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TCGTCGTCATCGGCCACGTCCGACTCTGGC
TCGTCGTCATCGGCCACGTCCACTCTGGC
TCGTCGTCATCGGCCACGTCCGACTCTGGC
GCGACAACACTCACCTTAACGTCGTCGTCATCGGCCACGTCCGACTCTGGC
GCACAAGACTCACCTIAACGTCGTCGTCATCGGCCACGTCGACTCTGGC
GTCGTCATCGGCCACGTCGACTCTGGC
CAAGACTCACCTIAACGTCGTCGTCATCGGCCACGTCGACTCTGGC
AAGACTCACCTTIAACGTCGTCGTCATCGGCCACGTCCGACTCTGGC
AAGACTCACCTTAACGTCGTCGTCATCGGCCACGTCCGACTCTGGC
AAGACTCACCTTAACGTCGTCGTCATCGGCCACGTCCGACTCTGGC
AGCACAACACTCACCTTIAACGTCGTCGTCATCGGCCACGTCGACTCTGGC
CACTCACCTIAACGTCGTCGTCATCGGCCACGTCGACTCTGGC
ACACTCACCTIAACGTCGTCGTCATCGGCCACGTCGACTCTGGC
CAAGACTCACCTIAACGTCGTCGTCATCGGCCACGTCGACTCTGGC
CAAGACTCACCTIAACGTCGTCGTCATCGGCCACGTCGACTCTGGC
AAGACTCACCTTAACGTCGTCGTCATCGGCCACGTCCGACTCTGGC
AGGACAAGACTCACCTTIAACGTCGTCGTCATCGGCCACGTCCGACTCTGGC
AAGACTCACCTTAACGTCGTCGTCATCGGCCACGTCCGACTCTGGC
ACGACTCACCTIAACGTCGTCGTCATCGGCCACGTCGACTCTGGC
AACACTCACCTTIAACGTCGTCGTCATCGGCCACGTCCGACTCTGGC
ACACTCACCTIAACGTCGTCGTCATCGGCCACGTCGACTCTGGC
AGCACAACACTCACCTTIAACGTCGTCGTCATCGGCCACGTCCGACTCTGGC
AAGACTCACCTTAACGTCGTCGTCATCGGCCACGTCCGACTCTGGC
AAGACTCACCTTIAACGTCGTCGTCATCGGCCACGTCCGACTCTGGC
CAAGACTCACCTIAACGTCGTCGTCATCGGCCACGTCGACTCTGGC
CAAGACTCACCTTIAACGTCGTCGTCATCGGCCACGTCGACTCTGGC
TCATCGCCCACGTCGACTCTGGC
AGCACAACACTCACCTTIAACGTCGTCGTCATCGGCCACGTCGACTCTGGC
GCGACAACGACTCACCTTIAACGTCGTCGTCATCGGCCACGTCCGACTCTGGC

