3-D structure is marked with a red star.
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Figure GH5_37:

Phylogenetic tree on subfamily GH5_37 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
The only enzyme with a solved 3-D structure is marked with a red star.
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Figure GH5_38:

Phylogenetic tree on subfamily GH5_38 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_39:

Phylogenetic tree on subfamily GH5_39 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_40:

Phylogenetic tree on subfamily GH5_40 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_41:

Phylogenetic tree on subfamily GH5_41 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_42:

Phylogenetic tree on subfamily GH5_42 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_43:

Phylogenetic tree on subfamily GH5_43 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_44: 0.2

Phylogenetic tree on subfamily GH5_44 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_45:

Phylogenetic tree on subfamily GH5_45 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_46:

Phylogenetic tree on subfamily GH5_46 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_47:

Phylogenetic tree on subfamily GH5_47 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_48:

Phylogenetic tree on subfamily GH5_48 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_49:

CCD47737

L 4
CBX91659 Bacteria

Phylogenetic tree on subfamily GH5_49 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_50:

Phylogenetic tree on subfamily GH5_50 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5 51.:

Phylogenetic tree on subfamily GH5_51 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.



Figure GH5 52

+on - AAA50210 | 32,174 IFibrobacteria
L ADX05737

100 P
__ ADX05752 |
Uncultivated
ABE60715 82074 | o anic
- ABW39345
100 L ABW39351
—
0.1

Figure GH5_52:

Phylogenetic tree on subfamily GH5_52 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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Figure GH5_53:

Phylogenetic tree on subfamily GH5_53 based on maximum likelihood with 100 bootstrap replications.
Only the GH5 catalytic domain is used for the phylogenetic analysis. All bootstrap values are displayed.
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