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Abstract

In the last 10 years the Fusarium disease of rice has spread through Italian rice fields becoming a
serious problem for seed production and for seed companies. Between 2006 and 2008, 146
isolates of Fusarium spp. were obtained from diseased rice plants and seeds coming from the
major rice-growing regions of Italy. These isolates were identified, based on the translation
elongation factor sequence and pathogenicity tests to assess their aggressiveness against the
susceptible rice cultivar Galileo. Use of the EF-la sequence gave reliable identification and
showed that Fusarium fujikuroi, the causal agent of bakanae disease, is the most abundant
Fusarium spp. isolated. These data were confirmed by inoculation of the isolates in the
greenhouse, showing that only F. fujikuroi strains are able to cause bakanae disease. We
identified pathogenic strains with different levels of virulence. Phylogenetic analysis based on

EF-la sequences generated a tree which separated the various Fusarium species into different
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clusters with high bootstrap values.
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Introduction

Northern Italy has the largest production area (232,500 ha in 2007) of rice in Europe (FAO data).
Several fungal diseases affect this crop; among these, Fusarium species are the agents of many
different plant and seed diseases, such as bakanae. In the last decades, bakanae has emerged as a
problem in Italian rice production (Desjardins et al., 1997). The most evident symptom of this
disease is yellowing and abnormal elongation of infected seedlings, due to gibberellic acid
production, which led to the Japanese name bakanae, meaning “foolish seedling.” In older plants,
the roots, crowns, stems, leaf sheaths, and panicles can be infected. The disease is seed-borne and
primarily seed transmitted (Desjardins et al., 1997).

Although bakanae disease was first described over 100 years ago in Japan, it is still not clear
which Fusarium species are associated with the different symptoms. Early work in Japan
identified the pathogen as “Fusarium moniliforme” in a broad sense (Ou, 1985); however, this
taxon comprises a number of distinct species, now collectively termed the Gibberella fujikuroi
species complex. The presence of the Gibberella sexual stage can distinguish mating populations,
or biological species, within this group (Leslie, 1995). Three mating populations of the G.
fujikuroi complex have been associated with bakanae diseased rice. Mating population C (MP-C)
(anamorph Fusarium fujikuroi, Nirenberg) was first identified in 1977 among strains isolates
from Taiwan rice (Hsieh, 1977). MP-A (anamorph Fusarium verticillioides (Sacc.) Nirenberg)

and MP-D (anamorph Fusarium proliferatum (Matsushima) Nirenberg) have been isolated from
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rice in Asia, and MP-D has also been isolated from rice from Africa, Australia, and the United
States (Desjardins et al., 1997; Voigt et al., 1995 ). The names for the sexual stage of these
pathogens are G. fujikuroi, G. intermedia and G. moniliforme. Fusarium species within this
complex are also able to produce mycotoxins that can affect human and animal health (Leslie et
al., 1992). In particular F. fujikuroi could produce moniliformin, beauvericin, and fumonisins; F.
verticillioides can produce fumonisins, and F. proliferatum are able to synthesize fumonisins,
beauvericin, and fusaproliferin. Recently molecular techniques to identify and group the species
are becoming important. Recent work has revealed great diversity among Fusarium species,
underestimated by earlier morphological criteria (O’Donnell et al., 1998a, b; Aoki & O’Donnell,
1999; O’Donnell et al., 2000; Ward et al., 2002). Different techniques such as AFLP (amplified
fragment length polymorphism), RAPD (random amplification of polymorphic DNA), and RFLP
(restriction fragment length polymorphism) analysis have been used to characterize and identify
the different mating populations in the G. fujikuroi complex (Voigt et al., 1995; Patifio et al.,
2006; Moretti et al., 2004) as well as multiple gene phylogeny (O’Donnell et al., 2000). Geiser
(2003) reported that intron-rich parts of protein-coding genes are excellent markers for
species-level phylogenetics in fungi. Gene introns seem better than the internal transcribed spacer
(ITS) regions of the nuclear ribosomal RNA gene repeat because they tend to evolve at a higher
rate (O’Donnell et al., 2000; O’Donnell et al., 1998a). Non-orthologous copies of the ITS2 may
also lead to incorrect phylogenetic inferences (O’Donnell et al., 1997). In these circumstances, it
is better to identify regions with high phylogenetic utility. The translation elongation factor 1-a
gene (EF-1a gene), which encodes an essential part of the protein translation machinery, is a
good single-locus identification tool in Fusarium because it shows high sequence polymorphism
among closely related species, even compared to the intron-rich portions of protein-coding genes

