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1 Table S1. The five monokaryotic strains of P. fraxinea isolated from natural environments in

2 this study.
Name ji];fe?:lljg Top BLASTn hit description_accession # E-value Ic(i;)n)t.
P. fraxinea SS1  LC556223 E;I}i%%ﬁ;fﬁ;gzg‘;‘z‘mer 0.0 99.6
P. fraxinea $S2  LC556224 Xjfgf%;zaﬁnea voucher KAL7- 00 9938
P. fraxinea SS3  LC556225 Xjfgf%;zaﬁnea voucher KAL7- 0.0 100
P. fraxinea S$4  LC556226 Xjfgf%;zaﬁnea voucher KAIT- 00 992
P. fraxinea S5 LC556227 ;’32‘;6‘13%?38%’6?“‘ voucher Dai 00 9938
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Table S2. 29 Hypothetical proteins of culture filtrates of P. fraxinea SS3 cultivated in glucose,

cellulose and poplar wood powder media for five days.

Gene Function Best hit species of Blastp search Detected in
mRNA1518 trans | Hypothetical proteins Lentinus tigrinus ALCF2SS1-6 Glc; Cel; Wood
mRNA1196 trans | Hypothetical proteins Lentinus tigrinus ALCF2SS1-6 Glc; Cel; Wood
mRNA4734 trans | Hypothetical proteins Lentinus tigrinus ALCF2SS1-6 Glc; Cel; Wood
mRNA2392 trans | Hypothetical proteins Polyporus brumalis Glc; Cel; Wood
mRNA4547 trans | Hypothetical proteins Ganoderma leucocontextum Glc; Cel; Wood
mRNA4582 trans | Hypothetical proteins Earliella scabrosa Glc; Cel; Wood
mRNA4223 trans | Hypothetical proteins Trametes cinnabarina Glc; Cel; Wood
mRNA1380 trans | Hypothetical proteins Ganoderma Sinens Glc; Cel; Wood
mRNAS5563 trans | Hypothetical proteins Dichomitus squalens Glc; Cel; Wood
mRNA7720 trans | Hypothetical proteins Dichomitus squalens Glc; Cel; Wood
mRNA4929 trans | Hypothetical proteins Cubamyces sp. Glc; Cel; Wood
mRNAG6140 trans | Hypothetical proteins Ganoderma leucocontextum Glc; Cel; Wood
mRNAG6029 trans | Hypothetical proteins Cubamyces sp. Glc; Cel; Wood
mRNAS5919 trans | Hypothetical proteins Lentinus tigrinus ALCF2SS1-6 Glc; Cel;
mRNA3734 trans | Hypothetical proteins Daedaleopsis nitida Glc; Cel;
mRNAG6809 trans | Hypothetical proteins Fomes fomentarius Glc; Wood
mRNAS5118 trans | Hypothetical proteins Earliella scabrosa Glc; Wood
mRNA7591 trans | Polyketide synthase Daedaleopsis nitida Cel; Wood
mRNAG6710 trans | Hypothetical proteins Tramates cinnabarina Glc
mRNA3879 trans | Hypothetical proteins Cerioporus squamosus Gle
mRNA4445 trans | Hypothetical proteins Dichomistus squalens Glc
mRNA7049 trans | Hypothetical proteins Polyporus brumalis Glc

mRNA1567 trans | Hypothetical proteins Lentinus tigrinus ALCF2SS1-6 Glc
mRNA1662 trans | Hypothetical proteins Earliella scabrosa Glc

mRNA1214 trans | Hypothetical proteins Earliella scabrosa Gle
mRNA2407 trans | Hypothetical proteins Lentinus tigrinus ALCF2SS1-6 Glc
mRNA3141 trans | Hypothetical proteins Daedaleopsis nitida Wood
mRNA4377 trans | Hypothetical proteins Cerioporus squamosus Wood
mRNA1660 trans | Hypothetical proteins Earliella scabrosa Wood




Table S3. Top 10 abundant proteins of culture filtrates of P. fraxinea SS3 and P.

chrysosporium RP78 cultivated in glucose, cellulose and poplar wood powder media for five

days. emPAI value was calculated from biological triplicas as expression level of the detected

