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ABSTRACT
There are still few genomic tools available for cowpea, despite of its Importance as a crop in Latin
Amenca. A parllal molecular linkage map of the cowpea diploid genome IS presented including the
segregation of cowpea severe mosaic virus (CPSMV) resistance region The present map is based on 19
SSR, 59 AFLP, 6 DAF and 27 ISSR markers segregating in a F6 population including 97 individuals Map
analyses were carned out using JoinMap (version 30) with a minimum LOD score of 3 and the Kosambl
function. 119 loci were detected, 82 of which were placed on 13 linkage groups, covenng 1 094 eM ",lith
an average distance of 13.3 cM. Yet. this map did not cover the entire genome; there are two more linkage
groups than the haploid chromosome number of 11 The phenotypic evaluation of the CPSMV revealed a
quantitative pattern, with a single associated marker (ISSR-878) at a distance of 28 7 cM still too far to
allow marker assisted selection Therefore, the generated cross and the map described here represent the
first step towards a collaborative project that includes the development of an integrated saturated map
inclUding genomic SSR and EST-denved SSR, RGAP, RGAs. SCAR and CAPS among other molecular
markers, and also additional phenotypic traits including OTLs, as well as fine mapping of virus resistance
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