University of Pretoria etd — Beyene, Y A (2005)

REFERENCES

Aguirre, G., Bellon, M.R. and Smale, M. 1998. A regional analysis of maize
biological diversity in Southeastern Guanajuato, Mexico. Pp. 22. CIMMYT
Economics Working Paper 98-06. Mexico.

Ahn, S. and Tanksley, S.D. 1993. Comparative linkage maps of the rice and maize
genomes. Proc. Natl. Acad. Sci. USA 90: 7980-7984.

Ajmone-Marsan, P., Castiglioni, P., Fusari, F., Kuiper, M. and Motto, M. 1998.
Genetic diversity and its relationship to hybrid performance in maize as
revealed by RFLP and AFLP markers. Theor. Appl. Genet. 96:219-227.

Alika, J.E., Aken’ova, MLE. and Fatokun, C.A. 1993. Variation among maize (Zea
mays L.) accessions of Bendel State, Nigeria. Multivariate analysis of
agronomic data. Euphytica 66: 65-71.

Appa Rao, S., Mengesha, M.H., Gopal Reddy, V. and Prasada Rao, K.E. 1998.
Collecting and evaluation of sorghum germplasm from Rwanda. Plant
Genet. Res. Newslett. 114: 26-28.

Arias, C.A.A., deSouza, C.L. and Takeda, C. 1999. Path coefficient analysis of ear
weight in different types of progeny in maize. Maydica 44: 251-262.

Ayana, A. and Bekele, E. 2000. Geographical patterns of morphological variation in
sorghum (Sorghum bicolor (L) Moench) germplasm from Ethiopia and
Eritrea: Quantitative characters. Euphytica 115: 91-104.

Barbosa-Neto, J.F., Hernandez, C.M., O’Donoughue, L.S. and Sorrells, M.E.
1997. Precision of genetic relationship estimates based on molecular

markers. Euphytica 98: 59-67.

149



University of Pretoria etd — Beyene, Y A (2005)

Beaumont, M.A., Ibrahim, K.M., Boursot, P. and Bruford, M.W. 1998.
Measuring genetic distance. Pp.315-325. In A. Karp et al. (ed.) Molecular
tools for screening biodiversity. Chapman and Hall, London.

Bennetzen, J.L. and Devos, K. 2002. Plant synteny, colinearity and genome
evolution. Encyclopedia of Life Sciences. Pp.1-5. Macmillan Publishers Ltd.

Bogyo, T.P., Porceddu, E. and Perrino, P. 1990. Analysis of sampling strategies for
collecting genetic material. Econ. Bot. 34: 11-86.

Bouchez, A., Hospital, F., Causse, M., Gallais, A. and Charcosset, A. 2002.
Marker-assisted introgression of favorable alleles at quantitative trait loci
between maize elite lines. Genetics 162: 1945-1959.

Brown, A.H.D. 1989a. The case for core collections. Pp. 136-156. In A.H.D. Brown
et al. (ed.), The use of plant genetic resources. Cambridge University press,
Cambridge.

Brown, A.H.D. 1989b. Core collections: A practical approach to genetic resources
management. Genome 31: 818-824.

Buckler, E.S. and Thornsberry, J.M. 2002. Plant molecular diversity and
application to genomics. Curr. Opin .Plant Biol. 5: 107-111.

Buckler, E.S., Thornsberry, J.M. and Kresovich, S. 2001. Molecular diversity,
structure and domestication of grasses. Genet. Res. 77: 213-218.

Burr, B., Burr, F.A., Thompson, K.H., Albertsen, M.C. and Stuber, C.W. 1988.
Gene mapping and recombinant inbreds in maize. Genetics 118: 519- 526.

Burstin, J. and Charcosset, A. 1997. Relationships between phenotypic and marker
distance: Theoretical and experimental investigation. Heredity 78: 477-483.

Causse, M., Santoni, S., Damerval, C., Maurice, A., Charcosset, A., Deatrick, J.

150



University of Pretoria etd — Beyene, Y A (2005)

and de Vienne, D. 1996. A composite map of expressed sequences in maize.
Genome 39: 418-432.

CIMMYT, 2000. International Maize and Wheat Improvement Center (CIMMYT).
CGIAR Research areas of research: Maize (Zea mays L.)

http://www.cgiar.org/areas/maize.htm.

Coe, E. and Neuffer, M.G. 1993. Genetic loci and linkage map of corn (Zea mays
L.) 2n = 20), Pp. 6157-6189. In S.J. O’Brien (ed.), Genetic Maps: Locus
maps of complex genomes, 6" edition, Cold Spring Harbor Press, Cold
Spring Harbor, NY.

Coe, E., Hancock, D., Kowaleski, S. and Polacco, M. 1995. Gene list and working
maps. Maize Genet. Coop. Newslett. 69: 191-267.

