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some QTL were present only in kabuli lines (Ar2a, Ar2c, 

Ar7a). Selected F2

F7 -

Genetic enhancement of resistance to ascochyta blight 
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S. SINGH5, A. BASANDRAI7, D. BASANDRAI7, A.K. 
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Chickpea (  nu  
losses from ascochyta blight (AB), caused by  

 in areas where the crop growing season is cool 

stable resistance to AB has been challenging because 

with enhanced resistance to AB in an international pro-

and Northern India. The breeding strategy included 

-

-

-
late AB resistance genes from a number of sources. F  
populations from bi-parental and multi-parental crosses 
were screened for AB resistance at seedling stage under 

-

ment growth room at ICRISAT-Patancheru. The AB 
resistant plants were transplanted to greenhouse and 
their progenies (>13,000) were subjected to preliminary 

-
tions in Western Australia. A large number of breeding 

desirable agronomic and adaptation traits and good 
seed quality. Some of the AB resistant lines also combine 
resistance to botrytis grey mould and fusarium wilt.

 i enti cation for scochyta blight resistance an  
its application in chickpea breeding. M. IMTIAZ1*, 
A. HAMWIEH A.1, S. AHMED1, R. MALHOTRA1, A. 
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Ascochyta blight (AB), caused by i e a rabiei regu-

quality losses, and thus is a major biotic constraint to 
chickpea production, particularly in the cool and wet 

-

of disease particularly in winter planted chickpea in 
West Asia and North Africa. ICARDA, being the hub 
for AB research, has made tremendous progress in the 

-

encountered in phenotypic selection such as genotype 
-

liable screening methodologies. Therefore, to increase 

the chickpea breeding program at ICARDA started to 
-

grounds and use marker-assisted selection in early gen-
erations (F2) as proof of concept. Recombinant inbred 

-

genotyped with 110 SSR markers. SSR markers GA-16, 
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These markers and other publically reported mark-

closely linked markers could be utilized to select for AB 

markers for maker- assisted selection in future. 

alidation of allele speci c markers for detection of 
ascochyta blight resistance loci in chickpea. E. MA-
DRID , W. CHEN2 2, 3 , P. CAS-
TRO , T. MILLAN1 1. ept o  eneti  rdoba 
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Mejora y Biotecnología, IFAPA Centro “Alameda del 

- ail  b ahee u o e

-
esized to be responsible for blight resistance in chick-

with QTLs for resistance to this disease so far. Recently 
a chickpea ethylene receptor-like sequence ( a - ), 
homologue to the rabidop i  thaliana ethylene insen-

I ), has been reported to be associ-
ated with resistance and susceptibility to blight. The 

a - a b locus was mapped in LGIV tightly linked 
to QTLAR1 -

associated primer (ASAP) was designed. With the aim 
of monitor the presence of blight resistance associated 

-

SCY17 , tightly linked to QTLAR2. According with our 
-

correctly predicted. Therefore, chickpea breeders could 

their breeding programmes, discarding genotypes with 
the susceptible allele for both QTLs.
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Markers conferring resistant to ascochyta blight, ear-
liness and seed size in chickpea. M. MARWAN1*, B. 
TARAN1, A. SHARPE2, T. WARKENTIN1 and A. VAN-
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ture in target populations is a prerequisite for associa-
tion mapping. The current study used association map-
ping approach to identify molecular markers associ-
ated with resistance to ascochyta blight, earliness and 
seed size, three of important characteristics in chickpea 
breeding. A total of 136 genome-wide simple sequence 
repeat (SSR) markers were used to assess the genetic di-

Analysis of population structure in combination with 
pedigree and breeding history grouped the chickpea 
genotypes into six subpopulations. Two subpopulations 

as sources for ascochyta blight resistance. The next three 
subpopulations were mostly genotypes used as sources 
for earliness. The last subpopulation consisted of geno-

-

two new SSR markers associated with ascochyta blight 
P<0.001) and TR20 (P<0.05) markers 

-
tions for reaction to ascochyta blight. The current analy-

with ascochyta blight resistance. In addition, we identi-

and another two (H3C11 and TA25) associated with ear-

studies. The results suggested that the current popula-
-

QTL for ascochyta blight resistance, earliness and seed 
size, three of most important characteristics in chickpea.
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Ascochyta blight (AB), caused by o hyta lenti  Bond 
and Vassil, is a major disease of lentil ( en  ulinari  L. 

and Australia and northern parts of India. The aim of 
the present study was to combine AB resistance with 


