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Overview
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AWhat is BioHPC?
AHow do | access BioHPC resources?

AHow can | be a good user? (some basic rules)
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AHow do | geeffectivehelp?
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If you haveanyquestion, ask us vieiohpc-help@utsouthwestern.edu
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I What is HPC, and why do we need it?

Highperformance computing (HPC) is the use of parallel processing for running
advanced application programs efficiently, reliably and quickly.
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PROBLEMS BioHPC SOLUTIONS

Huge Datasets Batch HPC jobs

Interactive GUI sessions

Visualization with GPUs
Windows sessions on the cluster
Wide range of software
Easy web access to services

Complex Algorithms

Difficult / inefficient
software
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Who is BioHPC?

Ligiang Wang
Director, 13 years experience in IT infrastructure,.HPC
Yi Du
Computational Scientist, experience in parallel software design,-&ugle data analysis.
RossBateman
Technical Support Specialist, experienced in maintaining user systems and troubleshooting.
Wei Guo
Computational Scientist, Ph.D. in Materials Science and Engineering, experidiR¢ fior complex
simulations.
LongLu
Computational Scientist, MS in CS. Biology and Chengistrgsequencing and materiakcience
Yingfei Chen
Computational Scientist, Ph.D.@memical and Biological Engineeripgotein structures.
Murat Atis
Computational Scientist, Ph.D.Rhysics, Computational Physics.
Li Tan
Computational Scientist, Ph.D.Gomputer Science, High performance computing
Daniel Moser
Computational Scientist, Ph.D. Atmospheric Sciences, computational fluid dynamics and cloud phys

We arebiohpc-help@utsouthwestern.edu
https:// portal.biohpc.swmed.edu/content/about/staff
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What is BioHPC? - An Overview
BioHPC is:

A A276-node heterogeneous cluster

A >9 Petabyte (8,000erabytes) of storage across various systems.

A Large number of installed software packages.

A A network of thinclient and workstation machines.

A Cloud Services to access these facilities easily.

A A dedicated team to help you efficiently use these resources for your research.
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32 GB | 80 nodes e
128 GB - 24 nodes

256 GB 78 nodes [
256 GBv1 - 48 nodes Wlth newXeon E5v4
384 GB ' ¥2nodes T am—

~ 3§ A )

GPU=:::Z: EB hodes/256 GB RAM/Tesla K20/K40 GPUs
GPUV1 12 nodes/256 GB RAM/Tesla P100 x2
webDesktop 4 nodes/256 GB RAM;/Tesla K8O X2
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BioHPC Storage Systems
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BioHPC Storage 1 Standard Users allocation and usage

As a BioHPC user, you will have access to:

A BioHPC Cluster

/home2/username 50 GB / user
/project/department/group/username 5 TB / per group
/archive/department/group/username 5 TB / per group
[ work/department/username 5 TB / per user

A BioHPC File Exchange (witterface)

ﬁ https://cloud.biohpc.swmed.edu 50 GB / user, local storage

(" 50GB

A BioHPC Lamella Cloud Storage (wiaterface), on campus only, private cloud
https://lamella.biohpc.swmed.edu 100 GB / user, local storage
. Gateway toBioHPCluster(via FTP, SAMBA or WebDAV?*)

* Can be increased on PI request with Dept. Chair approval.
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BioHPC Storage Backup

Mirror/Full backupis the starting point for all other backups and contains all the

data and files that are selected to be backed up
/home2 (Monday & Wednesdays)
/work (Friday)

Incremental Backupprovides a faster method of backing up data than repeatedly

run backups
/project (upon request)
/archive (upon request)
What data should be backed up ?
How often?