Crossa, J., Hernandez, C.M., Bretting, P., Eberhart, S.A. and Taba, S. 1993.
Statistical genetic considerations for maintaining germplasm collections.
Theor. Appl. Genet. 86: 673-678.

CSA. 1998. Central Statistical Authority (CSA): Agricultural sample survey 1997/98.
Report on farm management practices of ‘belg’ season . Vol. IIl. Statistical
bulletins 171. Addis Ababa, Ethiopia.

CSA. 2001. Central Statistical Authority (CSA): Agricultural sample survey
2000/2001 on area production of major crops, private peasant holdings
‘meher’ season. Vol. IIL. Statistical bulletins 190. Addis Ababa. Ethiopia.

Davis, G.L., McMullen, M.D., Baysdorfer, C., Musket, T., Grant, D., Staebell,
M., Xu, G., Polacco, M., Koster, L., Melia-Hancock, S., Houchines K.,
Chao, S. and Coe, E. 1999. A maize map standard with sequenced core

markers, grass genome reference points and 932 expressed sequenced tagged

151



University of Pretoria etd — Beyene, Y A (2005)

sits (ESTs) in a 1736-locus map. Genetics 152: 1137-1172.

Demeke, T., Sasikumar, B., Hucl, P. and Chibbar, R.N. 1997. Random amplified
polymorphic DNA (RAPD) in cereal improvement. Maydica 42: 133-142.

Doebley, J.F. 1990. Molecular evidence for gene flow among Zea species. Bio
Science 40: 443- 448.

Doebley, J.F. and Iltis, H.H. 1980. Taxonomy of Zea (Gramineae): I. A subgeneric
classification with a key to taxa. Am. J. Bot. 67: 982-993.

Doebley, J.F., Goodman, M.M. and Stuber C.W. 1984. [soenzymatic variation in
Zea (Gramineae). Systematic Bot. 9: 203-218.

Dubreuil, P., Dufour, P., Krejet, E., Causse, M., de Vienne, D., Gallais. A. and
Charcosset, A. 1996. Organization of RFLP diversity among inbred lines of
maize representing the most significant heterotic groups. Crop Sci. 36: 790-
799.

EARO. 2000. Ethiopian Agricultural Research Organization (EARO), Research
strategy plan for maize. Addis Ababa, Ethiopia.

Edwards, M.D., Stuber, C.W. and Wendel, J.F. 1987. Molecular-marker facilitated
investigations of quantitative traits in maize. I. Numbers, genomic distribution
and types of gene action. Genetics 116: 113-125.

Enoki, A., Sato, H. and Koinuma, K. 2002. SSR analysis of genetic diversity among
maize inbred lines adapted to cold regions of Japan. Theor. Appl. Gene. 104:
1270-1277.

Eubanks, M. 2000. International application published under the patent cooperation
treaty (PCT)WO00/07434. Novel genetic materials for transmission into

maize.

152



University of Pretoria etd — Beyene, Y A (2005)

Evans, L.T. and Evans, T.L.T. 1993. Crop evolution, adaptation, and yield.
Cambridge University Press; New York.

Everitt, B. 1980. Cluster analysis. nd edition, Halstead Press, New York.

Excoffier, L., Smouse, P.E. and Quattro, J.M. 1992. Analysis of molecular variance
inferred from metric distances among DNA haplotypes: Application to
human mitochondrial DNA restriction data. Genetics 131: 479-491.

Eyre-Walker, A., Gaut, R.L., Hilton, H. and Gaut, B.S. 1998. Investigation of the
bottleneck leading to the domestication of maize. Proc. Natl. Acad. Sci. USA
95: 4441-4446.

Falconer, D.S. and Mackay, T.F.C. 1996. Introduction to quantitative genetics. 4
edition, Longman Ltd. Group, London.

FAPRI. 2003. U.S. and World Agriculture Outlook. Food and Agricultural Policy
Research  Institute. Iowa  State  University. Ames, la. U.S.

(http://www .fapri.iastate.edu/outlook2003/).

Felsenstein, J. 1993. PHYLIP (Phylogeny Inference Package) version 3.5c.
Distributed by the author, department of genetics, University of Washington,
Seattle, Washington.

Flint-Garcia, S.A., Thornsberry, J.M. and Buckler, E.S. 2003. Structure of linkage
disequilibrium in plants. Annu. Rev. Plant Biol. 54: 357-374.

Gardiner, J.M., Coe, E.H., Melia-Hancock, S., Hoisington, D.A. and Chao, S.
1993. Development of a core RFLP map in maize using an immortalized F,
population. Genetics 134: 917-930.

Gaut, B.S. 2001. Patterns of chromosomal duplication in maize and their implications

for comparative maps of the grasses. Gen. Research 11: 55-56.

