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Organism Molecular pl Optimum Optimum Polymer attacked®
weight temperature (°C) pH
Aspergillus awamori I 81 000 33 60 4.0 BA
11 62 000 36 60 40 BA
Aspergillus nidulans 65 000 33 65 4.0
Aspergillus niger 5-16
Intracellular 67 000 35 60 4.0 BA
Extracellular 53000 36 - 4.0 BA, AX
Aspergillus sojae 34 300 39 50 5.0
Aspergillus terreus I 39000 7.5 — 3.5-45 OSX, RAX, AGX, BA
11 56 000 83 — 3545 OSX, RAX, AGX, BA
11 59 000 85 35-45 OSC, RAX, AGX, BA
Aureobasidium pullulans 210 000 — 75 4.0-45 BA, AX, OSX
Cochliobolus carbonum 63 000 —_ 50 3.5-40 BA, AX
Cvtophaga xylanoliica 160 000 6.1 45 58 AX,BA
—240 000
Dichomitus squalens 60 000 5.1 60 3.5 BA, AX
Penicillium capsulatum | 64 500 415 60 4.0 BA, AX, AXO
11 62 700 454 55 4.0 BA, AX, AXO
Sclerotinia sclerotiorum 63 000 75 - 4.0-45 BA, AX
Penicillivm purpurogenum 58 000 6.5 50 4.0 AX
Trichoderma reesei 53 000 1.5 4.0 AX, AXO
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2 AX, arabinoxylan; BA, beet arabinam; CX, corn. Pﬁdosp_errﬁ xylén; 0OSX, oatspelt xylan; AXO,

arabinoxylan oligosaccharides; RAX, r;}é, arabi'ﬁoxylan; AG)_(-;"arabinogIucuronoxylan.
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Organism Molecular pl Optimum Optimum Polymer attacked®
weight temperature (°C) pH
Bacillus polymyica 166 000 4.7 —_ —_ AXO only
Bacillus stearothermophilus 110000 T0O 7.0 Used lor
deligmfication
Bacillus subtilis 65000 5.3 6.5 BA
Bacdteroides xylanolwticus 364 000
{61 000} 50 5.5-6.0 AXO only
Bifidobacterium adolescents 30-40 6.0 AX only
Butvrivibrio fibrisolvens 240 000 6.0 55 6.0-6.5 BA, AX, 08X
Clostridium acetobutylicum 94 000 8.2 5.0-55 BA
Ruminococcus albus 310 000 38 6.9 AH
Streptomyees sp. 17-1 92 000 44 6.0 Ba, AX, AG
Streptomyees diasiaticus  C1 38000 8.8 5.0-6.5 AX
c2 60 000 83 5.0-6.5 AX
Streptomyces
diastaatochromogenes 065 73000 6.0 BA
Streptomyces purpurascens 495000 39 6.5 Ag, Ay

8 AX, arabinoxylan; BA, beet arabinan; CX, corn endosperm xylan; OSX, oatspelt xylan; AXO,
arabinoxylan oligosaccharides; A,, arabinobiose; Az, arabinotriose.
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Source Molecular  pl Optimum Optimum  Polymer
weight temperature  pH attacked®
¢O)

Spinach leaf I 118 000 48

IT 68 000 4.2 48
Carrot cell culture 84 000 5.6 55 38 BA
Radish seeds 64 000 4.7 BA AG
Soybean seeds 87 000 48
Japanese pear fruit 42 000 5.0

8 BA, beet arabinan; AG, arabinogalactan.
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E223G (+) :5-GATCTC GGG AACGGCTTGTTC-3'
E223G (—) :5-GAACAAGCCGTTCCC GAG ATC -3

D19IN (+ ) :5-GCC GAG ACC AAC AGC CGC AAT ACA GGC
AAC -3
D19IN( — ) :5-GTT GCC TGT ATT GCG GCT GTT GGT CTC GGC
-3'
D191G (+ ) :5-GCC GAG ACC AAC AGC CGC GGT ACA GGC
AAC -3
D191G( — ): 5-GTT GCC TGT ACC GCG-GCT GTT GGT CTC GGC
-3
D299N (+ ) : 5-CTC GGC ATT GGC GGC AAC AAC AGC -3

D299N (—) :5-GCT GTT GTT GCC GCC AAT GCC GAG -3
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R 5 BSA 2 = 3o Tk £ 8

Ase; (OD) =1.1571* (3% Fk R ) +0.1577

OD562

0 0.2 0.4 0.6 0.8 1
protein concentration ( mg/ml )
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“tékz Aspergillus kawachii IFO4308 £ Trichoderma koningii

