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CONCLUSIONS

whole genome NGS data editing & alighment are possible on a small server
BOWTIE2 software showed the best performance

MATERIAL & METHODS

whole genome NGS of a dog generated by lllumina
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* # reads: 44 926 270 * # reads: 34176 710
* # base pairs: 4 537 553 270 * # base pairs: 3 103 884 408
* read length: 101 bp + 0 (101 — 101) * read length: 91 bp +11 (60-101)
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