153



University of Pretoria etd — Beyene, Y A (2005)

Gaut, B.S., d’Ennequin, M.T., Peek, A.S. and Sawkins, M.C. 2000. Maize as a
model for the evolution of plant nuclear genomes. Proc. Natl. Acad. Sci.
USA 97: 7008-7015.

Gauthier, P., Gouesnard, B., Dallard, J., Redaelli, R., Rebourg, C., Charcosset, A.
and Boyat, A. 2002. RFLP diversity and relationships among traditional
European maize populations. Theor. Appl. Genet. 105: 91-99.

Georges, M., Nielsen, D., Mackinnon, M., Mishra, A., Okimoto, R., Pasquino, A.T.,
Sargeant, L.S., Sorensen, A., Steele, M.R., Zao, X., Womack, J.E. and
Hoeschle, A. 1995. Mapping quantitative traits loci controlling milk
production in dairy cattle by exploiting progeny testing. Genetics 139: 907-
920.

Grossniklaus, U., Koltunow, A. and van-Lookeren-Campagne, M. 1998. A bright
future for apomixis. Trends Plant Sci. 3: 415-416.

Guthridge, K.M., Dupal, M.P., Kolliker, R., Jones, E.S., Smith, K.F. and Forster,
J.W. 2001. AFLP analysis of genetic diversity within and between
populations of perennial ryegrass (Lolium perenne L.). Euphytica 122: 191-
201.

Hafnagel, H.P. 1961. Agriculture in Ethiopia. Food and Agricultural Organization of
the United Nations, Rome, Italy.

Hair, J.R., Anderson, R.E., Tatham, R.L. and Black, W.C. 1995. Multivariate data
analysis with readings. 4™ edition, Prentice-Hall, Englewood Cliffs, NJ.

Hake, S. and Walbot, V. 1980. The genome of Zea mays, its organization and
homology to related grasses. Chromosoma 79: 251-270.

Hallauer, A.R. and Miranda, J.B. 1988. Quantitative genetics in maize breeding.

154



University of Pretoria etd — Beyene, Y A (2005)

Iowa State Univ. Press, Ames, lowa.

Harjes, C.E., Smith, M.E., McCouch, S.R. and Tanksley, S.D. 1999. Advanced
backcross QTL analysis and introgression of perennial teosinte (Zea
diploperennis) alleles to maize. Plant and Animal Genome VII Conference,
January 17-21, San Diego, California.

Helentjaris, T., Weber, D. and Wright, S. 1988. Identification of genomic locations
of duplicate nucleotide sequences in maize by analysis of restriction
fragment length polymorphisms. Genetics 118: 353-363.

Helentjaris, T., King, G., Slocum, M., Siedenstrang, C. and Wegman, S. 1985.
Restriction fragment polymorphisms as probes for plant diversity and their
development as tools for applied plant breeding. Plant Mol. Biol. 5: 109-118.

Helentjaris, T., Slocum, M., Wright, S., Schaefer, A. and Nienhuis, J. 1986.
Construction of genetic linkage maps in maize and tomato using restriction

fragment length polymorphisms. Theor. Appl. Genet. 72: 761-769.

Henandez, Z.E. 1985. Maize and man in the greater Southwest. Econ. Bot. 39: 416-

430.

Henry, A.M. and Damerval, C. 1997. High rates of polymorphism and
recombination at the opaque-2 locus in cultivated maize. Mol. Gen. Genet.
256: 147-157.

Hoisington, D.A. and Ribaut, J. M. 1998. What can biotechnology offer Africa? -
Concrete examples. Six Eastern and Southern Africa Regional Maize
Conference. Pp. 12-17, Addis Ababa, Ethiopia.

Hoisington, D.A., Khairallah, M., Reeves, T., Ribaut, J.M., Skovmand, B., Taba,

S. and Warburton M. 1999. Plant genetic resources: What can they

155



University of Pretoria etd — Beyene, Y A (2005)

contribute toward increased crop productivity? Proc. Natl. Acad. Sci. USA
96: 5937-5943.

Hulbert, S.H., Richter, T.E., Axtell, J.D. and Bennetzen, J.L. 1990. Genetic
mapping and characterization of sorghum and related crops by means of
maize DNA probes. Proc. Natl. Acad. Sci. USA 87: 4251-4255.

Jaccard, P. 1908. Nouvelles researches sur la distribution florale. Bull. Soc. Vaudoise
Sci. Natl. 44: 223-270.

Jerry, H. 2000. Number Cruncher Statistical Systems (NCSS). Statistical software,
Utah.

Johnson, A.R. and Wichern, D.W. 1992. Applied multivariate statistical analysis.
31 edition, Prentice-Hall, Englewood Cliffs, NJ.

