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OnDemand provides an integrated, single access point for all of your HPC resources.

Message of the Day

IMPORTANT POLICY INFORMATION

« Unauthorized use of HPRC resources is prohibited and subject to criminal prosecution.

« Use of HPRC resources in violation of United States export control laws and regulations is prohibited. Current HPRC staff members are US citizens and legal
residents.

« Sharing HPRC account and password information is in violation of State Law. Any shared accounts will be DISABLED.

« Authorized users must also adhere to ALL policies at: https://hprc.tamu.edu/policies

! WARNING: THERE ARE ONLY NIGHTLY BACKUPS OF USER HOME DIRECTORIES. !!

powered by OnDemand version: v1.8.20
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OnDemand provides an integrated, s = Structure | of your HPC resources.
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& Abaqus/CAE (testing)
IMPORTANT POLICY INFORMATION 4 MATLAB

¢ Unauthorized use of HPRC resources is prot [l ParaView rosecution.
* Use of HPRC resources in violation of Unitec = yNC regulations is prohibited. Current HPRC staff members are US citizens and legal
residents.
« Sharing HPRC account and password inforn Kridiging v. Any shared accounts will be DISABLED.
e Authorized users must also adhere to ALL pi . {policies
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TAMU HPRC OnDemand (Grace) Files~ Jobs~ Clusters ~ Interactive Apps ~ Dashboard ~ @ My Interactive Sessions <[> Develop ~ © Help~ o Logged in as wbrashear (% Log Out

Home My Interactive Sessions RStudio R 4.0.3, 3.6.3

Interactive Apps

RStudio R 4.0.3, 3.6.3

This app will launch RStudio Server an IDE for R on the Grace cluster.

BIO

Beauti
R version
2 CRISPR-Local
4.0.3
& Gap5 : : ;
Select an R version. Some R packages are not available in all R versions.
i IGV
See documentation for installing R packages.
8 Mauve

Number of hours
B Structure

ﬁ : i — Increase to 6 hours

Number of cores:

ANSYS Workbench

1
@ Abaqus/CAE (testing)
Specify the number of cores [1-48] allocated on a node from the Grace

4 MATLAB cluster.

Ifl ParaView Total memory (GB)

%= VNC 8

Imaging Requested total memory (2 - 360GB)
& ChimeraX

= Account

#u cisTEM

Servers

This field is optional.

Jupyter Notebook
Email

JupyterLab

© RStudio R 4.1.2 This field is optional

= RStudio R 4.0.3,3.6.3 ) | would like to receive an email when the session starts
H (11 7
™ Click "Launch
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TAMU HPRC OnDemand (Grace) Files~  Jobs~  Clusters~ Interactive Apps~  Dashboard~ @ My Interactive Sessions ¢</>Develop~ @Help~ & Logged inaswbrashear @ Log Out

Session was successfully deleted.

Home My Interactive Sessions

Interactive Apps RStudio R 4.1.2 (3776972) €D | €D | Running
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Beauti

Created at: 2022-03-23 10:10:58 CDT

% CRISPR-Local Time Remaining: 5 hours and 57 minutes

Session ID: 0db5cfef-ed48-401b-9¢25-54ba5b73d770

Wait for session to start

2 Mauve
connect
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GUI
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4 MATLAB
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w \INC
Imaging
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jes in publications.

; or on-line help, or
_ face to help.

File

Click on File, then Open
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Files Plots

Install (@ Update

Name

System Library
abc
abc.data
abe
abind
acepack
actuar
adabag
ade4

ADGofTest
affy

affyio
aggregation
AlCcmodavg
airway

akima
alabama
AlgDesign
amap
Amelia
AnalyzeFMRI

animation

annotate
AnnotationDbi

AnnotationFilter
AnnotationForge
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Packages

Environment is empty

Viewer

Description

Tools for Approximate Bayesian Computation (ABC)

Data Only: Tools for Approximate Bayesian Computation (ABC)
Augmented Backward Elimination

Combine Multidimensional Arrays

ACE and AVAS for Selecting Multiple Regression Transformations
Actuarial Functions and Heavy Tailed Distributions