GCACAAGACTCACCTTIAACGTCGTCGTCATCGGCCACGTCCGACTCTGGC
AACACTCACCTTAACGTCGTCGTCATCGGCCACGTCCGACTCTGGC
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CTGACATACTTTCATAGACCGGTCACTTCGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA|
CTGCACATACTTTCATACACCGGTCACTTCATCIACCAGTGCGGTGGTIATCGACAAGCGAACCA
CTCACATACTTTCATAGACCGGTCACTTCGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA|
CTGACATACTTTCATAGACCGGTCACTTGATCIACCAGTGCGGTGGTIATCGACAAGCGAACCA|
CTGACATACTTTCATAGACCGGTCACTTGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA|
CTGACATACTTTCATAGACCGGTCACTTGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA)
CTCACATACTTTCATAGACCGGTCACTTCATCIACCAGTGCGGTGGTATCGACAAGCGAACCA)
CTCACATACTTTCATAGACCGGTCACTTCGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA|
CTGACATACTTTCATAGACCGGTCACTTCGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA,
CTGACATACTTTCATAGACCGGTCACTTGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA|
CTCGACATACTTTCATAGACCGGTCACTTCGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA)
CTCACATACTTTCATAGACCGGTCACTTCATCIACCAGTGCGGTGGTATCGACAAGCGAACCA)
CTCACATACTTTCATAGACCGGTCACTTCGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA|
CTGACATACTTTCATAGACCGGTCACTTGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA,
CTGACATACTTTCATAGACCGGTCACTTGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA,
CTGACATACTTTCATAGACCGGTCACTTGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA|
CTCACATACTTTCATAGACCGGTCACTTCATCIACCAGTGCGGTGGTATCGACAAGCGAACCA)
CTCACATACTTTCATAGACCGGTCACTTCGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA,
CTGACATACTTTCATAGACCGGTCACTTCGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA|
CTGACATACTTTCATAGACCGGTCACTTGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA,
CTGACATACTTTCATAGACCGGTCACTTCGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA)
CTCACATACTTTCATAGACCGGTCACTTCATCTIACCAGTGCGGTGGTATCGACAAGCGAACCA)
CTCACATACTTTCATAGACCGGTCACTTCGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA)
CTGACATACTTTCATAGACCGGTCACTTCGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA,
CTGACATACTTTCATAGACCGGTCACTTGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA,
CTGACATACTTTCATAGACCGGTCACTTGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA)
CTCACATACTTTCATAGACCGGTCACTTCATCIACCAGTGCGGTGGTATCGACAAGCGAACCA)
CTCACATACTTTCATAGACCGGTCACTTCGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA|