Jones, C.J., Edwards, K.]J., Castiglion, S., Winfield, M.O., Sala, F., Van de Wiel,
C., Bredemeijer, G., Vosman, B., Matths, M., Daly, A., Brettschneider,
R., Bettini, P., Buitti, M., Maestri, E., Malcevschi, A., Marmirdi, N.,
Aert, R., Volkaert, G., Rueda, J., Linacero, R., Vazquez, A. and Karp,
A. 1997. Reproducibility testing of RAPD, AFLP, and SSR markers in
plants by a network of European laboratories. Mol. Breed. 3: 381-3809.

Jones, N., Ougham, H. and Thomas, H. 1997. Markers and mapping: we are all
geneticists now. New Phytologist 137: 165-177.

Karp, A., Seberg, O. and Buiatti, M. 1996. Molecular techniques in the assessment
of botanical diversity. Ann. Bot. 78: 143-149.

Karp, A., Edwards, K., Bruford, M., Vosman, B., Morgante, M., Seberg, O.,
Kremer, A., Boursot, P., Arctander, P., Tautz, D. and Hewitt, G. 1997.

Newer molecular technologies for biodiversity evaluation: Opportunities and

156



University of Pretoria etd — Beyene, Y A (2005)

challenges. Nature Biotechnol. 15: 625-628.

Koester, R., Sisco, P. and Stuber, C. 1993. Identification of quantitative trait loci
controlling days to flowering and plant height in two near-isogenic lines of
maize. Crop Sci. 33: 1209-1216.

Kolliker, R., Jones, E.S., Jahufer, M.Z.Z. and Forster, J.W. 2001. Bulked AFLP
analysis for the assessment of genetic diversity in white clover (Trifolium
repens L.). Euphyitca 121: 305-315.

Kumar, L.S. 1999. DNA markers in plant improvement: An overview. Biotechnology
advances 17: 143-182.

Kumar, M.V.N. and Kumar, S.S. 2000. Studies on character association and path
coefficient for grain yield and oil content in maize (Zea mays L.). Ann.
Agric. Res. 21: 73-78.

Leblanc, O., Grimanelli, D., Gonzalez-de-Leén, D. and Savidan, Y. 1995.
Detection of the apomictic mode of reproduction in maize-Tripsacum
hybrids using maize RFLP markers. Theor. Appl. Genet. 90: 1198-1203.

Lee, M., Sharopova, N., Beavis, W.D., Grant, D., Katt, M., Blair, D.L. and
Hallauer, A.R. 2002. Expanding the genetic map of maize with intermated
B73 x MO17 (IBM) population. Plant Mol. Bio. 48: 453-461.

Levinson, G. and Gutman, G.A. 1987. Slipped-strand mispairing: A major
mechanism for DNA sequence evolution. Mol. Biol. Evol. 4: 203-221.

Lin, Y.R., Schertz, K.F. and Paterson, A.H. 1995. Comparative analysis of QTLs
affecting plant height and maturity across the Poaceae, in refernce to
interspecific sorghum population. Genetics 141: 391- 411.

Link, W.C., Dickens, C., Singh, M., Schwall, M. and Melchinger, A.E. 1995.

157



University of Pretoria etd — Beyene, Y A (2005)

Genetic diversity in European and Mediterranean fababean germplasm
revealed by RAPD markers. Theor. Appl. Genet. 90: 27-32.

Lubberstedt, T., Melchinger, A.E., DuBle, C., Vuylsteke, M. and Kuiper, M.
2000. Relationships among early European maize inbreds: IV. Genetic
diversity revealed with AFLP markers and comparison with RFLP, RAPD,
and pedigree data. Crop Sci. 40: 783-791.

Lucchin, M., Baraccia, G. and Parrini, P. 2003. Characterization of flint maize
(Zea mays L. convar. Mays) Italian landraces: Morpho-phenological and
agronomic traits. Genet. Res. Crop Evol. 50: 315-327.

Malecot, G. 1948. Les mathematiques de 1’heredite. Masson and Cie Paris.

Manly, B.F.J. 1991. Randomization and Monte Carlo methods in biology. Chapman
and Hall, New York.

Mantel, N. 1967. The detection of disease clustering and a generalized regression

approach. Cancer Res. 27: 209-220.

Martin, J.M., Blake, T.K. and Hockett, E.A. 1991. Diversity among North
American spring barley cultivars based on coefficients of parentage. Crop
Sci. 31: 1131-1137.

Matsuoka, Y., Mitchell, S.E., Kresovich, S., Goodman, M. and Dobeley J. 2002.
Microsattelite in Zea -—variability, patterns of mutations and use for
evolutionary studies. Theor. Appl. Genet.104: 436-450.

Matsuoka, Y., Vigouroux, Y., Goodman, M.M., Sanchez, J.G., Buckler, E. and
Doebley, J. 2001. A single domestication for maize shown by multilocus
microsatellite genotyping. Proc. Natl. Acad. Sci. USA 99: 6080-6084.

