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INTRODUCTION

Neofusicoccum parvum is a cosmopolitan,
polyphagous fungal pathogen and one of the most
virulent Bofryosphaeriaceae species found on
grapevine. Neofusicoccum ribis “sensu sfricto” was
detected on grapevine for the first fime in 2011.

« Neofusicoccum parvum and N. ribis are two closely
related species. In fact, the variability and
overlapping in the morphological and culture
cm‘ake_‘r.is’rics of both species makes the
iden’riﬁco?ioﬁgl of both species difficult only on the
basis of the merphological criteria.

Recent moleculdr studies have aided to cClarify
boundaries be’rweén these two species by using a
multiple loci appreaeh, which revealed the
existence of eight cryp’ric\s‘geg\ies in the complex: N.
batangarum, N. cordaticola N. ,L(Wombonombiense,
N. occulatum, N. parvum, N. rib}, N. umdonicolag,
and Neofusicoccum sp. karandae

MATERIALS AND METHODS
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Table 1. P(:x‘norphisms of N. parvum/ribis complex

species from four gene regions (Sakalidis et al. 2011).
; AMPLIFICATION‘-AND SEQUENCING BT EF RPB2 Total
| \1 s N. oceulatum 0 179(A) 0 1
\ N. sp. Katanda ‘1 148(T) 21(T) 2
.4 - Internal franscribed spacer (ITS) e 3508) -
N. cordaticola 142(c) 35(T) 64(C) 136(A) 12
373(6) 99(T) 229(C) 148(T)
;DNA - Beta-tubulin (BT) 1 ade)  319(6) iiiﬁﬁi
= * R : ¥ 1 * N. kwambonambiense  JIGHIT) 178(T) 0 85 (G) 9
=Translation elongation factor (EF) (G 2384 418(A)
XTRACTION 254(A) 457(A)
# 562(C)
- RNA polymerase subunit Il (RPB2) N. parvum 380(C)  86(T) 53(C)  379(1) 6
) 54(A) 511(T)
= N. ribis r \iGO(T) 65-78° 0 3
The alignments include sequences available 213(A)

from TreeBase (S10644- www.ireebase.org) N.umdonicola 169(C) B 82(T) 316(T) 4
. a: N. ribis has an indel of 14}p in the EF1-a region. This is normally coded as one evolutionary
event in phylogenetic analysis.

Six unique nucleotides across four loci that characterizeNeparvum were observed: ITS posi’rién 380 (C).BT position 86 (T), EF positiens 53 (C) and 54 (A)
and RPB2 positions 379 (T) and 511 (T). Allisolates analyzed in this study were identified as N. parvum, thus confirming the initial identification. However
the analysis of other positions in the sequences indicated differences among our isolates. These differences will be the subject of future research. The
alignments of the fourregions of 15 isolates are presentedin the following figures. )
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