such as calmodulin, beta-tubulin and histone H3, and non-orthologous copies of the gene have
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not been detected in the genus.

Since the identity of the bakanae causal agent seems to be still unclear, the objectives of this
study were: i) to assess the variability of Fusarium from bakanae-infected rice in Italy, ii) to
identify species by amplification and sequencing of the EF-la gene, and iii) to evaluate the

pathogenicity of the Italian isolates on the susceptible rice cultivar Galileo.

Materials and methods

Collection and isolation of Fusarium strains

Bakanae-infected rice samples were collected during the whole growing season for 3 years
(2006-2008) in the major rice production areas of north-western Italy (Novara, Vercelli and Pavia
provinces). Fungi were isolated from the stem just above the crown of diseased plants of different
varieties. Tissues were washed under running tap water, sterilized with 1% NaOCI for 30 s,
rinsed twice in sterile distillate water (SDW), placed in Petri plates containing Komada medium
(Komada, 1975), and kept at room temperature. Fungi were isolated from the seeds after washing
whole seeds under running tap water. The seed surface was treated with NaOCI for 45 s, rinsed
twice in SDW, and placed on PDA. After 4 days, mycelia grown from tissues and seeds were
transferred to fresh Petri dishes containing potato dextrose agar (PDA, Difco, USA) plus 25 mg/I
streptomycin (AppliChem, Germany) in order to induce microconidia. In addition four
representative strains (ITEM504 F. verticillioides, ITEM1720 F. proliferatum, ITEM231 F.
verticillioides, and ITEM1746 F. verticillioides) from the of Institute of Food Production
Sciences Culture Collection (Bari, Italy), and one (M-1149=ATCC 38939, F. fujikuroi) from the
Fusarium Research Center (FRC, Pennsylvania State University, USA) were used. The strains

were stored both at 4°C in Spezieller Nahrstoffarmer agar (SNA: 1.0 g/L KH;PO4, 1.0 g/L KNOs,
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0.5 g/L MgS0,.7H,0, 0.5 g/L glucose, 0.2 g/L sucrose) and at -80°C in 50% glycerol.

DNA extraction and amplification

About 100 mg of mycelium was scraped from a Petri dish containing PDA, and DNA extracted
from it using the NucleoMag Kit (Macherey Nagel Gmbh and Co., Duren, USA) according to the
manifacturer’s instructions, adding 10 pL of proteinase K (10 mg/l) and 10 pL of RNAse A (12
mg/l) to MC1 buffer in each tube. DNA was extracted using Kingfisher (Thermo, Walthman,
USA) according to the manufacturer’s protocols. The PCR amplified the EF-la gene using
specific primers (O’Donnell et al., 1998b): efl (5’-ATGGGTAAGGA(A/G)GACAAGAC-3’)
and ef2 (5’- GGA(G/A)GTACCAGT(G/C)ATCATGTT-3’). The reaction mixture of 20 pL
contained 1 ul of buffer 10X, 1 U of Tag DNA polymerase (QIAGEN, Chatsworth, USA), 0.5
mM each of dATP, dCTP, dGTP, and dTTP, 0.5 mM of each primer, and 1.5 mM of MgCl..
Amplification was carried out in a T-Gradient thermal cycler (Biometra, Gottingen, Germany)
using the following steps: 95°C for 3 min, 35 cycles with denaturation at 95°C for 1 min, 60°C
for 1 min, 72°C for 3 min and a final extension at 72°C for 5 min. Five ul of the PCR products
were separated by electrophoresis in 1.5 % agarose gel (Agarose D-1 LOW EEO Eppendorf,
Milan, Italy) containing 1 ul/100 ml of SYBR Safe DNA gel stain (Invitrogen, Eugene, USA) for

30 min at 3.3V in 1 X TAE running buffer.

