Figure S1
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Figure S2

F. asiaticum- 278 (G), Fusarium graminearum- 279(T)
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GCTTCTCATCCGAAAGCTCCCCTTCCAGCGTCTCGTAAGCATCACCTGAACATCGCATCATCGCATG'CA
GCTTCTCATCCGAAAGCTCCCCTTCCAGCGTCTCGTAAGCATCACCCGAACATCGCATCATCGCTTGATA
GCTTCTCATCCGARAGCTCCCCTTCCAGCGTCTCGTAAGCATCACCCGAACATCGCATCATCGCTTGATA
GCTTCTCATCCGAAAGCTCCCCTTCCAGCGTCTCGTAAGCATCACCCGAACATCGCATCATCGCTTGATA
GCTTCTCATCCGAAAGCTCCCCTTCCAGCGTCTCGTAAGCATCACCCGAACATCGCATCATCGCTTGATA
GCTTCTCATCCGARAGCTCCCCTTCCAGCGTCTCGTAAGCATCACCCGAACATCGCATCATCGCTTGATA
GCTTCTCATCCGAARAGCTCCCCTTCCAGCGTCTCGTAAGCATCACCCGAACATCGCATCATCGCTTGATA
GCTTCTCATCCGAAAGCTCCCCTTCCAGCGTCTCGTAAGCATCACCCGAACATCGCATCATCGCTTGATA
GCTTCTCATCCGARAGCTCCCCTTCCAGCGTCTCGTAAGCATCACCCGAACATCGCATCATCGCTTGATA
GCTTCTCATCCGAARAGCTCCCCTTCCAGCGTCTCGTAAGCATCACCCGAACATCGCATCATCGCTTGATA
GCTTCTCATCCGAAAGCTCCCCTTCCAGCGTCTCGTAAGCATCACCCGAACATCGCATCATCGCTTGATA
GCTTCTCATCCGAARAGCTCCCCTTCCAGCGTCTCGTAAGCATCACCCGAACATCGCATCATCGCTTGATA
GCTTCTCATCCGAAAGCTCCCCTTCCAGCGTCTCGTAAGCATCACCCGAACATCGCATCATCGCTTGATA
GCTTCTCATCCGAAAGCTCCCCTTCCAGCGTCTCGTAAGCAEtCACCcGAACATCGCATCATCGCtETGatA
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Figure S6

cellular_component
600008575

intracellular
G0.0005622

membrane GO:0016020

intracellular part

organelle GO:0043226

intracellular organelie
600043229

organelle membrane cytoplasmic part
G0:0031090 GO:0044444

‘small nucleolar

isa fibonucleoprotein
complex GO:0005732

vacuole GO:0005773

vacuolar part
G0.0044437

plant-type vacuole
G0:0000325

vacuolar membrane

prisltind gy partof isa

rane GO:0009705
-2 p-Value: 1.6E-4)

partof

b0x CID snoRNP

complex GO:0031428
FOR: 4.1E-2 p-Value: 2.5E-4|

Enriched Graph




Figure S7
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