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analysis. The different methods of classification were consistent
between them, with the exception of the cropping system
(irrigatcd or upland). The information obtained allowing to
breeders a better chooses of accesses and lines to your crosses.
The results suggest a screening with SRM to classify accesscs
and the use of clustering analysis for li} aecesses and relationship
studies.Financed by PADCT/CNPq and FAP-DF.
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Hybrid Rice is an alternative to ereate genotypic combinations
more productive than thc actual varieties. The main factors limiting
the heterosis exploitation to Hybrid Rice production are the sclf-
polinization habit ofthe speeie and the difficulty in to test ali the
possible crosses. An efficient method in the prediction of the
hybrid heterosis, based on characteristics of the parental lines,
could aid the genetie breeding programs to accelerate the selection
ofhybrids and avoid time and resources consuming. The objective
01' the work was to verify the existence of correlation between
gcneric distance of parental lines with phenotypic traits and
heterosis in F, hybrids, to predict the potential yield of new
hybrid combinations. Ninety-eight RAPO markers was used in
the evaluation of four cytoplasrnic-genetic male sterile lines, 45
maintainers of sterility lines and 224 restorer of Iertility lines
from Cytoplasmic Male Sterility (CMS) Rice Hybrid Program
developed by EMBRAPA. Four indica/japonica-specific RAPO
markers were utilized to classify the lines in the dif'Ierent
subspecies. Pairwise genetic similarity among the genotypes was
estimated by Dice coefficicnt and the restorer lines were classified
in more similar, less similar and intermediary, in relation to the
malc-steri!e lines. The restorer lines of the three categories of
genetic similarity were crossed with the four male-sterility lines
to produce 70 hybrids. These FI hybrids, its parentallines and
Iour control varieties were evaluated to productive, productive
compounds and agronomic traits in an experimental design with
Iour randomized complete blocks, being these results used to
estimate the heterosis for rice hybrids. Significam statistic
di Ifcrenccs were detected in some speci fic genotype combinations.
However, the data do not allow a clear relationship between
genetic distance and heterosis in this germoplasm. The results
showed that this correlation occurs in specifie combinations 01'
markers with genotypes, suggesting that the forrnation of heterotic
groups can play an important role in Hybrid Rice production,
including a new difficulty to technology.Financed by PADCT/
CNPq and FAP-DF.
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INTRODUCCION. Prosopis, género multipropósito de zonas
áridas de México no ha sido caracterizado con fines de
mejoramiento, proeeso lento dada su eondición arborea. Estas
dificultadcs pueden superarse más rápida mente analizando sus
relaciones genéticas mediante marcadores moleculares y
explorando su respuesta in vitro para posteriormente seleccionar
y clonar individuos élite. OBJETIVOS. Sentar Ias bases para

una caracterización molecular de Ias 9 espeeies mexicanas de
Prosopis para patrones de proteínas totales y ADN así como
explorar eondiciones para su micropropagaeión in vitro .
MATERIALES Y METODOS. Para el análisis de proteínas y
ADN se usaron cotiledones. Las proteínas extraídas se analizaron
por el método de Lowry, se separaron en gel de acrilamida y sus
bandas se registraron. EI ADN se aisló por el método de
Dellaporta amplificandose por PCR con 25 iniciadores. Los
productos ampli ficados fueron separados por electroforésis y
sus bandas registradas. EI peso molecular de proteínas y
fragmentos de ADN se calculó usando curvas estandar. Se
construyeron matrices de similitud con el coeficiente de Jaccard
y el método UPGMA usando el programa NTSYS. Semillas de
P.pubescens se germinaron y diferentes explantes se cultivaron
in vitro en media MS adicionado de reguladores deI crecimiento
a varias concentraciones . Segmentos nodales de plantas adultas
íueron también utilizados como explante para su cultivo in vitro.
RESULTADOS Y CONCLUSIONES. De Ias bandas proteicas
observadas, dos fucron comunes a todas Ias especies. Con
RAPDS se obtuvieron 1573 bandas con un fragmento de 850 pb
común a todas Ias especies,y otros particulares para Ias secciones
Algarrobia y Stombocarpa. Los patrones de RAPDS mejor que
los de proteínas mostraron Ias di Iercncias entre espccies.Los
dendogramas de relasl0nes genéticas dieron una fuerte eorrelación
con Ia clasificación taxonómica clásica. La germinación en P.
pubescens se logró en tratamientos con H2SO •. Los explantes
con mayor potencial regenerati vo fueron coti Icdoncs con
hipocótilo en presencia de Kin y ANA a 0.05 y 0.1 mg/l, los
cuales favorecieron Ia multiplicación y el porccntaje
rnorfogenético de los brotes, estos se enraizaron en presencia de
IBA y se establecieron en invernadero. Los segmentos nodalcs
de plantas adultas no prosperaron.
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Of ali the New World crops, Clienopodium quinoa Willd.,
commonly known as quinoa is one 01' thc most under utilized,
given its superb seed protcin composition and yield potentiaJ.
Its cultivation is mostly limited to the high Andean 01' South
America, where it is principally grown as a staple crop. In an
effort to increase the productivity and uses 01' quinoa in Bolivia,
a multi-disciplinary approach has been dcvcloped to Iacilitate
quinoa breeding in the Bolivian highlands. This project uses a
three-pronged approach: first, to develop microsatellites (simple
sequence repeats [SSRs)) for use in PCR-based testing; second,
to develop an arnplified fragment length polymorphism (AFLP)-
SSR genetic map ofthe genome; and third, to develop a bacterial
artificial chromosome (BAC) library for physical mapping and
eventual gene isolation. We havc already identified over 550
SSRs from over 2,600 quinoa DNA sequences 01' a "AG repeat"
enrichcd cv. 'Real' DNA Iibrary. Our early testing has revealed
that there are 26 SSR markers out 48 primer pairs tested that
demonstrate polymorphisms among the set often breeding lines
that we have used for parents to develop segregating popu\aLions


