
Day 1 overview

• Log on to AWS

• Review library prep and sequencing

• Talk about library QC

• Basic Bash

• Vim and Vimtutor



Logging 
on to a 
cluster



Library prep and sequencing
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Fragment of sample DNA/cDNA

Sequenced portion of fragment

Adapter 1 Adapter 2

Ends that attach to flow cell

ID sequences for multiplexing samples
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Creating libraries



Illumina sequencing technology
Imaging a slide (flow cell) with millions/billions of DNA clusters

by cycling in fluorescent nucleotides

Sequencing:

http://tucf-genomics.tufts.edu/home/ordering



Single/paired end sequencing

Mardis. https://doi.org/10.1146/annurev-anchem-062012-092628



Designing a sequencing experiment



Library QC
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Break

(If you haven’t gotten onto the AWS, 
please log into Google Shell now)



Basic Bash



VIM and vimtutor

• What is VIM?
• Text editor – read, write and save text files

• Entirely keyboard-based

• You cannot use your mouse to move the cursor!

• vimtutor is on every linux system and teaches you 
how to use vim – open it now



Variables in Bash (see worksheet)