Melchinger, A.E. 1993. Use of RFLP markers for analysis of genetic relationships

158



University of Pretoria etd — Beyene, Y A (2005)

among breeding materials and prediction of hybrid performance. Pp. 621-
627. In D.R. Buxton et al. (ed.) First international crop science congress.
CSSA, Madison, WI.

Melchinger, A.E., Gumber, R.K., Leipert, R.B. and Vuysteke, M. 1998.
Predication of testcross means and variance among F; progenies of F,
crosses from testcross means and genetic distances of their parents in maize.
Theor. Appl. Genet. 96: 503-512.

Messmer, M.M., Melchinger, A.E., Herrmann, R.G. and Boppenmaier, J. 1993.
Relationship among early European maize inbreeds: Comparison of pedigree
and RFLP data. Crop Sci. 33: 944-950.

Michelmore, R.W., Paran, 1. and Kessli, R.V. 1991. Identification of markers linked
to disease resistance genes by bulked segregant analysis: A rapid method to
detect markers in specific genomic regions using segregenat populations. Proc.
Natl. Acad. Sci. USA 88: 9828-9832.

Mitchell, S.E., Kresovich, S., Jester, C.A., Henandez, C.J. and Szewe-McFadden,
A.K. 1997. Application of multiplex PCR and fluorescence-based, semi-
automated allele sizing technology for genotyping plant genetic resources.
Crop Sci. 37: 617-624.

Moeller, D.A. and Schaal, B.A. 1999. Genetic relationships among Native American
maize accessions of the Great Plains assessed by RAPDS. Theor. Appl.
Genet. 99:1061-1067.

Mohammadi, S.A., Prasanna, B.M., Sudan, C. and Singh, N.N. 2002. A
microsatellite marker based study of chromosomal regions and gene effects

on yield and yield components in maize. Cellu. Mol. Biol. Lett.7: 599-606.

159



University of Pretoria etd — Beyene, Y A (2005)

Moreau, L., Lemarié, S., Charcosset, A. and Gallais, A. 2000. Economic efficiency
of one cycle of marker-assisted selection. Crop Sci. 40: 329-337.

Morgante, M., Hanafey, M. and Powell, W. 2002. Microsatellites are preferentially
associated with non-repetitive DNA in plant genomics. Nat. Genet. 30:194-
200.

Mulatu, K., Bogale, G., Tolessa, B., Desalegn, Y. and Afeta A. 1992. Maize
production trends and research in Ethiopia. In: B. Tolessa and J.R. Ransom
(eds.). Proceeding of the first national maize workshop in Ethiopia. Addis
Ababa, Ethiopia.

Myburg, A.A., Remington, D.L., O’Malley, D.M., Sederoff, R.R. and Whetten,
R.W. 2001. High-throughput AFLP analysis using infrared dye-labeled
primers and an automated DNA sequencer. BioTechniques 30: 348-357.

Nei, M. and Li, W.H. 1979. Mathematical model for studying genetic variation in
terms of restriction endonucleases. Proc. Natl. Acad. Sci. USA 76: 5269-
5273.

Neter, J., Wasserman, W., and Kutner, M.H. 1990. Applied linear statistical models.
3Hd edition, Irwin, Inc., Homewood, Illinois.

NMSA. 2000. National Meteorology Service Agency (NMSA), monthly weather
report, Feb. 1980 to Dec. 2000. Addis Ababa, Ethiopia.

Nuel, G., Baril C.P. and Robin, S. 2000. Varietal distinctness assisted by molecular
markers: A methodological approach. Acta. Hort. 546: 65-71.

Ohta, T. and Kimura, M. 1973. A model of mutation appropriate to estimate the
number of electrophoretically detectable alleles in a finite population. Genet.

Res. 22:201-204.

160



University of Pretoria etd — Beyene, Y A (2005)

Pejic, 1., Ajmone-Marson, P., Morgante, M., Kozumplick, V., Castiglioni, P.,
Tarmino, G. and Motto, M. 1998. Comparative analysis of genetic
similarity among maize inbred line detected by RFLPs, RAPDs, and AFLPs.
Theor. Appl. Genet. 97: 1248-1255.

Pinto, L.R., Vieira, M.L.C., de Souza, C.L.P. and de Souza, A.P. 2003. Genetic
diversity assessed by microastellites in tropical maize populations submitted
to a high-intensity reciprocal recurrent selection. Euphytica 134: 277-286.

Powell, W., Morgante, M., Andre, C., Hanafey, M., Vogel, J., Tingey, S. and
Rafalski, A. 1996. The comparison of RFLP, RAPD, AFLP and SSR
(microsatellite) markers for germplasm analysis. Mol. Breeding 2: 225-238.

