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*Chitalpa trees in New Mexico, Arizona and imported into NM from nurseries
in California are infected with X. fastidiosa,
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Phylogenetic analysis of ten different loci of the X. fastidiosa isolates from the
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+Sequences potentially coding for virulence associated prots
chitalpa X. fastidiosa strains.

‘Primers used for this study D are present in
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»Based on the differences noted above, we propose that the chitalpa strains are
a unique subspecies that we propose calling X. fastidiosa subsp. tashke due to its
discovery in and wide association with Chitalpa tashkentensis.
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