Sequencing and phylogenetic analysis

The PCR products were purified using QIAquick PCR purification kit (QIAGEN, Chatsworth,
USA) according to the manufacturer’s instructions and were sequenced in both directions by
BMR Genomics Center (Padova, Italy). Sequencing data were aligned with the programme DNA

baser V2.71.0 (Heracle Software Lilienthal, Germany) and then blasted using both NCBI
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(HYPERLINK "http://www.ncbi.nih.gov/" National Center for Biotechnology Information,
Rockville Pike, Bethesda, MS, USA) and FUSARIUM-ID (Geiser et al., 2004) to confirm the
results. Sequence alignments and analysis were performed using MEGA version 4 (Tamura et al.,
2007). The dendrogram was obtained using bootstrap analyses (1000 replicates, removing gaps)
with UPGMA. Sequences from strains M1148, M1150, M3096, M1250 (F.fujikuroi), M5598 (F.
thapsinum), M7491 (F. nygamai), M5331 (F. verticillioides) from the Fusarium Research Center

(FRC, The Pennsylvania State University, USA) were included in the analysis.

Pathogenicity tests

The susceptible cultivar Galileo was used to assess the pathogenicity of 121 strains of Fusarium
spp. Fungal cultures were sub-cultivated in PDA at room temperature. After 15 days plates were
flooded with sterile water and scraped with a sterile spatula. The resulting suspensions were
filtered through 2 layers of sterile cotton lint and brought to a final concentration of 10°spores/ml
in SDW. Before inoculation, rice seeds were treated with hot water for 15 minutes at 60°C, to
remove any surface contaminants. A hundred and fifty rice seeds were soaked in the spore
suspension and shaken for 10 minutes while control seeds were soaked in SDW for 10 minutes
then were air dried. The inoculated seeds were sown in plastic pots (50 seeds per pot) containing
sterile soil (60% peat, 40% sand). The plants were watered three times a day. The greenhouse
temperature was maintained at 24°-26°C during the day and 16-18°C during the night.
Fertilization with macro and micro nutrients was done twice during the 40-day period. Disease
symptoms were scored weekly starting from 15 days after inoculation using a 0-5 scale where 0
corresponded to asymptomatic plants, 1 to stunted plants with narrow and yellow leaves, 2 to thin
plants with narrow, pale yellow leaves, 3 to plants with narrow, pale yellow leaves, thin and long

internodes, short root system, 4 to plants with heavy bakanae symptoms and a starting crown
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necrosis, and 5 corresponded to plant death due to bakanae. The score obtained was standardized

onto a 0-100 scale.

Statistical analysis

For each strain, the final disease index was calculated as the means of the 3 pots in the 2
repetitions. Data analysis was performed by using the SPSS software (SPSS Inc., version 17.0,
Chicago, USA). Statistical significance was judged at the level of /p/-value < 0.05. When the
analysis of variance was statistically significant, Tukey's test was used to compare the means of

pathogenicity level.

Results and Discussion

Collection of Fusarium spp. from rice and molecular identification of the species

Fusarium species were isolated from 98% of plant samples, including tissues and seeds of
different rice varieties, collected in different fields. One hundred and forty-six isolates were
confirmed as Fusarium spp. by their growth and morphological characteristics on PDA.
Sequencing was used for further identification. Amplification of the translation elongation factor
la gave a 660 bp product and its sequence was used for classification based on a BLAST analysis.
All the 79 strains obtained from diseased tissues belonged to the G. fujikuroi complex, in
particular 73 were F. fujikuroi. Of the 67 strains isolated from rice seeds, 26 proved to be F.
fujikuroi, 12 F. proliferatum, and 7 F. verticillioides. Other strains belonging to different species
(F. equiseti, F. oxysporum, F. graminearum, F. brevicatenulatum, F. napiforme, F. avenaceum
and F. sporotrichioides) were identified (Table 1). Molecular identification showed that 85% of

