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WT 75.3 60.7
D408W 407.7 61.9
D408T 315.1 61.7
D408K 239.0 61.6
D408C 57.3 60.1
E476T 110.0 60.9
E476K 216.6 62.0
S100A 462.1 65.1
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100 | GOD-Penicillium notatum AFA42947.1 35C

GODp

GOD Penicillium variabile P16 CAE47418.1 55C

GOD Penicillium amagasakiense AAD01493.1 PDB 1GPE
GOD Penicillium viticola F1 AMB42792.1

100 1 GOD Aspergillus niger ACR56326.1 PDB 1cf3 40C
AGOQOD of our lab

00| | GOD Aspergillus niger 1GAL

100 ' GOD Aspergillus niger 3QVP

FAD-GDH Mucor prainii FW588501.1 30C

FAD-GDH Thermoascus crustaceus NBRC 9129 BAVB9806.1 65C
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FAD-GDH Thermoascus aurantiacus NBRC 6766 BAV03496.1 70C
FAD-GDH Thermoascus emersonii NBRC 31232 BAV89805.1 55C
FAD-GDH Aspergillus flavus XP 002372599.1 PDB 4YNT ND
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r FAD-GDH Aspergillus terreus DD412265 ND
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100 L FAD-GDH Aspergillus terreus NIH2624 XM 001216916 55C
GOD Helicoverpa armigera ACC94296 .1

Putative-GDH Aspergillus niger CBS 513.88 XP 0013957811

FAD-GDH Burkholderia cepacia AAN39686.1 70C

100 | NAD-GDH Sulfolobus solfataricus CAA09918.1 ND
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! MAD-GDH Sulfolobus Solfataricus PDB 2CD9
MAD-GDH Thermoplasma volcanium PDB 3WIC

GDH Haloferax mediterranei PDB 2VWG
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NAD-GDH Bacillus licheniformis AAG10092.1 ND
NAD-GDH Bacillus megaterium AAA22475.1 PDB 1GCO ND
NAD-GDH Lysinibacillus sphaericus G10 ACR78513.1 50C
NAD-GDH Bacillus megaterium CAA30931.1 ND
NAD-GDH Bacillus amyloliquefaciens SB5 AFJ20736.1 50C
NAD-GDH Bacillus subtilis AAA22463.1 ND
FAD-GDH Burkholderia cepacia AAQO6608.1 ND
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100 | PQQ-GDH Acinetobacter calcoaceticus PDB 1C8U
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! PQQ-GDH Acinetobacter calcoaceticus SMIN
PQQ-GDH Escherichia coli NP 415358.1 PDB 2G8S ND
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| PQQ-GDH Pyrobaculum aerophilum PDB 3A9G 75C

1m0 ! PQQ-GDH Pyrobaculum aerophilum PDB 3A3G
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