Additional file 3: Benchmark dataset

To compare the assemblies, a set of benchmark contigs were created that contained ESTs that align to a subset of the KOME rice FL-cDNAs 


[1] ADDIN EN.CITE . The ESTs consisted of 583,053 KOME ESTs and an additional 68,920 rice ESTs[2] for which we have quality files.  The FL-cDNAs were compared to each other with MegaBlast [3], and when two ESTs aligned for over 200 bases at 95% identity, the shorter EST was removed. The 651,973 ESTs were filtered to retain only those with a mate-pair and at least 400 bases in length. 

The filtered EST set was compared with the filtered FL-cDNAs using MegaBlast, and then the output was filtered to create the benchmark set of ESTs as follows: (i) each EST aligned to a FL-cDNA with at least 97% similarity over 350 bases, less than 10 mismatches, and less than 20 bases overhang, (ii) both mates had to align to the same FL-cDNA in opposite directions, (iii) each EST had to overlap at least one other EST in the set of ESTs for the given FL-cDNA. This resulted in 61,706 ESTs aligning to 5437 FL-cDNAs, i.e. 5437 benchmark contigs. 

The CAP3[4] assembly parameters "-p 90 -y 70 -b 80 -o 49 -t 10000" were used for all three assemblies.
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