CTGACATACTTTCATAGACCGGTCACTTGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA,
CTGACATACTTTCATAGACCGGTCACTTGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA)
CTGACATACTTTCATAGACCGGTCACTTCGATCIACCAGTGCGGTGGTATCGACAAGCGAACCA|
CTCACATACTTTCATAGACCGGTCACTTCATCIACCAGTGCGGTGGTATCGACAAGCGAACCA)
CTCACATACTTTCATACACCGGTCACTTCATCIACCAGTGCGGTGGTATCGACAAGCGAACCA|

TCCAGAAGTTCCAGAAGGTTGGTCTCATTTTCCTCCATCGCGCGCGUTT
TCCAGAAGTTCCAGAAGGTTGGTCTCATTTTCCTCCATCGCGCGCCeTT
TCCAGAAGTTCCAGAAGGTTGGTCTCATTTTCCTCCATCGCGCGC(eTT
TCCAGAAGTTCCAGAAGGTTGGTCTCATTTTCCTCCGATCGCGCGC(eTT
TCCAGAAGTTCCAGAAGGTTGGTCTCATTTTCCTCCGATCGCGCGCQUTT
TCCAGAAGTTCCAGAAGGTTGGTCTCATTTTCCTCCATCGCGCGCGUTT
TCCAGAAGTTCCAGAAGGTTGGTCTCATTTTCCTCCATCGCGCGCCUTT
TCCAGAAGTTCCAGAAGGTTGGTCTCATTTTCCTCCATCGCGCGCGUTT
TCCAGAAGTTCCAGAAGGTTGGTCTCATTTTCCTCCGATCGCGCGC(eTT
TCCAGAAGTTCCGAGAAGGTTGGTCTCATTTTCCTCGATCGCGCGC(eTT
TCCGAGAAGTTCCGAGAAGGTTGGTCTCATTTTCCTCGATCGCGCGCeTT
TCCAGAAGTTCCAGAAGGTTGGTCTCATTTTCCTCCATCGCGCGCCeTT
TCCAGAAGTTCCAGAAGGTTGGTCTCATTTTCCTCCATCGCGCGCeTT
TCCAGAAGTTCCAGAAGGTTGGTCTCATTTTCCTCCGATCGCGCGC(eTT
TCCAGAAGTTCGAGAAGGTTGGTCTCATTTTCCTCGATCGCGCGC
TCCAGAAGTTCCGAGAAGGTTGGTCTCATTTTCCTCCGATCGCGCGCCeTT
TCCAGAAGTTCCAGAAGGTTGGTCTCATTTTCCTCCATCGCGCGCCeTT
TCCAGAAGTTCCAGAAGGTTGGTCTCATTTTCCTCCATCGCGCGC(eTT
TCCAGAAGTTCCAGAAGGTTGGTCTCATTTTCCTCCGATCGCGCGC(eTT
TCCAGAAGTTCCAGAAGGTTGGTCTCATTTTCCTCCGATCGCGCGC(eTT
TCCAGAAGTTCCGAGAAGGTTGGTCTCATTTTCCTCGATCGCGCGCeTT
TCCAGAAGTTCCGAGAAGGTTGGTCTCATTTTCCTCCATCGCGCGCCeTT
TCCAGAAGTTCCGAGAAGGTTGGTCTCATTTTCCTCCGATCGCGCGC(eTT
TCCAGAAGTTCCAGAAGGTTGGTCTCATTTTCCTCCATCGCGCGCGUTT
TCCGAGAAGTTCCAGAAGGTTGGTCTCATTTTCCTCCGATCGCGCGCQUTT
TCCGAGAAGTTCCGAGAAGGTTGGTCTCATTTTCCTCGATCGCGCGC(eTT
TCCAGAAGTTCCGAGAAGGTTGGTCTCATTTTCCTCCGATCGCGCGCG
TCCAGAAGTTCCAGAAGGTTGGTCTCATTTTCCTCCATCGCGCGCG
TCCAGAAGTTCCGAGAAGGTTGGTCTCATTTTCCTCCGATCGCGCGCG
TCCGAGAAGTTCCGAGAAGGTTGGTCTCATTTTCCTCGATCGCGCGCG
TCGAGAAGTTCGAGAAGGTTGGTCTCATTTTCCTCGATCGCGCGCG
TCCAGAAGTTCCGAGAAGGTTGGTCTCATTTTCCTCCGATCGCGCGCG
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CCCTTTCGARAAT
CCCTTTCGARAAT
CCCTTTCGARAAT
CCCTTTCGARAAT
CCCTTTCGARAAT
CCCTTTCGARAAT
CCCTTTCGARAAT
CCCTTTCGARAAT
NCCCTTTCGAAAT
NCCCTTTCGAAAT
CCCTTTCGARAAT
CCCTTTCGAAAT
NCCCTTTCCAAAT
CCCTTTCGARAAT
NCCCTTTCGAAAT
NCCCTTTCGARAAT
NCCCTTTCGARAAT
CCCTTTCGARAAT
NCCCTTTCCGAAAT
CCCTTTCGARAAT
CCCTTTCGARAAT
NCCCTTTCGARAAT
NCCCTTTCCAARAT
CCCTTTCGARAAT
CCCTTTCGARAAT
CCCTTTCGARAAT
CCCTTTCGAAAT
CCCTTTCGAAAT
CCCTTTCGARAAT
CCCTTTCGARAAT
CCCTTTCGARAAT
CCCTTTCGAAAT
CCCTTTCCGAAAT

