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Construction of genetic map is the pre-requisite to locate the genes 
controlling various traits of interest in any crop species.  Availability of vast 
array of DNA markers has enabled the construction of genetic maps in 
different crop species. The availability of numerous simple sequence repeat 
(SSR) markers in rice has enabled the construction of linkage maps across 
different mapping populations and here we report the construction of a 
framework genetic map involving 247 RILs of (F9) of the cross Basmati370 x 
ASD16. The use of 401 SSR loci (distributed across 12 linkage groups) for 
parental polymorphism survey revealed the existence of 324 polymorphic and 
77 monomorphic markers with the overall polymorphism to the tune of 
80.80%.   Percentage polymorphism observed in the individual linkage 
groups varied from 70% (chromosome 1) to 96.55% (chromosome 9).  Of the 
324 polymorphic markers identified, 117 markers have been so far used to 
construct the frame work genetic map.  The marker segregation data was 
analyzed using the software mapmaker V3.0 with threshold values of 3.0 for 
LOD and 50cM for the genetic map distance. The analysis resulted in the 
construction of framework map of 11 linkage groups out of 12. Linkage map 
for chromosome 3 could not be constructed as none of the markers so far 
surveyed were linked.  Survey with more number of markers in chromosome 3 
as well as in other linkage groups is in progress. The resultant genetic map is 
expected to facilitate localization of many major genes and QTLs associated 
with various agronomic traits in rice. 

 

 




