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EGL ANY26815.1 endoglucanase EG-II partial synthetic construct

P07982.1 Endo-14-beta-glucanase Flags: Precursor Trichoderma reesei

ABA64553.1 endoglucanase Il Trichoderma reesei

XP 006962583.1 glycoside hydrolase family 5 Trichoderma reesei QM6a

RFU80562.1 endoglucanase ii Trichoderma arundinaceum

XP 013952028.1 glycoside hydrolase family 5 protein Trichoderma virens Gv29-8

PNP42997.1 hypothetical protein THARTRI1 11163 Trichoderma harzianum

XP 024773252.1 glycoside hydrolase family 5 protein Trichoderma harzianum CBS 226.95

KAF3076222.1 Endoglucanase EG-II Trichoderma lentiforme

KKP03485.1 cellulase Trichoderma harzianum

—— KAHO0526973.1 hypothetical protein TsFJ059 010238 Trichoderma semiorbis

OPB43431.1 Endoglucanase EG-II Trichoderma guizhouense NJAU4742

QYTO01866.1 Endoglucanase EG-II Trichoderma simmonsii

KAJ4854673.1 cellulase domain-containing protein Trichoderma breve

AAR29981.1 endo-14-beta-glucanase Trichoderma sp. C-4

Figure S1. The phylogenetic trees of EGL by performing multiple sequence alignments using MEGAX

software.



B GL { UKZ48038.1 glycoside hydrolase 3 Trichoderma virens
XP 013957182.1 glycoside hydrolase family 3 protein Trichoderma virens Gv29-8
L— UKZ74590.1 glycoside hydrolase 3 Trichoderma virens FT-333

— KAH0497627.1 hypothetical protein TgHKO011 004917 Trichoderma gracile

{ XP 006964076.1 glycoside hydrolase family 3 Trichoderma reesei QM6a

prf]|1713235A extracellular beta glucosidase Trichoderma reesei

PNP58349.1 hypothetical protein THARTR1 01864 Trichoderma harzianum

KKP07011.1 glycosyl hydrolase family 3-4 Trichoderma harzianum

KAF3065725.1 Beta-glucosidase cel3A Trichoderma lentiforme

PKK49554.1 hypothetical protein CI1102 6117 Trichoderma harzianum
XP 024779734.1 glycoside hydrolase family 3 protein Trichoderma harzianum CBS 226.95

KAHO0531277.1 hypothetical protein TsFJ059 000131 Trichoderma semiorbis

OPB36250.1 GH3 beta-glucosidase BGL1/CEL3a Trichoderma guizhouense NJAU4742

QYS92793.1 GH3 beta-glucosidase BGL1/CEL3a Trichoderma simmonsii

KAJ4865546.1 fibronectin type IlI-like domain-containing protein Trichoderma breve

Figure S2. The phylogenetic trees of BGL by performing multiple sequence alignments using MEGAX

software.



XYN AJP77550.1 xylanase III Trichoderma orientale
ABY71931.1 endoxylanase Trichoderma pseudokoningii
XP 006962419.1 glycoside hydrolase family 10 Trichoderma reesei QM6a

KAHO0496716.1 hypothetical protein TgHKO011 004065 Trichoderma gracile

L—— XP 024754233.1 glycoside hydrolase family 10 protein Trichoderma citrinoviride

KAF5005492.1 hypothetical protein FDECE 8070 Fusarium decemcellulare

KAF4442711.1 glycosyl hydrolase family 10 Fusarium albosuccineum

— L——— XP 013956008.1 glycoside hydrolase family 10 protein Trichoderma virens Gv29-8

XP 024755433.1 glycoside hydrolase family 10 protein Trichoderma asperellum CBS 433.97

KAHS8128188.1 glycoside hydrolase family 10 protein Trichoderma asperelloides

—— KKP00785.1 glycosyl hydrolase family 10 Trichoderma harzianum

OPB40690.1 GH10 endo-beta-14-xylanase XYN3 Trichoderma guizhouense NJAU4742

KAF3070142.1 Endo-14-beta-xylanase 3 Trichoderma lentiforme

XP 024768012.1 glycoside hydrolase family 10 protein Trichoderma harzianum CBS 226.95

KAJ4855587.1 glycosyl hydrolase family 10 domain-containing protein Trichoderma breve

Figure S3. The phylogenetic trees of XYN by performing multiple sequence alignments using MEGAX

software.
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Figure S4. Kinetic analysis of EGL (a), BLG (b), and XYN (c), respectively.
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Figure S5. Synergistic degradation of different natural substrates by EGL and BGL. a: wheat straw; b: soybean
straw; c: rice straw; d: corn straw. Different letters on the x-axis represent different proportions of the three
hydrolytic enzymes added. A: 0.05 M EGL; B: 0.05 M EGL + 0.01 M BGL; C: 0.05 M EGL +0.02 M BGL; D: 0.05
M EGL +0.03 M BGL; E: 0.05 M EGL + 0.04 M BGL; F: 0.05 M EGL + 0.05 M BGL; G: 0.05 M EGL + 0.06 M BGL;
H: 0.05 M EGL + 0.07 M BGL; I: 0.05 M EGL +0.08 M BGL. ** P < 0.001, ** P < 0.01, * P < 0.05.
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Figure S6. Synergistic degradation of different natural substrates by EGL and XYN. a: wheat straw; b: soybean
straw; c: rice straw; d: corn straw. Different letters on the x-axis represent different proportions of the three
hydrolytic enzymes added. A: 0.1 M XYN; B: 0.1 M XYN +0.01 M EGL; C: 0.1 M XYN +0.02 M EGL; D: 0.1 M
XYN +0.03M EGL; E: 0.1 M XYN +0.04 M EGL; F: 0.1 M XYN +0.05 M EGL; G: 0.1 M XYN + 0.06 M EGL; H:
0.1 M XYN +0.07 M EGL; I: 0.1 M XYN +0.08 M EGL. *** P < 0.001, ** P < 0.01, * P < 0.05.