S2 of S5

167
168
167
188
186
165
184
183
183
183
188
181
182
185
184
183
188
183
182
184
183
188
183
183
184
184
161
188
187
137
187
183
184

230
231
230
251
249
228
247
246
245
245
251
244
244
248
246
245
250
246
244
247
246
250
245
246
247
247
224
251
250
200
250
246
247



Toxins 2016, 8, 186; doi:10.3390/toxins8060186 S3 of S5

AF212436.1 Fusar ATCATTCGAATCGCCCTCACACCACCGACTCCGATACGCGCCTGTTIACCCCGCTCGAGGTCARAARA 293
AF212444.1 Fusar ATCATTCGAATCGCCCTCACACCACCGACTCCGATACGCGCCTGTTACCCCGCTCCGAGGTCAARA| 294
AJ543588.1 Fusar ATCATTCGCAATCGCCCTCACACCACCGACTCCATACGCGCCTGTTACCCCGCTCCAGGTCARARA| 293
FG-010 - ATCATTCCAATCGCCCTCACACCACCACTCCATACGCGCCTGTTACCCCGCTCCAGGTCAARA 314
FG-015 ATCATTCGAATCGCCCTCACACCACCGACTCCGATACGCGCCTGTTACCCCGCTCCGAGGTCARAARA 312
FG-017 ATCATTCGAATCGCCCTCACACCGACGACTCGATACGCGCCTGTTIACCCCGCTCGAGGTCARAARA 291
FG-019 ATCATTCGAATCGCCCTCACACCACCGACTCCGATACGCGCCTGTTACCCCGCTCCGAGGTCAARA| 310
FG-020 ATCATTCCAATCGCCCTCACACCACCGACTCCATACGCGCCTGTTACCCCGCTCCAGGTCAARA| 309
FG-029 ATCATTCCAATCGCCCTCACACCACCACTCCATACGCGCCTGTTACCCCGCTCCAGGTCAARA 308
FG-030 ATCATTCCAATCGCCCTCACACCACCGACTCCGATACGCGCCTGTTACCCCGCTCCGAGGTCAARA 308
FG-039 ATCATTCGAATCGCCCTCACACCGACGACTCGATACGCGCCTGTTIACCCCGCTCGAGGTCARARA 314
FG-043 ATCATTCCAATCGCCCTCACACCACCGACTCCATACGCGCCTGTTACCCCGCTCCGAGGTCAARA| 307
FG-044 ATCATTCCGAATCGCCCTCACACGACCGACTCCGATACGCGCCTGTTIACCCCGCTCGAGGTCARAA 307
FG-057 ATCATTCCAATCGCCCTCACACCACCACTCCATACGCGCCTGTTACCCCGCTCCGAGGTCAARA 311
FG-078 ATCATTCGAATCGCCCTCACACCACCGACTCGATACGCGCCTGTTIACCCCGCTCGAGGTCAARA 309
FG-080 ATCATTCGAATCGCCCTCACACCACGACTCCGATACGCGCCTGTTACCCCGCTCCGAGGTCAARA| 308
FG-082 ATCATTCCGAATCGCCCTCACACCACCACTCCATACGCGCCTGTTIACCCCGCTCCAGGTCAARA| 313
FG-086 ATCATTCCAATCGCCCTCACACCACCACTCCATACGCGCCTGTTACCCCGCTCCAGGTCARAARA| 309
FG-087 ATCATTCCAATCGCCCTCACACCACCGACTCCGATACGCGCCTGTTACCCCGCTCCGAGGTCAARA 307
FG-092 ATCATTCGAATCGCCCTCACACCACCGACTCCGATACGCGCCTGTTACCCCGCTCGAGGTCARARA 310
FG-094 ATCATTCCGAATCGCCCTCACACCACGACTCCGATACGCGCCTGTTACCCCGCTCCGAGGTCARARA| 309
FG-096 ATCATTCCAATCGCCCTCACACCACCGACTCCATACGCGCCTGTTIACCCCGCTCCAGGTCARARA| 313
FG-098 ATCATTCCAATCGCCCTCACACCACCACTCCATACGCGCCTGTTACCCCGCTCCAGGTCARAARA 308
FG-100 ATCATTCCGAATCGCCCTCACACCACCGACTCCGATACGCGCCTGTTACCCCGCTCCGAGGTCAARA 309
FG-102 ATCATTCGAATCGCCCTCACACCACGACTCCGATACGCGCCTGTTACCCCGCTCGAGGTCAARA 310
FG-103 ATCATTCCGAATCGCCCTCACACCACCGACTCCATACGCGCCTGTTACCCCGCTCCGAGGTCAARA| 310
FG-104 ATCATTCCAATCGCCCTCACACCACCACTCCATACGCGCCTGTTACCCCGCTCCAGGTCAARA| 287
FG-106 ATCATTCGAATCGCCCTCACACCACCACTCCGATACGCGCCTGTIACCCCGCTCCGAGGTCAARAA 314
FG-107 ATCATTCGAATCGCCCTCACACCGACGACTCCGATACGCGCCTGTTACCCCGCTCCGAGGTCARARA 313
FG-128 ATCATTCGAATCGCCCTCACACCACGACTCCGATACGCGCCTGTTACCCCGCTCGAGGTCARAARA 263

FG-129 ATCATTCCAATCGCCCTCACACCACCACTCCATACGCGCCTGTTACCCCGCTCCAGGTCAARA| 313
FG-130 ATCATTCCGAATCGCCCTCACACGACCGACTCCGATACGCGCCTGTIACCCCGCTCGAGGTCARAA 309
FG-135 ATCATTCCAATCGCCCTCACACCACCACTCCATACGCGCCTGTTACCCCGCTCCAGGTCAARA 310