G-39 a-L-arabinofuranosidase 3¢ 5 7|2 1t $

Consensus key (see documentation for details)

*

- single, fully conserved residue

- conservation of strong groups

- conservation of weak groups

- N0 consensus
Aspergillus kawachii

Hypocrea koningii

Aspergillus kawachii

Hypocrea koningii

Aspergillus kawachii

Hypocrea koningii

Aspergillus kawachii

Hypocrea koningii

Aspergillus kawachii

Hypocrea koningii

Aspergillus kawachii

Hypocrea koningii

Aspergillus kawachii

Hypocrea koningii

MEFSRRNLLALGLAAT - - - VSAGPCDIYEAGDTPCVAAHSTTRALYSSFSGALYQLORGSD
MLSNART TAAGCTAAGSLVAAGPCDIYSSGGTPCVAAHSTTRALESAYTGPLYQVKRGSD

® . % T Kookkkkkkk ok kskkskokokkokkkkkk ke - .k Kok . . kokokok

DITTTISPLTAGGIADASAQDTFCANTTCLITI IYDQSGNGNHLTQAPPGGFDGPDTDGY
GATTATSPLSSG-VANAAAQDAFCAGTTCLITI I'YDOSGRGNHLREAPPGGFSGPESNGY

ok kokokok . Lok AR L ok - ook SRkl kR Rk Rk kskskskokok skok . . L okok

DNLASATGAPYTLNGOKAYGVEMSPGTGYRNNEATGTATGDEAEGMYAVLDGTHYNDACC
DNLASAIGAPYTLNGOKAYGYEVSPGTGYRNNAASGTAKGDAAEGMYAVLDGTHYNGACC

koo ok ok ok okok ok BTRERSRRRk R o - kR Rk k. okokok skok okkokkkkkkkkkkk Rk

FDYGNAETSSTDTGAGHMEA I'YLGNSTTWGYGAGDGPW IMVDMENNLFSGADEGYNSGDP
FDYGNAETNSRDTGNGHMEA I YFGDSTVWGTGSGKGPWIMADLENGLEFSGSSPGNNAGDP

kkkkkRk ok kokok klokEkkEkE.k.k% k% k.k okl ck.okk kkkk. % k. kkk

SISYRFVTAAVKGGADKWATRGANAASGSLSTYYSGARPDYSGYNPMSKEGAT ILGIGGD
SISYRFVTAATKGOPNQWATRGGNAASGSLSTEFYSGARPQVSGYNPMSKEGAT ILGIGGD

gkkkkkkkkok . kok . okkkkE Rk kool . kool Rk Rk Rk kR ko ok ok

NSNGAQGTFYEGVMTSGYPSDDTENSVQENTVAAKYVVGSLVSGPSFTSGEVVSLRVTTP
NSNGGQGTFYEGVMTSGYPSDATENSVQANTVAARYAVAPLTSGPALTVGSSTSLRATTA

kkk kkkkokkokokokkklokkok R kkkkk® kkkkk.k ok ok kkk. .k k% .kkk k%

GYTTRY IAHTDTTVNTQVVDDDSSTTLKEEASWTVVTGLANSQCFSFESVDTPGSY IRHY
CCTTRY IAHSGSTVNTQVVSSSSATALKQQASWTVRAGLANNACFSFESQDTSGSY IRHS

wkkkkkk . kokokokkkk k.kekk. ckkkkk okl kool k% kR
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Aspergillus kawachii  NFELLLNANDGTKQFHEDATFCPQAALNGEGTSLRSWSYPTRYFRHYENVLYAASNGGVQ
Hypocrea koningii NFGLVLNANDGSKLFAEDATFCTQAGINGQGSS IRSWSYPTRYFRHYNNTLY TASNGGVH

Rk ok okkkokokok .k ok kRERERERE k% -k .k .k oloooookkokkkk -k k% kkskokskok

Aspergillus kawachii - TFDSKTSENNDVSFEIETAFAS
Hypocrea koningii VEDATAAFNDDVSFVVSGGFA -

Mk . ookkokkkk . K%

Sequence type explicitly set to Protein
Sequence format is Pearson

Sequence 1: Aspergillus kawachii 500 aa
Sequence 2: Hypocrea koningii 499 aa
Start of Pairwise alignments

Aligning...

Sequences (1:2) Aligned. Score: 72

3= Trichoderma koningii G-39~ #=Hypocrea koningii G-39
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