Quarrie, S.A., Lazic-Jancic, V., Kovacevic, D., Steed, A. and Pekic, S. 1999. Bulk
segregant analysis with molecular markers and its use for improving drought
resistance in maize. J. Exp. Botany 50: 1299-1306.

Ragot, M., Gay, G., Muller, J.P. and Durovray, J. 2000. Efficient selection for
adaptation to the environment through QTL mapping and manipulation in
maize. Pp. 128-130. In: Ribaut, J.M. and Poland, D. (eds.) Molecular
approaches for the genetic improvement of cereals for stable production in
water-limited environments. A strategic planning workshop held at
CIMMYT, Et Batan, Mexico, June 21-25, 1999.

Rebourg, C., Gouesnard, B. and Charcosset, A. 2001. Large-scale molecular analysis
of traditional European maize populations: Relationships with morphological
variation. Heredity 86: 574-587.

Reif, J.C., Melchinger, A.E., Xia, X.C., Warburton, M.L., Hoisington, D.A.,

Vasal, S.K., Beck, D., Bohan, M. and Frisch. 2003. Use of SSRs for

161



University of Pretoria etd — Beyene, Y A (2005)

establishing heterotic groups in subtropical maize. Theor. Appl. Genet. 107:
947-957.

Remington, D. L., Thornsberry, J. M., Matsuoka, Y., Wilson, L. M., Whitt, S. R.,
Doebley, J. F., Kresovitch, S., Goodman, M. M. and Buckler, E. S. 2001.
Structure of linkage disequilibrium and phenotypic associations in the maize
genome. Proc. Natl. Acad. Sci. USA 98: 11479-11484.

Ribaut, J.M. and Hoisington, D. 1998. Marker-assisted selection: new tools and
strategies. Trends Plant Sci. 31: 236-239.

Ribaut, J.M ., Edmeades, G., Perotti, E. and Hoisington, D. 2002. QTL analyses,
MAS results, and perspectives for drought-tolerance improvement in tropical
maize. Pp. 131-136. In: Ribaut, J.M. and Poland, D. (eds.) Molecular
approaches for the genetic improvement of cereals for stable production in
water-limited environments. A strategic planning workshop held at
CIMMYT, Et Batan, Mexico, June 21-25, 1999.

Riek, J.De., Calsyn, E., Everaet, 1., van Bockstaele, E. and De Loose, M. 2001.
AFLP based alternative for the assessment of distinctness, uniformity and
stability in sugar beet varieties. Theor. Appl. Genet. 103: 1254-1265.

Roldan-Ruiz, L., Van Eeuwijk, F.A., Gilliland, T.J., Dubreuil, P., Dillmann, C.,
Lallemand, J., De Loose, M. and Baril, C.P. 2001. A comparative study of
molecular and morphological methods of describing relationships between
perennial ryegrass (Lolium perenne L.) varieties. Theor. Appl. Genet. 103:

1138-1150.

Saghai-Maroof, M.A., Biyashev, R.M., Yang, G.P., Zhang, Q. and Allard, R.W.

1994. Extraordinarily polymorphic microsatellite DNA in barely: Species

162



University of Pretoria etd — Beyene, Y A (2005)

diversity, chromosomal locations and population dynamics. Proc. Natl.

Acad. Sci. USA 91: 5466-5470.

SAS. 1993. SAS/STAT users’. Version 6.09. SAS Institute Inc carry, NC.

Sasakawa-Global2000. 2002. Agricultural project in Ethiopia: Activities and output.
An assessment report, Sasakawa-Global 2000, Addis Ababa, Ethiopia.

Savidan, Y., Grimanelli, D., Perotti, E. and Leblanc, O. 1998. International
application published under the patent cooperation treaty (PCT)
WO098/36090. Means for identifying nucleotide sequences involved in
apomixis.

Sax, K. 1923. The association of size difference with seed-coat pattern and
pigmentation in Phaseolus Volgaris. Genetics 8: 552-560.

Senior, ML.L. and Heun, M. 1993. Mapping maize microsatellites and polymerase
chain reaction conformation of the targeted repeats using a CT primer.
Genome 36: 884-889.

Senior, M.L., Murphy, J.P., Goodman, M.M. and Stuber, C.W. 1998. Utility of
SSRs for determining genetic similarities and relationships in maize using an
agarose gel system. Crop Sci. 38: 1088-1098.

Senior, M.L., Chin, E.C.L., Lee, M., Smith, J.S.C. and Stuber, C.W. 1996. Simple
sequence repeat markers developed from maize sequences found in the
GENE BANK database: Map constriction. Crop Sci. 36: 1676-1683.