AF212436.1 Fusar fTTTTGCGGCTTTGTCGIARA; GIGGTGGGGCTCATACCCCGCCACTCCAGCCGACAG 356
AF212444.1 Fusar dTTTTGCGGCTTTGTCGTAAN QIGGTGGGGCTCATACCCCGCCACTCCAGCCGACAG 356
AJ543588.1:Fusar FTTTTGCGGCTTTGTCGTIAR A®GGTGGGGCTCATACCCCGCCACTCCGAGCCGACAG 356
FG-010 FTTTTGCGGCTTTGTCGTIAAN GGTGGGGCTCATACCCCGCCACTCGAGCGACAG] 376
FG-015 s TTTTGCGGCTTTGTCGIAA; GGTGGGGCTCATACCCCGCCACTCGAGCGACAG] 375
FG-017 dTTTTGCGGCTTTGTCGTAR; GGTGGGGCTCATACCCCGCCACTCCGAGCGACAG] 354
FG-019 FTTTTGCGGCTTTGTCGTIAR GGTGGGGCTCATACCCCGCCACTCGAGCGACAG] 3713
FG-020 fTTTTGCGGCTTTGTCGIAR; GGTGGGGCTCATACCCCGCCACTCGAGCGACAG] 372
FG-029 FTTTTGCGGCTTTGTCGTIAR A®GGTGGGGCTCATACCCCGCCACTCCGAGCCGACAG 371
FG-030 fTTTTGCGGCTTTGTCGTIAR AeGGTGGGGCTCATACCCCGCCACTCCAGCCGACAG 371
FG-039 dTTTTGCGGCTTTGTCGTAR A®GGTGGGGCTCATACCCCGCCACTCCAGCCGACAG 377
FG-043 FTTTTGCGGCTTTGTCGTIAR A®GGTGGGGCTCATACCCCGCCACTCGAGCCGACAG 370
FG-044 FTTTTGCGGCTTTGTCGTIAR A®GGTGGGGCTCATACCCCGCCACTCGAGCGACAG 370
FG-057 fTTTTGCGGCTTTGTCGTIAAN QIGGTGGGGCTCATACCCCGCCACTCCGAGCCGACAG 373
FG-078 fTTTTGCGGCTTTGTCGTIARA AeGGTGGGGCTCATACCCCGCCACTCCAGCCGACAG 372
FG-080 FTTTTGCGGCTTTGTCGTIARA A®GGTGGGGCTCATACCCCGCCACTCCAGCCGACAG 371
FG-082 FTTTTGCGGCTTTGTCGTIAR A®GGTGGGGCTCATACCCCGCCACTCGAGCCGACAG 376
FG-086 FTTTTGCGGCTTTGTCGTIAR A®GGTGGGGCTCATACCCCGCCACTCGAGCGACAG 12
FG-087 fTTTTGCGGCTTTGTCGTIARA A®GGTGGGGCTCATACCCCGCCACTCCGAGCCGACAG 370
FG-092 TTTTGCGGCTTTGTCGTAAR QIGGTGGGGCTCATACCCCGCCACTCCAGCCGACAG 372
FG-094 dTTTTGCGGCTTTGTCGTIAAN QIGGTGGGGCTCATACCCCGCCACTCCGAGCGACAG 371
FG-096 FTTTTGCGGCTTTGTCGTIAR A®GGTGGGGCTCATACCCCGCCACTCGAGCCGACAG 376
FG-098 :TTTTGCGGCTTTGTCGIAA AeGGTGGGGCTCATACCCCGCCACTCGAGCGACAG 371
FG-100 s TTTTGCGGCTTTGTCGIAA; GIGGTGGGGCTCATACCCCGCCACTCCAGCCGACAG 372
FG-102 FTTTTGCGGCTTTGTCGTAR; QIGGTGGGGCTCATACCCCGCCACTCCAGCCGACAG 373
FG-103 FTTTTGCGGCTTTGTCGTIAR A®GGTGGGGCTCATACCCCGCCACTCCGAGCGACAG 373
FG-104 fTTTTGCGGCTTTGTCGIAA; GGTGGGGCTCATACCCCGCCACTCGAGCGACAG] 350
FG-106 STTTTGCGGCTTTGTCGIAM: GGTGGGGCTCATACCCCGCCACTCGAGCGACAG] 377
FG-107 fTTTTGCGGCTTTGTCGIAA; GGTGGGGCTCATACCCCGCCACTCCAGCCGACAG 376
FG-128 FTTTTGCGGCTTTGTCGTAR; GGTGGGGCTCATACCCCGCCACTCGAGCGACAG] 326
FG-129 dTTTTGCGGCTTTGTCGIAR; GGTGGGGCTCATACCCCGCCACTCGAGCGACAG] 376
FG-130 fTTTTGCGGCTTTGTCGIAA; GGTGGGGCTCATACCCCGCCACTCGAGCCGACAG 372

