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AGENDA
-Introduction

-Setup PacBio software

-Learn about command line interface

-Run an IPA assembly 



Today’s dataset
Drosophila

X

ISO1 A4



DROSOPHILA DATASET INFO

19 Kb dataset 

-Processing of PacBio data
-Circular consensus algorithm was done with SMRT Link 
-Data was subsampled down to 38x depth of coverage (DOC)

-Short read data
-Standard procedures 
-Both parental strains were sequenced (70-90x DOC)
-Utility
-Trio binning
-Phasing evaluation



-Google: `conda install` 
-https://docs.conda.io/projects/conda/

en/latest/user-guide/install/linux.html
-Follow link for download (linux x86)
-Follow install directions, setup 

BASH shell!

-You will likely need to source your 
.bashrc if conda isn’t in your path 
after setup

SETUP CONDA – A SOFTWARE MANAGEMENT SYSTEM

-Why does PacBio use Conda?
-Central repository of many 

bioinformatic tools
-We can distribute binary code
-We can post updates quickly
-Many more…

https://docs.conda.io/projects/conda/en/latest/user-guide/install/linux.html


-Google: `pacbio bioconda` 
-https://github.com/PacificBiosciences

/pbbioconda
-Familiarize yourself with available 

command line tools available for 
download.
-Go to IPA bioconda wiki:
-https://github.com/PacificBiosciences

/pbbioconda/wiki/Improved-Phased-
Assembler

SETUP IPA

While efforts have been made to ensure that releases on Bioconda live up to the quality that PacBio strives for, we make no warranty regarding any 
Bioconda release.

https://github.com/PacificBiosciences/pbbioconda
https://github.com/PacificBiosciences/pbbioconda/wiki/Improved-Phased-Assembler


conda create -n ipa -c 
bioconda -c conda-forge -c 
defaults conda activate ipa
conda install pbipa

SETUP IPA



eval "$(/share/biocore/shunter/2020-
07-15-IPA-tests/conda/bin/conda
shell.bash hook)"

UC DAVIS SETUP



COMMAND LINE



KNOW YOUR VERSIONS

- We commonly update IPA
- Before running assembly update IPA
- Keep track of your versions
- Avoid updating mid-assembly



RUN IPA ON THE CLUSTER

ipa dist -i ../hifi_long_read_data/ELF_19kb.m64001_190914_015449.Q20.38X.fasta \
--nthreads 24 --njobs 30 --cluster-args 'sbatch -J zev-ipa.{rule} -t 45  \
-c {params.num_threads} -e stderr -o stdout --get-user-env \
--chdir pacbio_2020_data_drosophila/hifi_long_read_diploid_ipa_assembly_cluster '



RUN IPA LOCALLY

ipa local --nthreads 48 --njobs 2 -i ELF_19kb.m64001_190914_015449.Q20.38X.fasta



STAGES OF IPA



GETTING ASM STATS

module load assembly_stats/1.0.1

assembly-stats -t final.p_ctg.fasta
final.a_ctg.fasta | column -t



LOOKING AT YOUR ASM

pblayout subgraph --tp all_ctg.tp sg_edges_list tp_graph

perl -lane '$_ =~ s/:B|:E//g; print' tp_graph.csv > 
tp_graph_single.csv ; perl -lane '$_ =~ s/:B|:E//g; 
print' tp_graph.gfa > tp_graph_single.gfa

Make GFA

Remove 
Double
Edges 



LOOKING AT YOUR ASM
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