Sharopova, N., McMullen, M.D., Schulz, L., Schroeder, S., Sancock-Villeda, H.,
Gardiner, J., Bergstrom, D., Houchins, K., Melia-Hancock, S., Musket,
T., Duru, N., Polacco, M., Edwards, K., Ruff, T., Register, J.C.,

Brouwer, C., Thompson, R., Velasco, R., Chin, E., Lee, M., Woodman-

163



University of Pretoria etd — Beyene, Y A (2005)

Clikeman, W., Long, M. J., Liscum, E., Cone, K., Davis, G. and JrCoe,
E.H. 2002. Development and mapping of SSR markers for maize. Plant
Mol. Biol. 48: 463-481.

Singh, R.K. and Chaudhary, B.D. 1977. Biometrical methods in quantitative
genetics analysis. Kalyani Publishers, New Delhi.

Skinner, D.Z., Bauchan, G.R., Auricht, G. and Huges S. 1999. A method for the
efficient management and utilization of large germplasm collections. Crop
Sci. 39: 1237-1242.

Smith, J.S.C. and Smith, O.S. 1992. Fingerprinting crop varieties. Adv. Agron. 47:
85-140.

Sneath, P.H.A. and Sokal, R.R. 1973. Numerical taxonomy. WH Freeman, San
Francisco.

Snedecor, G.W. and Cochran, W.G. 1980. Statistical Methods. 7™ edition, Iowa
State Univ. Press, Ames.

Sokal, R.R. and Michener, C.D. 1958. A statistical method for evaluating systematic
relationships. Univ. Kansas Sci. Bull. 38: 1409-1438.

Souza, E. and Sorrells, M.E. 1991. Relationships among 70 American oat
germplasm. I. Cluster analysis using quantitative characters. Crop Sci. 31:
599-605.

Stanton, M.A., Stewart, J.M., Percival, A.E. and Wendel, J.F. 1994.
Morphological diversity and relationships in A-genome cottons, Gossypium
arboreum and G. herbaceum. Crop Sci. 34: 519-527.

Statistical for Windows. 1995. Stat Soft. Inc., Computer program manual. Tulsa.

OK: Stat Soft. Inc., 2325 East 13" Street Tulsa.

164



University of Pretoria etd — Beyene, Y A (2005)

Stuber C.W. 1989. Marker-based selection for quantitative traits. Pp.31-49:In: Proc.
XII Congr. EUCARPIA. Parey, Berlin, Hamburg.

Stuber, C.W., Goodman, M.M. and Moll, R.H. 1982. Improvement of yield and ear
number resulting from selection at allozyme loci in a maize population. Crop

Sci. 22:737-740.

Stuber, C.W., Polacco, M. and Senior, M.L. 1999. Synergy of empirical breeding,
marker-assisted selection, and genomics to increase crop yield potential.

Crop Sci. 39: 1571-1583.

Taba, S., Diaz, J., Franco, J. and Crossa, J. 1998. Evaluation of Caribbean maize
accessions to develop a core subset. Crop Sci. 38: 1378-1386.

Tanksley, S.D. and McCouch, S.R. 1997. Seed banks and molecular maps:
unlocking genetic potential from the wild. Science 277: 1063—1066.
Tanksley, S.D., Grandillo, S., Fulton, T.M., Zamir, D., Eshed, T., Petiard, V.,
Lopez, J. and Beck-Bunn, T. 1996. Advance backcross QTL analysis in a
cross between an elite processing line of tomato and its wild relative L.

pimpinellifolium. Theor. Appl. Genet. 92: 213-224.

Tato, K. 1964. Rainfall in Ethiopia. Eth. Geog. J. 2: 28-36.

Tautz, D. 1989. Hypervariability of simple sequences as a general source for
polymorphic DNA markers. Nucleic Acids Res. 17: 6463-6471.

Thormann, C.E., Ferreira, M.E., Camargo, L.E.A., Tivang, J.G. and Osborn,
T.C. 1994. Comparison of RFLP and RAPD markers to estimating genetic
relationships within and among cruciferous species. Theor. Appl. Genet. 88:
973-980.

Thornsberry, J.M., Goodman, M.M., Doebley, J., Kresovich S., Nielsen, D. and

165



University of Pretoria etd — Beyene, Y A (2005)

Edward, S.E. 2001. Dwarf8 polymorphisms associate with variation in
flowering time. Nat. Genet. 28: 286-289.

Tuberosa, R., Salvi, S. and Phillips, S. 1998. Bulked segregant analysis confirms the
importance of the region near umc89a for days to pollen shed in maize.
Maize Gene. Newsl. 72: T1-72.

Tuberosa, R., Salvi, S., Sanguineti, M.C., Landi, P., Maccaferri, M. and Conti, S.
2002. Mapping QTLs regulating morph-physiological traits and yield: Case
studies, shortcomings and perspectives in drought-stressed maize. Annals
Botany 89: 941-963.

