Additional file 7. Amino acid sequence alignment of TlAbf51 from Talaromyces leycettanus JCM12802 with other two GH51 Abfs from Alicyclobacillus sp. A4 (AcAbf51A) and Paenibacillus sp. THS1 (THSAbf).
[image: ]

image1.png
10] L 20 1

30 L

40]

KTLPALAGGLAVAVTY|

GLAFAID)
KSTAR- -
STAPRAT

THSKTGGXY|
THDPQYQL|

SS_PL
DvEe R
EvBlR R

S
B
vy

50)

v| DxArx{

110]

GQLLKNNGE Q|
EPDHPSADEV
EPSHPEADQH

NNPGHTAYAAV
FRQDMLELVRE
FRNDMKELVKQ

YP

50)
GNETHs
Lofr v
I

SNP|
GGNEV
GG NEV,

VS|
DG
DG

H
6|

6T
La
VE

120]

130 I

DT
140

160

GYVG

RPAQ]
RPKR

I I§YIGV

VVATTYANYF]
NRVGVNEFVE|

‘
G

NWVGTNEFAG N EV

P
GKY]

v Al
DE
DAl

TV
VE
LE

170]

220

STDSQF|

BTsrIsAsY G NE
SDLRKBHGYE, P G-
SDLRER HGYE PHK -

1RvwCeL|
1 TWCL

A

SSLNFGLVQLHPPTYHSR

-wo)
- wol

GHKTAEE
GOKTPQE

I 2]

LRFPG
ELVAC
eLvsch

I
NLEG SPAD
- -SGSKMPT

- -ssislsmpT

2
RWK]
F P D
FPE

RIVLEHT
AVILEHT

ATIGPVVDRPGRQGD

N
s
s

I 310

=l
B
Kv
2w
E H

GMEPVLAVWSGLSLGGG

-L
-T

ATY
ANF

2]
VSEsa
AQS LD
AKSMD

AT
ST

LYWC]
Hs@YGNR
9l YGNR

370] T

KAKKR.
KAKKR!

QNGRT B
INISF

YLSF

KHVEVG
WEHSN -

TBNissccoTvASE

!

ABKQVAPWQVGPPLEE!

AKLEPWG!APPQ

i
E

NA
TF
NF

390]

vasN,
420

a30] L

TH|
ED|

[AYPDIT,
LVVGCL
ED| LLVGSM

HHY)
ol
NV APl

-Moavs|
Mooz

INPDQFVALF EWDN

410]
STTD 1
LLREH DR KM c|
FLRH c|

450

PTEver

1
ol

v|
|

[As THY] DGsQT\WTRM s
PrLEABRYG- - - -
P\M N LrG,,, -

CGEAV\M!G
.- -KVMHCS
.- -VSLQPV

stva
SPKYDC| i
SPVYDA DY pvilly

10 I 520]

530]

SR
SVAV
SAVV

SPoIroPossPosITasTSYY

VQK] T]

v|
v|

GST!LPVTSDAGFGPV\WVA

se0]

SGSTYVVK|
ELECDIRG
ELDCDIRGEEGYRVIEHL]

ANYGSASET
AQASVIEHT|

T1
LV,

NQDIAEMT
1
s|

L EHE]

GTK sG]
LKAANI
LKAVN]

TiTPQT

-Q

1PQEAQ

KPHTGG

610

NEADETHT
630

I 520

L]
K|
N

[

s60]

VsGS
KVDGE@LLFAP
vcoD@YvkAac

SETVT Al V]
N [

NMT R

L
|

RV

A vEl

6 QHlr A





