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I. Abstract Body
Fusarium wilt (FW) caused by Fusarium oxysporum f. sp. ciceri, is one of the major soil borne disease of chickpea and it causing significant yield losses annually. Till date eight races of the pathogen have been reported and race 1A is a more prevalent in India. Molecular markers closely linked to Fusarium oxysporum f. sp. ciceri resistance in chickpea were identified by several independent studies earlier. With an objective to validate reported linked markers for resistance to race 1, a new recombinant inbred line (RIL) mapping population (F11) derived from JG62 (FW susceptible) and WR315 (FW resistant) were developed. The RILs were phenotyped for FW resistance over two seasons in a wilt sick field at ICRISAT and in wilt sick pots under the green house condition. From literature survey, 42 markers linked to Fusarium wilt (FW) resistance in chickpea were selected for validation. Nineteen markers were not polymorphic in the parents and hence these markers are not diagnostic across genotypes. The genotyping data together with phenotyping data over two seasons and wilt sick pots identified 12 markers linked to wilt resistance by single marker analysis. The markers TA96, CS27, TA110 and TA59 were more consistently related to FW resistance in present and previous studies. The composite interval mapping has identified two major loci; one each in LG1 and LG2 flanked by markers H4G11 and CaM1402 and H3A12 and CS27, respectively. These two loci are considered as major loci for FW resistance explaining up to 76.66% of phenotypic variation for FW resistance. The results of present studies confirm the earlier workers and emerging picture of two hotspots in chickpea genome for Fusarium wilt resistance. The QTL flanking markers, H4G11, CaM1402, CS27, and H3A12 are most promising and reliable for resistance breeding in chickpea.
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