Applies Multiclass AdaBoost.M1, SAMME and Bagging

Analysis of Ecological Data: Exploratory and Euclidean Methods in
Environmental Sciences

Anderson-Darling GoF test

Methods for Affymetrix Oligonucleotide Arrays

Tools for parsing Affymetrix data files

p-Value Aggregation Methods

Model Selection and Multimodel Inference Based on (QAIC(c)

RangedSummarizedExperiment for RNA-Seq in airway smooth
muscle cells, by Himes et al PLoS One 2014

Interpolation of Irregularly and Regularly Spaced Data
Constrained Nonlinear Optimization

Algorithmic Experimental Design

Another Multidimensional Analysis Package

A Program for Missing Data

Functions for Analysis of fMRI Datasets Stored in the ANALYZE or
NIFTI Format

A Gallery of Animations in Statistics and Utilities to Create
Animations

Annotation for microarrays

Manipulation of SQLite-based annotations in Bioconductor
Facilities for Filtering Bioconductor Annotation Resources
Tools for building SQLite-based annotation data packages

>

[ other Bookmarks

wbrashear

Version

2.1
1.0
3.0.1
1.4-5
14.1
3.2-1
4.2
1.7-18

0.3
1.72.0
1.64.0
1.0.1
2:3=1
1.14.0

0.6-2.2

Project: (None) ~

List ~ -

2015.3-1

1.2.0
0.8-18
1.8.0
1.1-24

2.7

1.72.0
1.56.2
1.18.0
1.36.0
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File Edit Code View Plots Session Build Debug Profile Tools Help

O -/ - Go to file/function ~ Addins ~

Console Terminal Jobs

R R4.1.2 - /scratch/user/wbrashear/RNA_class/counts/

R version 4.1.2 (2021-11-01) -- "Bird Hippie"
Copyright (C) 2021 The R Foundation for Statistical Computing
Platform: x86_64-pc-linux-gnu (64-bit)

R is free software and comes with ABSOLUTELY NO WARRANTY.
You are welcome to redistribute it under certain conditions.
Type 'license()' or 'licence()' for distribution details.

Natural language support but running in an English locale
R is a collaborative project with many contributors.
Type 'contributors()' for more information and
'citation()' on how to cite R or R packages in publications.
Type 'demo()' for some demos, 'help()' for on-line help, or

'help.start()' for an HTML browser interface to help.
Type 'q()' to quit R.

Texas A&M University

DE and Pat

Tutorial
7

% 123 MiB ~ ¥

=y Environment History Connections
T ~* Import Dataset ~

R ~ ) Global Environment ~

Environment is empty

race CI

wbrashear ®
R Project: (None) ~

List ~ -

Open File

File name: | /scratch/data/training/r

e

Go to
“/scratch/data/training/r”
and open the file that is

|/ ~ scratch - data - training = r tp  Viewer
% . .
@ IntroductionToR_25March2022.Rmd 44.4KB Mar 23, 2022, 9:41 AM EiEscrption I n th at d | reCtO ry

Tools for Approximate Bayesian Computation (ABC) 2.1
Data Only: Tools for Approximate Bayesian Computation (ABC) 1.0
Augmented Backward Elimination 3.0.1
Combine Multidimensional Arrays 1.4-5
ACE and AVAS for Selecting Multiple Regression Transformations 1.4.1
Actuarial Functions and Heavy Tailed Distributions 3.2-1
Applies Multiclass AdaBoost.M1, SAMME and Bagging 4.2
Analysis of Ecological Data: Exploratory and Euclidean Methods in 1.7-18
Environmental Sciences
Anderson-Darling GoF test 0.3
Methods for Affymetrix Oligonucleotide Arrays 1.72.0
Tools for parsing Affymetrix data files 1.64.0
p-Value Aggregation Methods 1.0.1

