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Introduction and Aim Results
Next Generation Sequencing enables fast and high throughput Initial sequencing resulted in the 2,449,441,916 50-bp
sequencing of very complex genomes. For the first reads. With mismatch penalty -2.00 and clearzone 5,
time in the history of genetics it is average mapping was 75.6%. Altogether
possible to shed light on all parts of 89,580 Mb were successfully mapped,
genomes hidden for conventional ® resulting in 34,2 coverage. Insert range
technologies. Aim of our 4 5 was 950-2040 bp. With
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tertiary analysis we found
3,482,975 SNPs, 2,067,200
HTZ, 1,415,775 HOZ,
3,520 CNV segments,
(218 verified),

87,451 large
InDel regions,

1 % 4, 52 inversions,
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genomic DNA was prepared and sequenced

with SOLID3+ & 4. Color space fasta files (.csfasta) and
appropriate quality files (.qual) were mapped and paired
to the reference genome hgl8 version. Mapping
(mapreads algorithm) and tertiary analysis was performed
using the Bioscope Software (ver 1.3).

“inversions form a major basis of biological variation.

Complex analysis, data processing and visualization are needed
for easily accessible personalized genomic data. The European
Regional Development Fund together with the Archimedes
Foundation and Estonian Science Foundation (grant GARFS7479)
supported this study.



