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Preliminary comparative RH mapping 
between river buffalo chromosome 6 

(BBU6) and bovine chromosome 3 (BTA3)
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ABSTRACT: We present the first radiation hybrid map of BBU6 developed from a recen-
tly constructed river buffalo whole-genome radiation hybrid panel (BBURH5000). The preli-
minary map contains 33 cattle-derived markers, including 12 microsatellites, 19 coding ge-
nes and two ESTs, distributed in two linkage groups. The retention frequency of individual 
markers ranged from 14.4% to 40.0%. Most of the marker order within the linkage groups 
is consistent with the cattle sequence and RH maps. This preliminary BBU6 RH map is the 
starting point for comparing gene order between both species, presenting an opportunity for 
examination of micro-rearrangements of these chromosomes and, thereby enhancing the 
possibility of positional candidate cloning in river buffalo.
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