Using the Trinity Framework for De novo Transcriptome Assembly,
Annotation, and Downstream Expression Studies
12-16 June 2017

Instructor: Brian Haas
(The Broad Institute of MIT & Harvard)
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Workshop Agenda
Dray Time Activities
059:30-10:00 Workshop imtreduction
10:00-11:00 Intro to the Trinity RMA-Seq workshop

Monday 12th 11-20-12:50 Practical: exploring the computational infrastructure

14:00-16:00 Practical: Unix command-line review

16:20-17:30 Practical: using FASTOC and TRIMMOMATIC
09:30-11:00 COrwverview of Trinity de novo transcriptome assembly
11:20-12:50 Intro to expression quantification using RNA-Seq
Tuesday 13th

14:00-16:00 Imitial data exploration: assembly guality, and QC samples and replicates
16:20-17:30 Initial data exploration: assembly quality, and QC samples and replicates
09:30-11:00 Overview of statistical methods for differential expression [DE)
11:20-12:50 Overview of statistical methods for differential expression (DE)

Wednesday 14th

14:00-16:00 Transcript clustering and expression profiling

16:20-17:30 Transcript clustering and expression profiling




lce breaking session

* Who are you?
| | * Where are you from?
), 4 — o What's your research project involving RNA-Seq?
) P e:se * Did you bring RNA-Seq data with you?
\ lmradsca — Format of your data (fasta?)
v Yourssil — Number of replicates?
Y u — Approx. number of reads, read length, paired end?
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