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Case studies: high-throughput read analysis
Synamatix approach for

next-generation sequence data

Short reads — 454 / Roche Microreads — lllumina Sanger reads - ABI

diagnostics
genetic gene
expression

pre-dispositions P By using SynaSearch™ which is built on SynaBASE, 1.68 million A benchmark study was done by mapping lllumina reads with an Detailed performance benchmarking was conducted to compare
high speed 454 reads were mapped back to the Human Genome in average length of 31bp against the Human Genome using BLASTN, the analysis time taken by SynaSearch, a sequence alignment
_ - mapping mutation _ 5 hours. BLAT, ELAND and SXQligoSearch™ respectively. application built on SynaBASE, to BLASTz.
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medicine Wemiification crops D In a benchmark study 20,000 * SXOligoSearch performed 1,600 " - ‘ In comparison fo BLASTz, SynaSearch:

i sequences with an average - times faster than BLASTN and s e e e :

SLIME BASE length of 100bp were mapped Execution Time of Tools 100 times faster than ELAND. = was 219 times faster _ FreedionTimestTools
LI to the Human Genome using : » found 11% more true positives

CORE database platform MegaBLAST and SynaSearch. » SX0ligoSearch placed more than ] )
- SynaSearch performed nearly 93% of the reads while BLAT and » had 17% more unique hits to

80 times faster than MegaBLAST BLASTN managed only 75.6% queres
more than 20 applications. and was more sensitive, with and 83.1% respectively. « had a higher specificity

SynaSearch SynaMer a query coverage of 90.2%,
454 SXOligoSearch Helicos as compared to 77.98% with
reads MegaBLAST.
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« reported 113% fewer false
positives

» SXOligoSearch is more adaptable
as it is capable of handling reads
longer than 32 bases with any

\ . « had fewer multiple placements
number of mismatches or indels.
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