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Fig. 1. Observed values and multilocus 5% confidence intervals (Cl) in the different 1_{
relatedness groups (selfs, half-sibs, full-sibs, and selfs) based on the Lynch and Ritland (1999) |

(LR), the Queller and Goodnight (1989) (Q), the Ritland (1996) (R), and the Li et al. (1993) (L); ‘
relatedness/coancestry estimators. The CI were built by using the ZETA software, with Monte-
Carlo simulations (see companion poster, Optimizing the choice of microsatellites for -
fingerprinting Eucalyptus, for details) ‘

CONCLUSIONS "

All the estimators are unbiased (exp. and obs. {[
values are not = ). The LR, Q and L estimators a I
showed similar ClI range, but the LR is more [ PV U U it - - -
accurate in the case of the unrelated individual Lynch & Ritland (1906)
compared to the other estimators (Fig.1).

Eight groups have values superior the the lowest HS
value based on the LR estimator (Fig. 2a). Two
groups of putatively related individuals (blue dashed
circles) were identified (Fig 2b). Nevertheless, there
is a constrain in the relatedness estimators’
precision, due to the recombination process during
gamete formation (Fig 2c).
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The study can be improved by adding more SSR,
very polymorphic and with even alleles
frequencies; a new relatedness estimator model
should also be constructed, in order to increase
precision
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Fig. 2. UPGMA (a) and PCA (b) based on the 24 elite clones pairwise matrix using the LR estimator,
and the pairwise LR matrix using 6 real half-sibs individuals (c). Due to recombination during
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