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DNA from 10 patients, known to have specific aberrations by metaphase CGH, were subjected to microarray-CGH comprising 1003 non-
overlapping BAC/PAC clones with an average 3Mb resolution. This step was necessary for two reasons; first, microarray-CGH offers an

independent method to confirm the results obtained by metaphase CGH. Second, it is a method that is not prone to operator bias in addition
to having a higher resolution than classical CGH. Figure 4 shows the relative copy numbers of chromosomes 4, 8, 14 and 18 compared to a
normal reference of the BACs. In all patients who relapsed with metastasis, loss of 4p copy numbers was pronounced within the subregion

covered by BAC clones RP11-47C1 to RP11-17I9. Loss of 8p copy numbers was localized to subregions covered by BAC clones RP11-91J19 to
RP11-51C1 at 8p238p21 and BAC clones RP11-57I3 to RP11-90P5 at 8p128p11.2, while amplifications were localized to 8q24 region. Loss of
chromosome 18 copy numbers was more extensive and covered the subregions bounded by BAC clones CTB-74G18 to RP11-90L15. Loss of

chromosome 14 copy numbers was localized to subregion covered by overlapping BAC clones RP11-81F9 to RP11-79M1 that map to 14q
11.214q23 and another subregion covered by overlapping clones RP11-90H21 to CTC-200D12, which has been localized to 14q3214q32.33.
These findings were consistent with the metaphase-CGH data ( Figure 4 ). Govindarajulu has been a staple of the IITA white yam breeding
program for the past seven years. He has served as an AGRESP-funded core scientist for the program for the last three years, which has
dealt with the cross-pollination and development of IITA breeding materials in the breeding program. He is currently working on a grant

proposal to further develop the IITA white yam breeding program.
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The distribution of black-haired plants (D. rotundata var. albida) is much less than that of white-haired plants. Recently, the
distribution of the black-haired trait in the breeding program was found to be linked to the use of a single male parent in
the breeding nursery. Hence, a set of parental clones with exclusively black-haired plants were used in the present study.

The population structure was estimated by A genotypic and (B) phenotypic methods and (C) STRUCTURE analysis based on
the estimated level of genetic diversity among the 112 genotypes. The A and B populations were compared with two

STRUCTURE analyses, k=2 and k=3. In the A and B populations, the maximum-likelihood value of k was determined by the
method of Evanno, Regnault, and Goudet (2005). The level of genetic diversity within and between the parental clones and
the cross-pollinated progenies was evaluated using a permutation procedure to test the significance of the observed data.
The results of these analyses indicated that k=3 was the most likely number of subpopulations, as the lowest average LnP

(D) and Δk value were obtained (Figures 1 and 2). The k=3 subpopulations corresponded to the three clusters of plants
observed in the STRUCTURE analysis. The analysis of the genetic diversity in the parental clones and progeny showed that

the average Nei ranged from 4.18 to 4.75 with the mean value of 4.49, while the Net ranged from 6.09 to 6.92 with the
mean value of 6.42. The average Ho ranged from 0.62 to 0.66 with the mean value of 0.65, while the average He ranged
from 0.63 to 0.64 with the mean value of 0.64. In the A and B populations, the genetic diversity estimates were relatively

similar to those of the C population. The results of k=3 analysis indicated that k=3 was the most likely number of
subpopulations. The level of genetic diversity within and between parental clones and the cross-pollinated progenies was

evaluated using a permutation procedure to test the significance of the observed data. The results of these analyses
indicated that the average Ho and Ne values within parental clones were 0.65 and 4. 5ec8ef588b
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