FG-135 fTTTTGCGGCTTTGTCGTAR ®GGTGGGGCTCATACCCCGCCACTCCAGCCACAG 373
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TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
¢ TGCCCTCTTCCCACARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
¢ TGCCCTCTTCCCACAAACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
¢ TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
¢ TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
¢ TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
¢ TGCCCTCTTCCCACARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
¢ TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
¢ TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
¢ TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
¢ TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
¢ TGCCCTCTTCCCACARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
¢ TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
¢ TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
¢ TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
TGCCCTCTTCCCACARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
TGCCCTCTTCCCACARAACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
TGCCCTCTTCCCACARAACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
TGCCCTCTTCCCACAAACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
TGCCCTCTTCCCACAARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT
¢ TGCCCTCTTCCCACARACCATTCCCTGGGCGCTCATCATCACGTGTCAACCAGTCACT

AACCACCTGTCAATAGGAAGCCGCCCGAGCTCGGIAAGGGTTCCTTCAAGTIACGCCTGGGTTCT
AACCACCTGTCAATAGGAAGCCGCCCGAGCTCGGIAAGGGTTCCTTCAAGTIACGCCTGGGTTCT
AACCACCTGTCAATAGGAAGCCGCCCGAGCTCGGIAAGGGTTCCTTCAAGTIACGCCTGGGTTCT
AACCACCTGTCAATAGGAAGCCGCCCGAGCTCGGIAAGGGTTCCTTCAAGTIACGCCTGGGTTCT
AACCACCTGTCAATAGGAAGCCGCCCGAGCTCGGIAAGGGTTCCTTCAAGTIACGCCTGGGTTCT
AACCACCTGTCAATAGGAAGCCGCCCGAGCTCGGTIAAGGGTTCCTTCAAGTIACGCCTGGGTTCT,
AACCACCTGTCAATAGGAAGCCGCCCGAGCTCGGIAAGGGTTCCTTCAAGTIACGCCTGGGTTCT
AACCACCTGTCAATAGGAAGCCGCCCAGCTCGGTIAAGGGTTCCTTCAAGTIACGCCTGGGTTCT,
AACCACCTGTCAATAGGAAGCCGCCCGAGCTCGGTIAAGGGTTCCTTCAAGTIACGCCTGGGTTCT,
AACCACCTGTCAATAGGAAGCCGCCCGAGCTCGGTIAAGGGTTCCTTCAAGTIACGCCTGGGTTCT,
AACCACCTGTCAATAGGAAGCCGCCGAGCTCGGIAAGGGTTCCTTCAAGTIACGCCTGGGTTCT
AACCACCTGTCAATAGGAAGCCGCCCGAGCTCGGIAAGGGTTCCTTCAAGTIACGCCTGGGTTCT
AACCACCTGTCAATAGGAAGCCGCCCGAGCTCGGTIAAGGGTTCCTTCAAGTIACGCCTGGGTTCT,
AACCACCTGTCAATAGGAAGCCGCCCAGCTCGGTIAAGGGTTCCTTCAAGTIACGCCTGGGTTCT,
AACCACCTGTCAATAGGAAGCCGCCCAGCTCGGTAAGGGTTCCTTCAAGTACGCCTGGGTTCT,
AACCACCTGTCAATAGGAAGCCGCCCAGCTCGGTIAAGGGTTCCTTCAAGTACGCCTGGGTTCT,
AACCACCTGTCAATAGGAAGCCGCCCAGCTCGGTAAGGGTTCCTTCAAGTIACGCCTGGGTTCT,
AACCACCTGTCAATAGGAAGCCGCCCAGCTCGGTIAAGGGTTCCTTCAAGTACGCCTGGGTTCT,
AACCACCTGTCAATAGGAAGCCGCCCAGCTCGGTAAGGGTTCCTTCAAGTACGCCTGGGTTCT,
AACCACCTGTCAATAGGAAGCCGCCCAGCTCGGTAAGGGTTCCTTCAAGTACGCCTGGGTTCT,
AACCACCTGTCAATAGGAAGCCGCCCAGCTCGGTAAGGGTTCCTTCAAGTACGCCTGGGTTCT,
AACCACCTGTCAATAGGAAGCCGCCCAGCTCGGTAAGGGTTCCTTCAAGTACGCCTGGGTTCT,
AACCACCTGTCAATAGCAAGCCGCCCAGCTCGGTIAAGGGTTCCTTCAAGTACGCCTGGGTTCT
AACCACCTGTCAATAGCGAAGCCGCCCGAGCTCGGTIAAGGGTTCCTTCAAGTACGCCTGGGTTCT
AACCACCTGTCAATAGCGAAGCCGCCCAGCTCGGTIAAGGGTTCCTTCAAGTACGCCTGGGTTCT
AACCACCTGTCAATAGCGAAGCCGCCCAGCTCGGTIAAGGGTTCCTTCAAGTACGCCTGGGTTCT
AACCACCTGTCAATAGGAAGCCGCCCAGCTCGGTAAGGGTTCCTTCAAGTACGCCTGGGTTCT,
AACCACCTGTCAATAGGAAGCCGCCGAGCTCGGIAAGGGTTCCTTCAAGTIACGCCTGGGTTCT
AACCACCTGTCAATAGGAAGCCGCCCAGCTCGGTAAGGGTTCCTTCAAGTACGCCTGGGTTCT,
AACCACCTGTCAATAGCGAAGCCGCCCGAGCTCGGIAAGGGTTCCTTCAAGTIACGCCTGGGTTCT
AACCACCTGTCAATAGCGAAGCCGCCCGAGCTCGGIAAGGGTTCCTTCAAGTIACGCCTGGGTTCT
AACCACCTGTCAATAGGAAGCCGCCCGAGCTCGGIAAGGGTTCCTTCAAGTACGCCTGGGTTCT
AACCACCTGTCAATAGCAAGCCGCCCGAGCTCGGTIAAGGGTTCCTTCAAGTACGCCTGGGTTCT
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AF212436.1 Fusar
AF212444.1 Fusar
AJ543588.1 Fusar