our isolates belonged to the G. fujikuroi species complex, confirming an earlier report from Italy
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(Moretti et al.,2007). In particular, 72 out of 79 strains isolated from rice tissue showing bakanae
symptoms were F. fujikuroi confirming the species as the most abundant in rice fields (Anderson,
2005; Zainudin et al., 2008). The other species were detected at very low levels and mainly from

seeds.

Phylogenetic analysis

The EF-1a sequences obtained were used to create a dendrogram (Figure 1). The three clusters of
F. fujikuroi, F. proliferatum and F. verticillioides, although sharing a high level of homology,
grouped together with F. oxysporum strains and the other species of the G. fujikuroi complex in a
larger cluster. In another cluster were grouped the other species: F. equiseti, F. graminearum, F.
avenaceum and F. sporotrichioides. The isolates of F. brevicatenulatum and F. napiforme
diverged from both groups. Phylogenetic trees obtained from analyses of EF-la sequences
clearly grouped the different species of Fusarium with high bootstrap values confirming that

EF-1a gene is a good marker for species identification inside Fusarium spp..

Pathogenicity

One hundred and twenty one isolates of Fusarium spp., obtained from naturally infected rice
plants, were tested for pathogenicity. The typical bakanae symptoms appeared 14 days after seed
sowing only from seedlings inoculated with F. fujikuroi strains. The most severely infected plants
died within 34 days of inoculation. Bakanae symptoms were not seen on healthy control plants.
The F. fujikuroi strains were ranked based on their pathogenicity. Sixty one were pathogenic
(rated between 52 and 97), 5 were slightly pathogenic (between 24 and 43), and 9 were not
pathogenic (between 6 and 0) (Table 2). No bakanae symptoms were induced by other species of

the G. fujikuroi complex or other Fusarium species. Reduction in germination were observed in
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the plants inoculated with F. graminearum strains (15%). Pathogenicity tests showed that only F.
fujikuroi strains can cause bakanae symptoms. All the 61 pathogenic isolates showed abnormal
elongation of the seedling, thinning and yellowing, and most plants started to die from 25 dpi.
Some isolates did not show the classical elongation symptom, but only tanning and yellowing,
confirming the observations of Ou (1985) and Zainudin et al. (2008). Different disease indices
were observed also among isolates obtained from the same area or the same cultivar. Further
studies need to clarify if the variation in aggressiveness among the isolates is due to physiological
features of the strain or to environmental factors, such as temperature and humidity during the
experiment itself (Pasco et al., 2005). All the pathogenic and not pathogenic F. fujikuroi strains
and all the strains of F. verticillioides and F. proliferatum were reisolated from diseased
seedlings. This shows that other species besides F. fujikuroi can colonise rice tissues but they are
not involved in bakanae disease. F. graminearum was never re-isolated from inoculated rice
plants, though in literature it is reported as a rice pathogen (Lee et al., 2009). The other species,
all isolated from seeds, were not re-isolated, and they could probably be considered as epiphytic
or saprophytic species. F. equiseti, for instance, is known as a saprophytic coloniser that can

regularly be recovered as secondary invader of diseased tissues (Summerel et al., 2003).

Conclusions

The introduction of F. fujikuroi in Italy seems to have followed the use of infected material
originating from endemic areas. Infected rice seed is the primary source of inoculum, so the best
management strategy is to use healthy seed (Dodan et al., 1994). Tanning and thermotherapy (in
water at 60-61°C for 15 minutes or aerated steam at 74 ° C for 2 minutes) of seed can reduce the

disease by more than 90% (Titone et al., 2003). Others have studied the use of bacteria and fungi
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as agents of biological control (Adhikari et al., 2001). Good management is also important to
avoid contamination with mycotoxins. In the last decade, the organization of Fusarium spp. into
well defined lineages and their mapping to specific geographic locations have led to the
employment of genes involved in mycotoxin biosynthesis or other metabolic processes to study
the pathogen populations prevalent in those regions (Brown et al., 2007; Teichert et al., 2006).
For this reason, knowledge of the distribution and aggressiveness pattern of Fusarium spp. in
northern Italian rice fields is very useful for understanding and developing strategies to control

the occurrence of bakanae disease.

