


Outline

Ways to generate large amounts of sequence

Understanding the contents of large sequence 
files

ïFasta format

ïFastq format

ïSequence quality metrics

ïSummarizing sequence data quality/quantity

Using Unix to look at large files

Manipulating large files in Unix







DNA / RNA sequencing
Şanger

-Long reads (800 bp), high quality

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

4̧54

-Long reads (600-800bp), fairly high quality

-Insertions/deletions, library prep is expensive, not cheap

I̧llumina

-Many, many reads, high quality

-Short(ish) ï100bp-250bp

I̧on torrent ïerror rates, throughput

P̧acBio ïhigh error rates (10-15% errors) but very long reads

ï(up to  100kb)

O̧xford nanopore
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Illumina library prep

Şhear the DNA to 
specific fragment length

Ļigate on adaptors and 
barcodes
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