First record of Xanthomonas arboricola pv. corylina on hazelnut
and Xanthomonas arboricola pv. juglandis on walnut in Poland
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In Poland, the hazelnu€6rylus avellana) and walnut Juglans regia) had been grown mostly by amateur growers in hgardens and small orchards. Recently their produc-
tion has become more profitable. This populariguteed in the establishment of large commerciahgaliions. Symptoms resembling diseases causeddbgrizafrom the ge-
nusXanthomonas have been observed in various hazelnut and wahoutigg regions in the country. The aim of our stuehs to elucidate the etiology of the observedadise

se symptoms.
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Based on results of: Based on results of:
© PCR with Primer X1X2 specific do gendanthomonas (Maes 1993) © PCR with Primer X1X2 specific do gen&snthomonas;
© biochemical and physiological tests (Anonymou$)40 IDENTIFICATION © Biochemical and physiological tests—test on BS &@dmedium, hydrolysis of
O  Fatty Acids Methyl Esters analysis; esculine, growth at 35°C
© gyrB gene sequence analysis; O BOX, REP and ERIC analysis;
O  pathogenicity test on young leaves of potted hazel plants in greenhous; O Pathogenicity test amripe walnut fruitsKoch postulates were fulfilled
Koch postulates were fulfilled
Isolated bacteria were identified as Isolated bacteria were identified as
Xanthomonas arboricola pv. corylina Xanthomonas arboricola pv. juglandis

Analysed isolates showd&DX, ERIC and REP-PCR patterns similar to those of refer-
enceXac strains (LMG 688, CFBP 1159). However, patternsolates obtained in 2009

Analysis of concatenated sequences of pdgah, gyrB andrpoD genes showed that PoliXaj

Isolates create 3 different lineages related to tregin of isolation
were slightly different from those isolated in 2007
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X arboricola pv. celebensis ICMP 148

X arboricola ICMP 9593
X arboricola pv. populi ICMP 8923 the same genes of othéanthomonas

comparison, concactenated sequences of

X. hortorum pv. pelargonii ICMP 4321 strains are included.
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