Acknowledgements

Work carried out with a grant from the Piedmont region "Control of Fusarium diseases on rice:
identification of the causal agents, monitoring of mycotoxins in rice-derived products, and
selection of resistant varieties”. The authors thank Dr. Patrizia Titone and Dr. Veluswamy

Karthikeyan for providing the isolates, and Dr. Robert Milne for critically revising the paper.

References

Adhikari TB, Joseph CM, Yang G, Phillips DA, Nelson LM, 2001. Evaluation of bacteria
isolated from rice for plant growth promotion and biological control of seedling disease of rice
Canadian Journal of Microbiology 47, 916-924.

Anderson L, 2005. Bakanae disease of rice in California: investigations of disease incidence,
spread, and pathogen population structure. Davis, California: University of California, Ph.D

thesis.

11



257

258

259

260

261

262

263

264

265

266

267

268

269

270

271

272

273

274

275

276

277

278

279

280

Aoki T, O’Donnell K, 1999. Morphological and molecular characterization of Fusarium
pseudograminearum sp nov., formerly recognized as the Group 1 population of F. graminearum.
Mycologia 91, 597-609.

Brown DW, Butchko RA, Busman M, Proctor R, 2007. The Fusarium verticillioides FUM gene
cluster encodes a Zn(I1)2Cys6 protein that affects FUM gene expression and fumonisin
production. Eukaryot Cell 6, 1210-1218.

Desjardins AE, Plattner RD, Nelson P, 1997. Production of Fumonisin B1 and Moniliformin by
Gibberella fujikuroi from Rice from Various Geographic Areas. Applied and environmental
microbiology 63, 1838-1842.

Dodan D, Ram S, Sunder S, 1994. Survival of Fusarium moniliforme in infected rice grains and
its chemical control. Indian Journal of Mycology and Plant Pathology 24, 135-138.

FAO, 2008. FAOSTAT *ProdSTAT. Updated 11 June 2008. *Internet Resource:

http://faostat.fao.org/site/567/default.aspx#tancor

Geiser DM, Gasco MJ, Kang S, Makalowska |, Veeraraghavan N, Ward TJ, Zhang N, Kuldau
GA, O’Donnell K, 2004. FUSARIUM-ID v. 1.0: A DNA sequence database for identifying
Fusarium. European Journal of Plant Pathology 110, 473-479.

Geiser DM, 2003. Practical molecular taxonomy of fungi. In: Large L and Tkacz J, eds. Advances
in Fungal Biotechnology for Industry, Medicine and Agriculture. Kluwer, Academic Publishers,
Dordrecht, The Netherlands.

Komada H, 1975. Development of a selective medium for quantitative isolation of Fusarium
oxysporum from natural soils. Review of Plant Protection Research 8, 114-124.

Lee J, Chang 1Y, Kim H, Yun SH, Leslie JF, Lee YW, 2009 Genetic diversity and fitness of
Fusarium graminearum populations from rice in Korea. Applied and Environmental

Microbiology 75, 3289-3295.

12



281

282

283

284

285

286

287

288

289

290

291

292

293

294

295

296

297

298

299

300

301

302

303

304

Leslie, JF, 1995. Gibberella fujikuroi: available populations and variable traits. Canadian
Journal of Botany 73, S282-91.

Leslie JF, Plattner RD, Desjardins, AE, Klittich CJR, 1992. Fumonisin B1 production by strains
from different mating populations of Giberella fujikuroi (Fusarium moniliforme).
Phytopathology 82, 341-345.

