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DNA / RNA sequencing

.Sanger

-Long reads (800 bp), high quality

-targeted (primers), slow, expensive, hard to automate
454

-Long reads (600-800bp), fairly high quality
-Insertions/deletions, library prep is expensive, not cheap
[lumina

-Many, many reads, high quality

-Short(ish) T 100bp-250bp

lon torrent 1 error rates, throughput

'PacBio T high error rates (10-15% errors) but very long reads
I (up to 100kb)

.Oxford nanopore
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