VN6 ATGGCTATCAGCACGCTCCCGGTCACCGTG 644
VISPV N6 ATGGCTCTCAGACGCTCCCGGTCACCGTG 644
VIV N6 ATGGCTATCAGACGCTCCCGGTCACCGTG 644

FG-010 Y 9:Y-Y¢e ATGGCTCTCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCA 682
FG-015 pVAR VYN ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATG 680
FG-017 613
FG-019 UV VYN ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCAT 680
FG-020 pVAR VYN ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCA 678
FG-029 U P:V N ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCAT 678
FG-030 U VYN ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACGAACATCAT 678
FG-039 pVAV:Y.(¢ ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCAT 684
FG-043 R ¥:Y-(¢ ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATG 675
FG-044 pI9:Y-N¢e ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCAT 677
FG-057 UV VYN ATGGCTCTCACACGCTCCCGGTCACCGTCATTTCATCAACAACATG 678
FG-078 pVAR VYN ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCA 678
FG-080 U VY N ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCAT 678
FG-082 U PV N ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCAT 683
FG-086 pVAR VYN ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCA 678
FG-087 U P:VNe ATGGCTATCACACGCTCCCGGTCACCGTCGATTTCATCAACGAACATCAT 677
FG-092 VR ¥:Y.(¢ ATGGCTCTCACACGCTCCCGGTCACCGTCATTTCATCAACAACATG 677
FG-094 I 9:Y:(¢e ATGGCTCTCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCA 677
FG-096 Y 9-Y-(¢e ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCA 682
FG-098 pVARVV IO ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCA 677
FG-100 U VY N ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCAT 679
FG-102 pVARVVNO ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCA 679
FG-103 U VYN ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCAT 680
FG-104 pVR VYN ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCA 656
FG-106 U P:VNe ATGGCTATCACACGCTCCCGGTCACCGTCGATTTCATCAACGAACATCAT 684
FG-107 pV VY6 ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCATC 684
FG-128 P 9:Y.(e ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCATCACTGGTA 641
FG-129 pVARVV IO ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCA 682
FG-130 pVAR VYN ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACA 675
FG-135 pVARVV IO ATGGCTATCACACGCTCCCGGTCACCGTCATTTCATCAACAACATCATC 681
AF212436.1 Fusar

AF212444.1 Fusar

AJ543588.1 Fusar
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Figure S1: The alignments of TEF-Ia gene sequences of FGSC isolates and standard reference strains. Blue
color means the consensus of sequences.



