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Disease Note

NEW HOSTS OF XYLELLA FASTIDIOSA 
STRAIN CoDiRO IN APULIA
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In the course of surveys carried out in June 2014 in the 
Salento (Apulia, southern Italy) area affected by an epidemic 
of a strain of Xylella fastidiosa subsp. pauca (Cariddi et al., 
2014) denoted CoDiRO (abbreviation from the Italian name 
“Complesso del Disseccamento Rapido dell’Olivo”), the fol-
lowing symptomatic plants were observed: (i) cherry (Prunus 
avium), 13 trees showing scanty vegetation and bud failure, 
but no leaf scorching; (ii) myrtle-leaf milkwort (Polygala myr-
tifolia), three shrubs showing extensive desiccation of twigs 
and scorched leaves; (iii) coastal rosemary (Westringia fruti-
cosa), one shrub with extensive chlorosis and desiccation of 
the leaves. Samples collected from all these hosts (except for 
two of the 13 cherry plants) were ELISA- and PCR-positive 
upon testing with the protocols described by Loconsole et 
al. (2014). Sequencing of the amplified products from five 
housekeeping genes (gyrB, 16S rRNA, dnaK, tonB, RNA 
polymerase sigma factor) and of the PCR products obtained 
using the X. fastidiosa strain-specific primers 272-1int/272-
2int, showed that all these amplicons, regardless of the host 
of origin, had 100% sequence identity with the homologous 
products amplified from diseased olive trees (Cariddi et al., 
2014). These results provide evidence that all the analyzed 
positive samples contain the same X. fastidiosa strain infect-
ing olives in the same area. With the exception of cherry, for 
which there is a recorded infection by X. fastidiosa subsp. 
fastidiosa in California (Hernandez-Martinez et al., 2007), to 
the best of our knowledge P. myrtifolia and W. fruticosa are 
hitherto unreported hosts of this bacterium. 
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Apricot vein clearing-associated virus (AVCaV), 
the representative of a putative new genus in the fam-
ily Betaflexiviridae, was recently discovered in south-
ern Italy in an apricot tree showing vein clearing of the 
leaves (Elbeaino et al., 2014). To assess its natural host 
range and distribution, RT-PCR assay was carried out us-
ing two specific sets of primers designed on the poly-
merase (Rps/Rpa: 5’-TTGATGCCTCACAAGACCAAT-3’, 
5’-CGTTACTCTGTTCCGCAAAAAG-3’) and coat pro-
tein (CPs/CPa: 5’-CTTTTCCGGGATATCTGCACA-3’, 
5’-ACAGTACCTCTCGCCTCGAAA-3’) genes of the viral 
genome, which amplified fragments of 629 bp and 607 bp, 
respectively. Tested samples consisted of leaf tissues (petioles 
and midveins) collected from a large number of cultivars of 
stone fruit species grown in a collection of the Faculty of 
Agriculture of the University of Bari (Italy), i.e. almond (39 
cultivars), peach (47), cherry (34), plum (30), apricot (40) and 
20 different rootstocks. Products of the expected size were 
amplified from three plums of cvs Angeleno, Autumn Gi-
ant and Stanley and one apricot of cv. Jameloppis in which 
AVCaV was originally detected (Elbeaino et al., 2014). All the 
other tested plum, apricot, cherry, peach and almond trees 
were PCR-negative, as well as the rootstocks. Sequences of 
the products amplified from the RdRp and CP genes were 
99-100% identical to those of the AVCaV isolate from apricot 
deposited in Genbank (HG008921.2). No symptoms were 
observed on naturally infected trees nor on graft-inoculated 
woody indicators (GF 305, P. armeniaca cvs. Priana and Til-
ton, P. persica cv. Elberta, P. cerasifera), indicating that AV-
CaV infections to stone fruit species are largely latent. 
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