Twumasi-Afriyie, S., Habatmu, Z., Kass, Z., Bayisa, Y. and Sewagegne, T. 2001.
Development and improvement of highland maize in Ethiopia. pp.1-12. 2™
national maize workshop of Ethiopia, Addis Ababa, Ethiopia.

Uptmoor, R., Wenzel, W., Friedt, W., Donaldson, G., Ayisi, K. and Ordon, F.
2003. Comparative analysis of the genetic relatedness of Sorghum bicolor
accessions from Southern Africa by RAPDs, AFLPs and SSRs. Theor. Appl.
Genet. 106: 1316-1325.

Van Eeuwijk, F.A. and Baril, C.P. 2001. Conceptual and statistical issues related to
the use of molecular markers for distinctness and essential derivation. Acta.
Hort. 546: 35-53.

Vavilov, N.I. 1951. Phytogeographic basis of plant breeding: The origin, variation,
immunity and breeding of cultivated plants. Chron. Bot. 13: 13-54.
Veldboom, L.R., Lee, M. and Woodman, W.L. 1994. Molecular marker-facilitated

studies in an elite maize populations: Linkage analysis and determination of

QTL for morphological traits. Theor. Appl. Genet. 88: 7-16.

166



University of Pretoria etd — Beyene, Y A (2005)

Virk, P.S., Ford-Lioyed, B., Jackson, M.T., Pooni, H.S., Clemeno, T.P. and
Newbury, H.J. 1996. Predicting quantitative variation within rice
germplasm using molecular markers. Heredity 76: 296-304.

Vos, P., Hogers, R., Bleeker, M., Reijans, M., VanDe Lee, T., Hornes, M.,
Frijters, A., Pot, J., Poleman, J., Kuiper, M. and Zabeau, M. 1995.
AFLP®: a new technique for DNA fingerprinting. Nucleic Acids Res. 23:
4407-4414.

Vuylsteke, M., Kuiper, M. and Stam, P. 2000a. Chromosomal regions involved in
hybrid performance and heterosis: Their AFLP-based identification and
practical use in prediction models. Heredity 85: 208-218.

Vuylsteke, M., Mank, R., Brugmans, B., Stam, P. and Kuiper, M. 2000b. Further
characterization of AFLP data as a tool in genetic diversity assessments
among maize (Zea mays L.) inbred lines. Mol. Breed. 6: 265-276.

Vuylsteke, M., Mank, R., Antonise, R., Bastiaans, E., Senior, M.L., Stuber, C.W.,
Melchinger, A.E., Lubberstedt, T., Xia, X.C., Stam, P., Zabeau, M. and
Kuiper M. 1999. Two high-density AFLP linkage maps of Zea mays L.:
Analysis of distribution of AFLP markers. Theor. Appl. Genet. 99: 921-935.

Wang, R.L., Stec, A., Hey, J., Lukens, L. and Doebley, J. 1999. The limits of
selection during maize domestication. Nature 398: 236-239.

Warburton, M.L.. and Crossa, J. 2000. Data analysis in CIMMYT applied
biotechnology center for fingerprinting and genetic diversity studies.
CIMMYT, Mexico.

Warburton, M.L., Zianchun, X., Crossa, J., Franco, J., Melchinger, A.E., Frisch,

M., Bohn, M. and Hoisington, D. 2002. Genetic characterization of

167



University of Pretoria etd — Beyene, Y A (2005)

CIMMYT inbred maize lines and open pollinated populations using large
scale fingerprinting methods. Crop Sci. 42: 1832-1840.

Ward, J.H. 1963. Hierarchical grouping to optimize an objective function. Am. Stat.
Assoc. J. 56: 236-244.

Waugh, R., Bonar, N., Baird, E., Thomas, B., Graner, A. and Hayes, P. 1997.
Homology of AFLP products in three mapping populations of barely. Mol.
Gen. Genet. 255: 311-321.

Welsh, J. and McClell, M. 1990. Fingerprinting genomes using PCR with arbitrary
primers. Nucleic Acids Res. 18:7213-7218.

Wendel, J.F. 2000. Genome evolution in polyploids. Plant Mol. Biol. 42: 225-249.

Wiley, E.O. 1981. Phylogenetics: The theory and practice of phylogenetics and
systematics. John Wiley, New York.

Williams, J.G.K., Kubelick, A.R., Livak, K.J., Rafalski J.A. and Tingey, S.V. 1990.
DNA polymorphisms amplified by arbitrary primers are useful as genetic
markers. Nucleic Acids Res. 18: 6531-6535.

Wilson, R.N., Heckman, J.W. and Somerville, C.R. 1992. Gebberellin is required
for flowering in Arabidopsis-thaliana under short days. Plant Physiol. 100:

403-408.

168



	Front
	Chapter 1
	Chapter 2
	Chapter 3
	Chapter 4
	Chapter 5
	Chapter 6
	Chapter 7
	Chapter 8
	REFERENCES



