Genetic Improvement of Taro for taro leaf blight resistance in Hawai
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cultivar 230 (Hawana_n landrace Mol x TLB resistant Palau_an Fig 4: TLB affected plant at Pepeekeo, Hawaii. e e
landrace Dirratengadik); and 2) an F; mapping population Fig 6. Preliminary linkage map with high quality SNP markers,
based on crossing ‘230" with another breeding cultivar ‘255’ « Caused by Oomycete Phytophthora colocasiae derived from genotyping-by-sequencing.
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polymorphisms (SNP) markers to identify QTLs linked with susceptible cultivars (Singh et al. 2012).
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TLB resistance, both in field trials and laboratory assays.
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Position in the whole genome
 Measure diameter of lesions using Image analysis Fig 7. Preliminary identification of QTL associated with TLB
resistance across the entire genome in the F; mapping
- e population. Peaks with LOD score>3 are identified as QTLSs.
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Fig 1: How breeding of taro occurs.
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Fig 5: Laboratory disk assay for Phytophthora colocasiae. LGS LG 10
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Fig 8. QTL associated with TLB resistance on linkage group 9 and

Population 1025 Population 1060 Methods for Linkage mapping and QTL analysis 10 the F, mapping population.
Fig 2: Mapping populations used to identify TLB resistance. | | | | | Conclusions/Future Directions
 Linkage mapping was done using the CP option of Join
Segregating population for TLB resistance Map 4.1(Van ooijjen, 2006). * QTL found In non-Hawaililan material appears to have additive
o o | effect.
Distribution of taro leafblight resistance in 1025 population . _ . _ ] ] ] o
. * Markers were filtered for segregation distortion (markers « Genotype new mapping population to validate initial QTL detected.
with chi square value >3.84 were removed). « Conduct yield trials of superior individuals.
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