protein.
Carbon . . # cale.
Accession CAZy Putative Cover Unique MW calc.
Strain  “OW'° ProteinlD family function (%)  Peptides (kDa) pl emPAI
Pfr Glucose  mRNA5136 Phosphoglycerate mutase ~ 24.5 6 40.7 474 671
mRNAS569 Amine oxidase 51.9 17 56.6  4.86 50.8
mRNAS5813 Acid protease 43.0 10 438 5.17 40.2
mRNA6925 AAIl 1 Laccase 27.3 12 564  5.06 36.3
mRNA3519 GH25 Lysozyme 59.1 6 248  6.37 36.3
mRNA2484 Acid protease 50.1 11 42.1 517 30.6
mRNA5306 GH17 B-1,3-glucosidase 31.2 12 39.6 545 27.9
mRNA5962 AAIl 1 Laccase 29.3 13 56.0 5.67 26.4
mRNA6029 Hypothetical 61.7 6 202 571 25.8
mRNA1786 GHI3 15 o-amylase 40.5 11 46.5 5.71 21.8
Cellulose  mRNA6940 GH7 CBH/EG 78.3 32 492 516 1556
mRNA3133 GH7 CBH/EG 46.5 16 488 4.84  665.1
mRNA4140 CBMI, GH6 CBH/EG 48.1 17 47.0 502 1169
mRNA6025 GH45 EG 19.0 4 209 571 55.2
mRNA6069 CBMI, GH10 Xylanase 53.5 13 43.0 5 41.2
mRNAS626 GH7 CBH/EG 41.0 12 49.1 4.5 34.5
mRNA5111  GH28 Pectinase 61.5 13 375 517 331
mRNA3447 GH28 Pectinase 423 12 465 652 227
mRNA6067 CBMI1, GH10 Xylanase 353 8 422 519 227
mRNA1259 AA9 LPMO 37.7 242 679 205
Wood mRNA6940 GH7 CBH/EG 69.3 25 492 516 905
mRNA6925 AAIl 1 Laccase 28.1 13 564  5.06 50.8
mRNA3133 GH7 CBH/EG 37.7 9 488 4.84 248
mRNA6916 CBMI1, GH10 Xylanase 46.3 14 39.7  6.54 14.4
mRNA6067 CBMI, GH10 Xylanase 28.9 5 422 519 14.4
mRNAI1259 AA9 LPMO 37.7 7 242 6.79 11.9
mRNA4140 CBMI, GH6 CBH/EG 30.0 11 47.0  5.02 9.0
mRNA7753 GHI2 EG 24.4 4 262 5.8 9.0
mRNA3519 GH25 Lysozyme 26.7 4 248  6.37 9.0
CBMS50,
mRNA70 CBMS50 Hypothetical 22.8 2 14.0  4.13 9.0
Pch  Glucose 3003339 GHI152 B-1,3-glucanase 30.4 5 268 459  62.1
2983557 GHI52 B-1,3-glucanase 30.1 5 272 508 3838
3014452 Expansin 26.2 6 260 506 306
2962130 Cerato-platanin 33.1 2 147 488 20.5
3006885 GHS5S B-1,3-glucanase 16.3 11 820 58 19.3
2990416 Hypothetial 46.5 4 144 446 148
3005609 Hypothetial 39.3 6 201 46 137
4931 Hypothetial 31.1 9 385 469 133
1998089 Hypothetical 65.0 6 159 664 123
2986625 Calmodulin-related 51.0 7 16.8 428 11.6
Cellulose 793557 GHI52 B-1,3-glucanase 30.1 5 272 508 90
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2971601 GH7, CBMI CBH/EG 49.2 16 549 53 47.3
3003339 GHI152 B-1,3-glucanase 30.4 5 268 459 388
3030351 CBMI, GHI0  Xylanase 54.7 9 40.1 686 283
2975821 AA9 LPMO 80.7 9 249 753 275
2962130 Cerato-platanin 33.1 2 147 488 20.5
137372 GH7, CBMI1 CBH/EG 40.7 11 58.1 521 190
3024676 Lipase 44.6 8 314 524 168
1998089 Hypothetical 65.0 6 159 664 168
131440 CBMI Hypothetical 40.4 4 232 454 168
Wood 2983557 GHI152 B-1,3-glucanase 30.1 5 272 508 2502
3003339 GHI152 B-1,3-glucanase 30.4 5 268 459  62.1
2975821 AA9 LPMO 83.6 11 249 753 524
2971601 GH7, CBM1 CBH/EG 47.7 16 549 53 47.3
3006885 GHS55 B-1,3-glucanase 20.4 12 820 58 27.9
137372 GH7, CBM1 CBH/EG 36.7 13 58.1 521 241
4931 Hypothetial 31.6 11 385 469 232
1998089 Hypothetical 65.0 6 159 6.64 227
3030351 CBM1, GH10 Xylanase 54.7 15 40.1 686  20.5
2962130 Cerato-platanin 31 2 147 488 203




Figure S1. Mycelial growth of the five P. fraxinea strains SS1 to SS5 isolated from a P.

fraxinea fruiting body in this study.
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Figure S2. Phylogenetic tree of the GH7 family protein sequences of P. fraxinea SS3 and
other fungi. Perfr, P. fraxinea SS3 Phach, Phanerochaete chrysosporium RP78 ver 2.2; Cersu,
Ceriporiopsis subvermispora, Trave, Trametes versicolor; Hetan, Heterobasidion annosum.

Star indicates the GH7 genes contain the CBM1 domain.
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Figure S3. Protein concentrations of culture filtrates of P. fraxinea SS3 and P. chrysosporium
RP78 cultivated in glucose, cellulose, and poplar wood powder media for five days. The
average and standard deviation were calculated by three independent biological replicates.
Student’s T-test was performed in each medium between P. fraxinea SS3 and P.

chrysosporium RP78, and there is no significant difference.
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Figure S4. SDS-PAGE analysis of culture filtrates of P. fraxinea SS3 (left lane) and P.

chrysosporium RP78 (right lane) cultivated in cellulose media for five days.



