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CTCCGCTTATTGATATGC - 3’ 1 ITS5: 5' - GGAAGTA-
AAAGTCGTAACAAGG - 3'fEX L TFikal™ 347 ITS 4
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30 5,55 CiE & 30 5,72 °C ZE# 2 min,35 NEH ;72 C LEMf
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®1 HE#k YDCO7 EEFF 35 GenBank H37 B tb 48 0l =8 S BB %

S it 44 s ok
AF422960. 1 Buergenerula spartinae strain SAP12 99 94
AF422961. 1 Buergenerula spartinae strain SAP124 99 94
AF422962.1 Buergenerula spartinae strain SAP126 99 91
JX134666. 1 Buergenerula spartinae strain ATCC 22848 96 89
FJ746639. 1 Magnaporthe salvinii strain ATCC 32149 93 94
AY120939.1 Gaeumannomyces graminis var. maydis Ggm02 92 87
U17212.1 Gaeumannomyces graminis var. graminis G1 93 93
U17213.1 Gaeumannomyces graminis var. graminis G2 and G3 93 94
AY428782. 1 Gaeumannomyces graminis var. graminis strain GGG317 93 92
AY428781.1 Gaeumannomyces graminis var. graminis strain GGG282 93 92
AY428780. 1 Gaeumannomyces graminis var. graminis strain GGG175 92 92
AY428773.1 Gaeumannomyces cylindrosporus strain GC334 89 92
AY428771.1 Gaeumannomyces cylindrosporus strain CG304 92 90
FJ430735. 1 Cylindrocarpon sp. 90 88
EU853848. 1 Gaeumannomyces cylindrosporus strain ATCC MYA —3385 93 73
JF414848. 1 Gaeumannomyces graminis var. graminis isolate M54 92 92

Gaeumannomyces graminis var. graminis isolate M54 (JF414848.1)
—|: Gaeumannomyces graminis var. graminis strain GGG282 (AY428781.1)
54 \——— Gaeumannomyces graminis var. graminis G2 and G3 (U17213.1)
78] G omyces graminis var. maydis Ggm02 (AY120939.1)
99 —— Gaeumannomyces graminis var. graminis G1 (U17212.1)
. S— Gaeumannomyces graminis var. graminis strain GGG317 (AY428782.1)
50 Gaey omyces graminis var. graminis strain GGG175 (AY428780.1)
Buergenerula spartinae strain SAP126 (AF422962.1)
100 —— Buergenerula spartinae strain SAP124 (AF422961.1)
Buergenerula spartinae strain SAP12 (AF422960.1)
— A YDCO7

Magnaporthe salvinii strain ATCC 32149 (FJ746639.1)
Cylindrocarpon sp (FJ430735.1)

Cﬂn»]
99
100 _: Gaeumannomyces cylindrosporus strain ATCC MYA-3385 (EU853848.1)

omyces cylindrosporus strain GC334 (AY428773.1)

Gaeumannomyces cylindrosporus strain CG304 (AY428771.1)
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