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Abstract: Preparation of the Sequencing Library Coverage of mtComplete ONT Sequences
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The mitochondrial DNA and the Y chromosome are useful Genomic DNA Tailed PCR primers
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Oxford Nanopore sequencing

Almost equal sample to sample coverage
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Low coverage region.

Long Range PCR (3 X 8kb) Needs improvement!
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Vladimir Putin 31 Oct, 2017: “Someone is harvesting Russian
bio samples for obscure purposes. Russian

genetic material is being harvested

all over the country,

purposefully and

professionally*

“If you Advantages LR-PCR Disadvantages LR-PCR
are restricted Lower number of reactions Sensitive to degraded DNA
to bring a human sample Slower pore degradation Longer cycling times

out of a country, then simply bring Lower molarity of adapters Expensive TAQ polymerase
your DNA sequencing lab into that country*
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