Oben Cancel Model Selection and Multimodel Inference Based on (QAIC(c) 2.3-1

[ | airway RangedSummarizedExperiment for RNA-Seq in airway smooth 1.14.0

muscle cells, by Himes et al PLoS One 2014

akima Interpolation of Irregularly and Regularly Spaced Data 0.6-2.2

alabama Constrained Nonlinear Optimization 2015.3-1

AlgDesign Algorithmic Experimental Design 1.2.0

amap Another Multidimensional Analysis Package 0.8-18

Amelia A Program for Missing Data 1.8.0

AnalyzeFMRI Functions for Analysis of fMRI Datasets Stored in the ANALYZE or 1.1-24
NIFTI Format

animation A Gallery of Animations in Statistics and Utilities to Create 2.7
Animations

annotate Annotation for microarrays 1.72.0

AnnotationDbi Manipulation of SQLite-based annotations in Bioconductor 1.56.2

AnnotationFilter Facilities for Filtering Bioconductor Annotation Resources 1.18.0

AnnotationForge Tools for building SQLite-based annotation data packages 1.36.0
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m Edit Code View Plots Session Build Debug Profile Tools Help wbrashear
New File » | to file/function ~ Addins ~ R Project: (None) ~
@ | Intro SR New Project... Environment History Connections Tutorial
" Open File... 880 in Document ~ - Q- “Run ~ & - i ~ Import Dataset ~ » 127 Mi + & List ~ -
Source < Open File in New Column... Outline R ~ '} Global Environment ~
1 Reopen with Encoding...
z Recent Files 4 X .
3 Environment is empty
4| <2 Open Project... Patoliya, Zhenhua He, Richard Lawrence, Dhruva Chakravorty
5
6 Recent Projects >
7 Import Dataset 4
8 )
9 Save S .
. e | G0 tO Fil S A
11 SNBSS SE) O O I e -> ave S " nm
12| Ren YT
3 Save with Encoding... Files Plots Packages Help Viewer
15 Save All NS
16 . Knit Document 038K S t Version
17 dave a COopy 10 your
18 “E- Publish... used as a calculator (although it can do so much more!).
bproximate Bayesian Computation (ABC) 2.1
19| & P personal scratch
20 Close BW o Backward Elimination 3.0.1
: direct s :
55 Close All o3BW IreC Ory ultidlmensmrTaI Arrayé ‘ ' 1.4-5
” AS for Selecting Multiple Regression Transformations 1.4.1
1 172 Glose/All ExceptiCurrent “SO%W “/ t h/ / 33, :Inctions and Heavy Tailed Distributions 3.2-1
: i vy Tai istributi 22—
= CloseProen SCratCnN/uSer/userName . |.... ausosnm, sauue and sagaing i
; L > cological Data: Exploratory and Euclidean Methods in 1.7-18
R R4 Slgn:Out jounts/ Environmental Sciences
. © Quit Session... ) ADGofTest Anderson-Darling GoF test 0.3
R versivir —+ixie wvex ax vy wrra-ncppie” 7 : R
) . L. . affy Methods for Affymetrix Oligonucleotide Arrays 1.72.0
Copyright (C) 2021 The R Foundation for Statistical Computing - - - -
Platform: x86_64-pc-linux-gnu (64-bit) affyio Tools for parsing Affymetrix data files 1.64.0
aggregation p-Value Aggregation Methods 1.0.1
R is free software and comes with ABSOLUTELY NO WARRANTY. AlCcmodavg Model Selection and Multimodel Inference Based on (QAIC(c) 2.3-1
You are welcome to redistribute it under certain conditions. airway RangedSummarizedExperiment for RNA-Seq in airway smooth 1.14.0
Type 'license()' or 'licence()' for distribution details. muscle cells, by Himes et al PLoS One 2014
akima Interpolation of Irregularly and Regularly Spaced Data 0.6-2.2
Natural language support but running in an English locale alabama Constrained Nonlinear Optimization 2015.3-1
. . . . . AlgDesign Algorithmic Experimental Design 1.2.0
Ris a collfzboratwe project WIFh many Fontrlbutors. amap Another Multidimensional Analysis Package 0.8-18
Type 'contributors()' for more information and Al oP roF NTEEiRG D 1.8.0
'citation()"' on how to cite R or R packages in publications. cha rogram:for M'ss'ng:Bata o
AnalyzeFMRI Functions for Analysis of fMRI Datasets Stored in the ANALYZE or 1.1-24
Type 'demo()' for some demos, 'help()' for on-line help, or NIFT1 Format
"help.start()' for an HTML browser interface to help. animation A Gallery of Animations in Statistics and Utilities to Create 2.7
5 5 g Animations
Type 'q()' to quit R. - -
annotate Annotation for microarrays 1.72.0
S AnnotationDbi Manipulation of SQLite-based annotations in Bioconductor 1.56.2
AnnotationFilter Facilities for Filtering Bioconductor Annotation Resources 1.18.0
AnnotationForge Tools for building SQLite-based annotation data packages 1.36.0 1 1
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File Edit Code View Plots Session Build Debug

