Different Green Manures (Vicia villosa and Brassica
juncea) Construct Different Fungal Structures, Including
Plant-Growth-Promoting Effects, after Incorporation
into the Soil
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Figure S1. Pre-screening of fungal isolates: Growth response of (a) Brassica rapa with leguminous isolates (b)
Lactuca sativa with leguminous isolates (¢) Brassica rapa with non-leguminous isolates (d) Lactuca sativa with
non-leguminous isolates. This time only one replication was used. Closed and grey bars show shoot and root

biomass, respectively.



LC638643.1 H1

KY701767.1 Penicillium brasilianum

———————— MT678576.1 Penicillium oxalicum ZN2019211

NR 121312 1 Penicilium coffeae NRRL 35363

HWO053476 1 Penicillium oxalicum RCEF4908

— EUB03295.1 Penicillium oxalicum F&7

WMH373562 1 Penicillium brasilianum WZXY-m122-9

MH877559.1 Penicillium vanoranjei CBS 134406

MNB03793.1 Penicillium exsudans AF09

MZ127657.1 Talaromyces funiculosus BL8-1

(a) H1

LC638644.1 H2

KY810798.1 Clonostachys rosea G2

MH873895.1 Clonostachys chlorina CBS 287.90

MH874052.1 Clonostachys grammicospora CBS 209.93

L MH875729.1 Clonostachys pityrodes CBS 126394

FY899081.1 FY999081 Clonostachys rosea IK726

MNG27804.1 Clonostachys pityrodes BR69

KU720552.1 Clonostachys sp. HD-2016

NR 137649.1 Clonostachys miodochialis CBS 997.69

MHB861232.1 Stanjemonium ochroroseum CBS 656.79

(b) H2



LC638645.1 H3

90%

KY552264 1 Trichoderma harzianum US10c

83% L————— NR 134341.1 Trichoderma parapiluliferum BPI GJS 91-60

KP876050.1 Trichoderma hamatum UOM 13

GU248411.1 Trichoderma asperelloides GJS 04-116

96%

GU188281.1 Trichoderma asperelloides GJS 04-111

AF545562 1 Trichoderma avellaneum CTR 77-155

MW763159.1 Trichoderma hamatum TISC-3

FJ904855 1 Trichoderma viride Gr135

WMH875178.1 Nectria eustromatica CBS 125578

(c) H3

LC638626.1B1

MW113495.1 Purpureocillium lilacinum SC45A03

59%

KX668542.1 Purpureocillium sodanum IBRC-M 30175

50%

69%

MK693445.1 Purpureocillium sodanum UFMGCB 14228

MW113598.1 Purpureocillium lavendulum SC55802

54% 8%

MW113437.1 Purpureocillium lavendulum SC38C03

AB558287.1 Paecilomyces lilacinus AW2-1121

35%

GU980003.1 Paecilomyces lilacinus IBT27375

MF787292.1 Purpureocilium sp. WC-2018

89%

MH878000.1 Metarhizium marquandii CBS 128167

(d) B1



LC638629.1B4

93%

KP143091.1 Taifanglania sp. A10516H

KJ026968.1 Taifanglania biformis LC1814

80%

KP143115.1 Taifanglania hechuanensis H0O81

76%
KJ147438.1 Taifanglania sp. YZ-2014b

80%

KJ147442.1 Taifanglania sp. YZ-2014c

EU053285.1 Taifanglania cinerea GZUIFR-H57-1

91%

EU053286.1 Taifanglania hechuanensis GZUIFR-H08-1

KP143131.1 Taifanglania cinerea H571

37%

GQ250327.1 Diaporthe viticola CBS 113201

(e) B4

LC638631.1B6

92%

39 MK594269.1 Trichoderma harzianum MISO1 513

88% ———— LC586215.1 Trichoderma hamatum CEN827

2a% L GE288286.1 Trichoderma atroviride CBYT4008

KM010314.1 Trichoderma virens maize 9-B

—— AF182640.1 Trichoderma hamatum Th382

88%

MW888453.1 Trichoderma aggressivum AAU PGPF 2021

MZ277378.1 Trichoderma longibrachiatum T(SP)-20

64%

MWS575537.1 Trichoderma longibrachiatum ET09

MH875178.1 Nectria eustromatica CBS 125578

(f) B6



LC638635.1 B10

MW931861.1 Aspergillus niger FT16

96%

AY738515.1 Aspergillus lentulus FH 5

7% t————— KM613142.1 Aspergillus lentulus URM7032

EU982010.1 Aspergillus awamori ATHUM 5181

96% — EF652507.1 Aspergillus pseudodeflectus NRRL 6135

MZ411391.1 llus insuetus iISYS6925

MN567299.1 Aspergillus niger ZHX4

FJ771047.1 Aspergillus granulosus R-3921

JN686463.1 Penicillium viticola DAOM 239936

(g) B10

Figure S2. Phylogenetic tree of fungal isolates based on ITS rRNA gene sequences showing the evolutionary
position of (a) H1 (b) H2 (¢) H3 (d) Bl (e) B4 (f) B6 and (g) B10. Metarhizium marquandii for B1, Diaporthe
viticola for B4, Nectria eustromatica for B6, Penicillium viticola for B10, Talaromyces funiculosus for HI,
Stanjemonium ochroroseum for H2, Nectria eustromatica for H3 were used as the out-group. The phylogenetic tree

and branching pattern was generated by a neighbor-joining method through the MEGA program



Table S1. Effects of green manure treatments on fungal biomass

2000000

Treatment CFU- ¢! of soil Average S.D.
600000
1860000
Brassica Juncea 1.14x10° 4.94x10°
B 1400000
(B)
1000000
860000
860000
‘ 5400000
Hairy Vetch 2.98x10° 1.70x10°
. 3400000
(H)
3260000