Moretti A, Somma S, Picco AM, Rodolfi M, Ritieni A, 2007. Biological, molecular and toxin
characterization of Fusarium species isolated from bakanae diseased rice plants. Proceedings of
4th International Rice conference, 164-165.

Moretti A, Mulé G, Susca A, Gonzalez-Jaén MT, Logrieco A, 2004. Toxin Profile, Fertility and
AFLP Analysis of Fusarium verticillioides from Banana Fruits. European Journal of Plant
Pathology, 110, 601-609.

O’Donnell K, Nirenberg HI, Aoki T, Cigelnik E, 2000. A multigene phylogeny of the Gibberella
fujikuroi species complex: Detection of additional phylogenetically distinct species. Mycoscience
41, 61-78.

O’Donnell K, Cigelnik E, Nirenberg HI, 1998a. Molecular systematics and phylogeography of
the Gibberella fujikuroi species complex. Mycologia 90, 465-493.

O’Donnell K, Kistler HC, Cigelnik E, Ploetz RC, 1998b. Multiple evolutionary origins of the
fungus causing Panama disease of banana: Concordant evidence from nuclear and mitochondrial
gene genealogies. Applied biological Sciences 95, 2044-2049.

O’Donnell K, Cigelnik E, Weber NS, Trappe JM, 1997. Phylogenetic relationships among
ascomycetous truffles and the true and false morels from 18S and 28S ribosomal DNA sequence
analysis. Mycologia 89, 48-65.

Ou SH, 1985. Rice diseases. Commonwealth Mycological Institue, Kew, England.

Patifio B, Mirete S, Vazquez C, Jiménez M, Rodriguez MT, Gonzalez-Jaén MT, 2006.

13



305

306

307

308

309

310

311

312

313

314

315

316

317

318

319

320

321

322

323

324

325

326

Characterization of Fusarium verticillioides strains by PCR-RFLP analysis of the intergenic
spacer region of the rDNA. Journal of the Science of Food and Agriculture 86, 429-435

Pasco C, Jouan B, Andrivon D, 2005. Resistance of potato genotypes to common and netted
scab-causing species of Streptomyces. Plant Pathology 54, 383-392

Summerell BA, Salleh B, Leslie JF, 2003. A utilitarian approach to Fusarium identification.
Plant Disease 87, 117-128.

Tamura K, Dudley J, Nei M, Kumar S, 2007. MEGA4: Molecular evolutionary genetics analysis
(MEGA) software version 4.0. Molecular Biology and Evolution 24,1596-1599.

Teichert S, Wottawa M, Schénig B, Tudzynski B, 2006. Role of the Fusarium fujikuroi TOR
Kinase in Nitrogen Regulation and Secondary Metabolism Eukaryotic Cell 5, 1807-1819.

Titone P, Tamborini L, Polenghi G, Garibaldi A, 2003. Efficacia della concia chimica e fisica nei
confronti della fusariosi del riso. Sementi Elette 49(4), 23-28.

Voigt K, Schleier S, Bruckner B, 1995. Genetic variability in Gibberella fujikuroi and some
related species of the genus Fusarium based on random amplification of polymorphic DNA
(RAPD). Current Genetetics 27, 528-535.

Ward TJ, Bielawski JP, Kistler HC, Sullivan E, O’Donnell K, 2002. Ancestral polymorphism and
adaptive evolution in the trichothecene mycotoxin gene cluster of phytopathogenic Fusarium.
PNAS 99, 9278-9283.

Zainudin NAIZ, Razak AA, Salleh B, 2008. Bakanae disease of rice in Malaysia and Indonesia:
etiology of the causal agent based on morphological, physiological and pathogenicity

characteristics. Journal of Plant Protection and Research 48, 475-485.

14



327 Table 1. Fusarium spp. isolates from diseased rice tissues and seeds identified by sequences in

328  the EF-la gene.

