Supplementary Figure 1
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Supplementary Figure 1. Multiple sequence alignment of the a- L-fucosidase
homologs in the three subfamilies. The sequences are corresponding in Figure 3.



Supplementary Figure 2
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sp|QOBTYZ|FUCOZ HUMAN

sp | QOOKRE | FUCO2_MOUSE

sp |QUBTY2 | FUCOZ_HUMAN

sp |QOUKRR | FLCOZ MOUSE

sp |QIBTY2| FUCOZ_HUMAN

sp| QUIKRS | FUCO2 MOUSE

sp|QUBTYZ | FUCOZ_HUMAN

sp| QO9KRE | FUCOZ MOUSE

sp|QIBTYZ | FUCOZ_ITUMAN

sp |QUIKRE | FUCOZ_MOUSE

sp|QOBTY2|FUCO2 HUMAN

sp |QOIKRE| TUCO2 MOUSE

QOBTYZ | TUCOZ_TTUMAN

sp

sp| QKRS | FUCOZ MOUSE

sp|QIBTY2| FUCOZ HUMAN

sp | QOOKRE | FUCOZ_MOUSE

sp|QUBTY2 | FUCOZ HUMAN

sp|Q99KRS | FUCOZ MOUSE
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Supplementary Figure 2. codon alignment used for estimating selection pressure.

i
AlG
il
AlG
CAT

TCA

TCC

TeC

AAC

AAC

Tce

ACC

A

GCG !

N
AAC

T

I

COALT

q
CAA

1
ACC
N

AAT

Q
CAG
4
CAG

L
CIT
T
ATC
G
GGC
S
TCA
L
CTC

CTC

L
Crr
T
ACT

5
TCC
5
TCA

Q
CAG
Q
CAA

L
It
L
1T

A
GCG
S
TCA
W
TGG
W
TGG

E

> GAG

D

> GAA

L

L

T

F
e

GCC
T
ACT

TJ
CCA
I]
ccr
TTC

TTT

G
GGG
F
T1e

1
ACG
K

AAA

s
TCC
G
GGA

S
Tce
T

ACC

I
CGC
Q

> CAA

TTC
I
TTC

&
GGC
&

- GGA

G

GGG
G
GGl

N
AAC
N
AAC

v
GTT
v
GTT

L
116G
F
T1C

AGA

L
Crr
F
Tre

P
CCG
1
CAC

166

o ACG

N
AAT

)]

AAG

L

cre
rce
cce
cce
TTC
TTT
TIC

Tre

GGG

" TCC

ACG
ACT
CIC
CTA
CGG
CGA
ACG
ACC
GAG
GAC

CAG

CAG
GCA
GCT

1

i CAC

GAC

The sequences are from metazoans (A), fungi (B), and plants (C).
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