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Cassava (Manihot esculenta Crantz) is a major food crop for more than 500 million people of 
the world. It has been cultivated for its starchy root that fully with carbohydrate in the tropical 
and subtropical regions. It has been reported that root yields have a similar correlation with the 
total number of branches and plant height in root biomass crops such as cassava and potato. 
Hence, plant architecture is one of the important traits for developing new variety. This study, 
QTL for plant and first branch height in cassava were identified using an F1 mapping population 
of a cross between ‘Huay Bong 60’ (female) and ‘Hanatee’ (male). Genetic linkage map of the 
F1 population was constructed based on 235 informative SSR markers using JoinMap® 3.0 
software.  The results showed that 156 SSR markers were mapped on 25 linkage groups. Each 
linkage group had the SSR markers ranged from 2 to 21 loci with an average of 6 loci per 
linkage group. Map spanned at 845.2 centriMorgan (Kosambi cM) and the mean intervals 
between markers are 7.9 cM. Phenotypic data of plant and first branch height of the F1 mapping 
population were measured and recorded at 12 months after planting in 2007 to 2009. Plant and 
first branch height ranged from 111.5 to 382.7 cm and from 40 to 280 cm, respectively and 
showed in normal distribution. Data were calculated based on multiple-QTL models (MQM) 
mapping analysis using MapQTL 4.0 software. Total of 12 QTL were identified on 6 linkage 
groups consisting of seven QTL for plant height and five QTL for first branch height. Three of 12 
QTL (H_R08_II, FB_R09_I and FB_R09_II) had high LOD value and large portion of % 
phenotypic variation explained (PVE) which were classified as major QTL. Finally, QTL for both 
of plant and first branch height will be useful and applicable in MAS of cassava and also for the 
identification of genes controlling these traits. 
 