329
Fusarium species N° of isolates identified for each species Total
From seeds From rice tissues
2006-2007 2008 2006-2007 2008
F. fujikuroi* 11 15 19 53 98
F. proliferatum* 10 2 6 0 18
F. verticillioides* 6 1 1 0 8
F. equiseti* 6 2 0 0 8
F. graminearum 3 1 0 0 4
F. oxysporum 4 0 0 0 4
F. avenaceum 0 1 0 0 1
F. brevicatenulatum 1 0 0 0 1
F. napiforme 1 0 0 0 1
F. sporotrichioides 0 1 0 0 1
Fusarium spp. 2 0 0 0 2
Total 67 79 146
330

331  * The number of samples isolated from seed and tissue cannot be considered identical, based on
332 the y’test (p-value < 0.01).

333

334

335

15



336  Table 2. List of F. fujikuroi isolates tested for pathogenicity on rice susceptible cv. Galileo, their

337  degree of pathogenicity and Disease Severity Index (DSI) on inoculated rice seedling at 34 dpi.
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Isolate Code 1stR 2nd R M* Isolate Code 1stR 2nd R M* Isolate Code 1stR 2nd R M*
pathogenic CSA 44 98 81 90 h SG12 91 85 88gh
11-3 96 88 92h D4 98 79 89 h VAE2 78 95 87 fgh
11-80 79 87 83 gh D8 85 56 7le-h VAE5 91 84 88fgh
11-93 90 86 88 h Da3 55 63 59d-h VAE7 65 62 64d-h
14-22 96 98 97 h Da5 71 67 69e-h VAL1 74 78 76e-h
15-66 70 68 69 d-h G1S 87 83 85 gh Vel3 79 77  78e-h
19-77 79 70 75 e-h G3S 65 73  69e-h Ve9 81 83 82¢gh
2-179 78 98 88 h G6S 47 64 56d-h VN4 95 81 88fgh
2-42 77 95 86 gh GI7S 81 79 80 gh VPG2 90 77 84gh
2-76 89 99 94 h 11,1 47 60 54d-h slightly pathogenic
2-82 62 66 64 d-h 11,3 93 90 92 h 2-10 27 20 24 abc
A 2-44 91 77 84 gh 11,5 89 74 82 gh 2-147 24 35 30ad
Al10 69 81 75 fgh 12,1 54 50 52d-h 11-85 27 12 20abc
A4-27 45 67 56 d-h 12,4 49 59 54d-h 11,6 39 46 43 b-e
A5 97 91 94 h 12,6 75 83 79 fgh S7 39 47 43 Db-e
A6 69 79 74 e-h 131 64 62 63d-h not pathogenic
A7 60 64 62 d-h L5 98 80 89 h 11-23 6 5 6 ab
AC6 71 59 65 e-h LS3 45 64 55d-h 11-50 1 4 3a
AGS8 71 79 75 e-h M1149a 73 66 70e-h 19-53 1 8 5ab
C1Ss 84 84 84 fgh S10 85 71 78 fgh AG2 8 0 4a
C3S 73 82 78 fgh S2 68 55  62d-h C2s 2 2 2a
C4S 73 76 75 e-h S2S 96 92 94 h LS6 5 1 3a
C5S 68 65 67 e-h S3 77 89 83 gh SG4 1 0 la
C6S 98 79 89 fgh S4 69 65 67e-h VAG6 1 0 la
Cal 79 81 80 fgh S5S 85 91 88 h VPG6 0 2 la
Ca2 67 79 73 e-h S6 63 75 69e-h
CFG 67 54 61 d-h S6S 94 84 89 h Control 0 0 O0a
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339  ?strains obtained from the Fusarium Research Center (FRC, The Pennsylvania State University, USA).
340 PDisease severity index . Statistical analysis were performed using Tukey test. Values with different letters are significantly different at

341  p<0.05.
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Figure caption

Figure 1. UPGMA analysis inferred from sequences of the elongation factor gene. Bootstrap
values are indicated as percentage above the nodes for maximum parsimony analysis (1,000
replications). Because of the high number of samples, 5 Italian isolates were used as
representative of F. fujikuroi, F. proliferatum and F. verticillioides (GenBank accession number

IS given next to the strain code).
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