QO R -

Co to file/function

@ | IntroductionToR_25March2022.Rmd
Run on Save v
Source = Visual

1v k--
2 title: "Introduction to R"
output: learnr::tutorial

runtime: shiny_prerendered

~ ***{r setup, include=FALSE}
library(learnr)

10 library(ggplot2)

11 knitr::opts_chunk$set(echo = FALSE)

12

13

144

15

16 ~ ## **R as a calculator**

17

Oo~NOOW» W

18 1In it's simplest form, R can be used as a calculator (although it can do so much more!). Let's get started in R by

doing some basic arithmetic!
20 > Arithmetic Operators

22 * Addition: “+°
22 * Qubhtraction: -0
11 Introduction to R =

Console Terminal Jobs

R R4.12- /scratch/user/wbrashear/RNA_class/counts/

R version 4.1.2 (2021-11-01) -- "Bird Hippie"
Copyright (C) 2021 The R Foundation for Statistical Computing
Platform: x86_64-pc-linux-gnu (64-bit)

R is free software and comes with ABSOLUTELY NO WARRANTY.
You are welcome to redistribute it under certain conditions.
Type 'license()' or 'licence()' for distribution details.

Natural language support but running in an English locale
R is a collaborative project with many contributors.
Type 'contributors()' for more information and
'citation()' on how to cite R or R packages in publications.
Type 'demo()' for some demos, 'help()' for on-line help, or

'help.start()' for an HTML browser interface to help.
Type 'q()' to quit R.
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Help

L\ P Run Document v_

B 1180% v

Click “Run-Document”

author: Wesley Brashear, Ridham Patoliya, Zhenhua He, Richard Lawrence, Dhruva Chakravorty
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R Markdown = actuar
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Amelia
AnalyzeFMRI

animation
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Environment is empty

Viewer

Description

Tools for Approximate Bayesian Computation (ABC)

Data Only: Tools for Approximate Bayesian Computation (ABC)
Augmented Backward Elimination

Combine Multidimensional Arrays

ACE and AVAS for Selecting Multiple Regression Transformations
Actuarial Functions and Heavy Tailed Distributions

Applies Multiclass AdaBoost.M1, SAMME and Bagging

Analysis of Ecological Data: Exploratory and Euclidean Methods in
Environmental Sciences

Anderson-Darling GoF test

Methods for Affymetrix Oligonucleotide Arrays

Tools for parsing Affymetrix data files

p-Value Aggregation Methods

Model Selection and Multimodel Inference Based on (QAIC(c)

RangedSummarizedExperiment for RNA-Seq in airway smooth
muscle cells, by Himes et al PLoS One 2014

Interpolation of Irregularly and Regularly Spaced Data
Constrained Nonlinear Optimization

Algorithmic Experimental Design

Another Multidimensional Analysis Package

A Program for Missing Data

Functions for Analysis of fMRI Datasets Stored in the ANALYZE or
NIFTI Format

A Gallery of Animations in Statistics and Utilities to Create
Animations

Annotation for microarrays

Manipulation of SQLite-based annotations in Bioconductor
Facilities for Filtering Bioconductor Annotation Resources
Tools for building SQLite-based annotation data packages

wbrashear

R Project: (None) ~

Version

2.1
1.0
3.0.1
1.4-5
1.4.1
3.2-1
4.2
1.7-18

0.3
1.72.0
1.64.0
1.0.1
2.3-1
1.14.0

0.6-2.2

List ~ -

2015.3-1

1.2.0
0.8-18
1.8.0
1.1-24

2.7

1.72.0
1.56.2
1.18.0
1.36.0
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