/O GB) Incremental 1 Incremental 3
/ KGb ’ Ir%’rsnental 2 /Gb '
\\g )_/ ; -”wﬁ// k‘ ”«J

Note: Each incremental contains only the new/modified

FU I I baC kU p files since the last backup (no matter what type).

http://www.backup4all.com/kb/incrementabackup118.html
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What is BioHPC? i Lamella Storage Gateway

Lamella is our storage gateway access your files easily

Web Interface Windows / Mac drive mounts
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What is BioHPC? 1 Thin Client & Workstation Systems

Desktop computerslirectly connectedo the BioHPC
systems.

Run same version of Linux as the cluster, but with a
graphical desktop.

Login with BioHPC details, direct access to storage like on
cluster.

Same software available as on cluster

Thin client is less powerful but cheaper and smaller.
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What is BioHPC?

- Software

Wide range of packages availablenasdules

UT Southwestern

Medical Center

Lyda Hill Department of Bioinformatics

Home

Module

Bioinfomatics

bfast
bismark

Biostatistics

R

c

htslib

Cell Biology

amira

ChIP-Seq

macs

MNews~ Aboutw

™ Comment on this page
A Logged in as: ydu~

BioHPC

Status= Training= Guides~ Cloud Services«= Links» Software~ Careers

Module Browser

Q Search For Module

Path url keywords versions

Jemishared https:iisourceforge.net search, sequencing 0.7.0a; File Edit View Search Terminal
lapps/bfast fprojectsipfast
fcmishared hitp:iiwww.bicinformatics.babr | cytosine, methylation, 0.14.5; abyssﬂ -3.6

acml/gec/64/5.3.1
acml/gecc/fmad/5.3.1
acml/gcc/mp/64/5.3.1
acml/gcc/mp/fmad/5.3.1

apps/bismark aham.ac.ukiprojectsibismark/ | mapping

no mod in dirfR hitp:fww.r-project.org Biology, Biostatisticst 3.2.1-intel;2.15.3-int4

Help

-- /cm/shared/modulefiles

310 3.4 D-intel: acml/gcc-int64/64/5.3.1
T B o cml/gcc-int64/fmad/5.3.1
acml/gcc-int64/mp/64/5.3.1
acml/gcc-int64/mp/fmad/5.3.1
femishared hitp:/hwww.htslib.org no keywords gcel/1.3.1;

acml/open64/64/5.3.1
acml/open64/fmad/5.3.1
acml/open64/mp/64/5.3.1
acml/open64/mp/fmads5.3.1

fdownload/

fapps/htslib

automake/1.13
bcftools/1.1

3.1
5.3.1

no mod in hitp:hitp:fambermd.org/ Biology, Cell Biology, 6.1.1;6.0.0;6.0.1; 6.1 acn'|1,'oper|64fj_r|t64,’64f5 |
dirfamira Simulation, Graphic acml/open64-int64/fmad/5.3.1
Simulation, acml/openb4-int64/mp/64/5.
Visualization acml/open64-int64/mp/fmad/
almost/2.1
amber/12
lemishared hitp:Miulab.dfci harvard.edu Biology, ChiP-Seq, 2.1.0-201512221 3 A ERG N E IR A R -
~lanns/macs MMACS! peakfinding autoBuster/1.10.0

Terminal x

intel/15.0.0
intel-cluster-checker/2.1
intel-cluster-runtime/ia32/3.5
intel-cluster-runtime/intel64/3.5
intel-cluster-runtime/mic/3.
intel-tbb-oss/ia32/41_201306130ss
intel-tbb-oss/intel64/41_201306130ss
iozone/3_414
java/oracle/jdk1.7.0_51
lapack/gcc/64/3.4.2
lapack/open64/64/3.4.2
matlab/2013a

matlab/2013b

matlab/2013b_mdcs

matlab/2014a

matlab/2014b

mmdb/1.23.2.2

mpfr/3.1.2

mpiBLAST/1.6.0
mpich/ge/gcc/64/3.0.4
mpich/ge/open64/64/3.0.4
mpich/intel/3.0.4
mpiexec/0.84_432 v

You can askiohpchelp@utsouthwestern.edfor additions/upgrades etc.
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