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ABSTRACT

Education transplant infections and to assess the resistance. Northern corn leaf
blight in maize tested two experimental conditions is greenhouse Age maize 10-14 days (
4-5 leaf ) and Conditions plots Age maize 21-25 days (6 - 7 leaf) by implantation of 4
fungal isolates. Spraying the spore suspension ‘concentration 10° spores/ml on maize
inbred And the population Ki48 / Ki47 (F2) total 160 varieties. Compared to a standard
commercial two varieties (hybrid 3 and Insea 2). to-use the data to evaluate the resistance
to Northern corn leaf blight. To identify QTLs associated with resistance in populations of
Northern corn leaf blight.

Technology use marker-assisted selection (MAS) identify molecular markers
associated with resistance genes Northern corn leaf blight in maize by Quantitative Trait
Locus (QTL) Mapping in the population F2, which is a cross between a inbred Ki48 with
resistance and inbred Ki47. are. susceptible. Using Simple Sequence Repeats (SSR)
Marker 100 double check the difference in the DNA (Polymorphism) between the parent
and a population/F2 of hybrid genetic correlation and Northern corn leaf blight resistance.
Polymorphismof the inspection between the parent disease resistance genes spread
throughout the.genome. The distribution of 12 markers on chromosome 2 and 4 markers
on chromosome 8 and uncheck the check from the parent Only 11 markers to detect
Polymorphism in population F2 total 160 varieties. Divided by 8 markers on chromosome 2
and 3 markers on chromosome 8. Then locate QTLs which totaled 12 locations. QTLs were
found. in Greenhouse number 3 locations and a plot number 9 location associated with

resistance in populations of Northern corn leaf blight.



