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1 . Ae. . Ae.) and
one hexaploid (6xAe. neglecta) Aegilops species of



Ae. neglecta (UnXnNn) was not associated with
large modifications of the parental genomes.
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Three types of plasmons are recognized in Ae.
triuncialis. The first corresponds to that of Ae.
umbellulata, the second to Ae. caudata, and the



FISH with pSc119 revealed distinct
hybridization sites in the telomeric regions
of one or both arms of 12 chromosome
pairs of Ae. triuncialis. Interstitial FISH sites





Fig. 2.



Therefore, these chromosomes did not likely





1993, 1996a; Friebe and Gill 1996) revealed
that chromosomes 4Sl and 7Sl of Ae. longis-
sima are involved in a species-specific recipro-
cal translocation that is absent in Ae.
sharonensis. The presence of this translocation
in Ae. peregrina and its absence in Ae. kotschyi
suggests that Ae. peregrina originated from
the hybridization of Ae. umbellulata and Ae.
longissima and that Ae. kotschyi originated
from the hybridization of Ae. umbellulata and
Ae. sharonensis.

Although Ae. kotschyi has the same genome
constitution as Ae. peregrina, the C-banding



Most of the rearrangements observed
are Robertsonian translocations and involved
U-U genome chromosomes (T1: T4Uk-

SÆ6UkL + T6UkSÆ4UkL, in KU14-1, TA1974,
TA1975, Fig. 6c–e), U-S genome chromosomes
(T4: T7UkSÆ3SkS + T7UkLÆ3SkL, KU6626,
Fig. 6g), or S-S genome chromosomes (T2:
T3SkSÆ7Sk





Hexaploid Ae. neglecta



detected in the short arms of all group-5



interstitial regions of the long arm of chromo-
some 6Ug, which also is present in chromo-
some 6U of Ae. umbellulata (Badaeva et al.
1996b).



3Ub, 4Ub, 1Mb, 4Mb, 5Mb, and 7Mb (Fig. 8e, f).
In contrast to chromosomal type N



pTa71 FISH sites were observed on chromo-
somes 1U





chromosomes 1Uc and 5Uc. These chromo-
somes also had 5S rDNA sites distal and
proximal to major NORs. The third major
18S-26S rDNA locus was observed in the short
arm of the chromosome 1Xc, which also had
two 5S rDNA loci; one in the distal part of
satellite and another in the short arm proximal
to the NOR. Thus, Ae. columnaris (chromo-
somal type A) has three major NORs and four



nearly identical to those of 4x Ae. neglecta
(Fig. 2b). No differences in the labeling pattern
of the N-genome chromosomes were observed
between 6x Ae. neglecta, Ae. ventricosa, and
Ae. uniaristata (Badaeva et al. 1996a, Bardsley
et al. 1999, Iqbal et al. 2000). Therefore, the Nn

genome of 6x Ae. neglecta does not appear to

be structurally modified as was suggested by
Yen and Kimber (1992).

Previously, one pair of SAT chromosomes
was reported in 4x Ae. neglecta and two were



both species, two on Un



Four major (1Un, 5Un



derived from either the S



low level of chromosomal aberrations (Linc
et al. 1999; Badaeva et al. 1998, 2002b).
Chromosomal rearrangements were repre-
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