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PURPOSE OF THE STUDY

[A] What is the Minimum set of Discriminant Markers (MSDM) ...
« ... for a given set of known parental genotypes ?
« ... for hypothetical offspring comprising Selfs, Fullsibs, Half-sibs
and unrelated individuals ?

RAIZ breeding
Population
(500 élites)

Victoria

Sample of 140 élites
and use of publicy available
molecular markers (see ref.):

[B] What are the attributes of a discriminant marker ?

[C] Does the presence of null alleles affect the result ?

17 nuSSRs
RESULTS RAIZ: 7 regions from P1 to P7 13 provenances
(seed introduction after 18th
century)
Figure 1: Discriminant power (D) and effective number oktés (Ne) for the 17 SSR and
140 élites used in this study, with a 4 SSR MSDMétilsymbols). Methodological approach
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Figure 2: Discriminant power (D), Simulates n,ew TRRES O C ® 0 =
with MSDM (filled symbols) for ;’ w recombination and i anj pair it ans pair
simulated offspring, with pairs of o Mendelian segregation NOT = z
unrelated individuals (UR; upper ? . X ,
line), half-sibs (HS), full-sibs (FS) o % bDISCtﬂtmmang power (D) = proportion of 1's across
and pairs of sefs (SF; lower line). ° ooistrapped cases.
p ( ) 5 M Monte-Carlo D was obtained by  Thus, the frequency of pairwise comparisons for Whic
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6 SSR for SF: C=107(-2 % 5@ N 6.909 DA MDD ° genotypes(i) of non-related, half- over the assemble of comparisons across the sample
4SSR for Fs C—lO"( 2) Q@”&%X¢q&%¥%@"’é@&” V@QY&C’QQ"’QY'L@QY&%QQYN sibs, full-sibs and selfs; (i) under study.
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CONCLUSIONS
o Figure 3: Difference
-] between expected (He) and .
>
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[C] The élite’s deficit in H could be partly explained by thepresence of null alleles. Note that and also between simulated offspring.
this deficit followed a similar pattern to that shown by the F1 with null alleles.
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