2023.06.14kk

R. RStudio, ZL TR/ \w 7 — DAV A— L F|E%
T~LET CDATAKIEMacOS Ventura Ver.13.31%
BTORY)—2239bTY, 92T ITSIHFIZELT
ZENZSVELLAEEENHLD TITEFELZSLY,
ZDEF TIEGoogle ChromeZE{FEH>TULVET,

RARARENYVT—D DA AN—)L

Macintoshh

REARNF - RAFREFEMBFHIH
TIOVINAF AV THRTAVABERRT AT S L
https://www.iu.a.u-tokyo.ac.jp/

A—)L :info@iu.a.u-tokyo.ac.jp
Twitter: @Agribio_utokyo




" o

Contents

RRIAKDAAR—)L

RStudioD A Ak—JL
RStudioD#CENEHR T
RN —D

0 CRAND/N\YT— DAV AR—)L

FAIER: GORKKRE/NVT—DF

DHIFR (EE)

MacintoshIR1IEEZ € (B Ik SN TULDILEFELERTT SH)
MacintoshIR1EERE ([ELI77AMILHERRT D)

O Bioconductor® /NSy r— MDA Ab—)L
O targz 7AILDAVAN—=IL(RIDHAHERRIT)



® G appcleaner - Google 2%
& C 0O C & https:/fwww.google.com/search?q=appcleaner&ei=-PskZPPVNJKOoATsq5rQBwaved=04

appcleaner X L)

Google

Al

© FreeMacSoft
hitps /freemacsgll net ) appcleaner - CON—JERT ¢
AppCleaner

AppCleaner is a sm¥y application which allows you to thoroughly uninstall unwanted apps.
Installing an application distributes many files throughout your

hitps/Ned-theme.com » 2020/12 » app-cleaner @

ETEEERENLETEWNSZEIZIEE
UETH., BREETHDHI T/A—3
VEEBRLIGEWMGEREZRE. (=
ERLIBTA VA= JLLIZRERIAKD /N —
DAV NENIFEELELTH)REED
LDEETCTUAVAR=ILL, E5E5
AREEICLET .
LHOLMackRDRIZIZTZ VAV A —F5—
NHYEE A, TEZTEMacTIETTY
r—2a % T oAV AN —=ILT BRIZIE
TI)r—23 74 ILE N s.app T 74
IWZEHIBRT 51T THERNEDTY A,
BERY—IEFERTAEERGEELOITT,
CCTRRZEDLIGHERY—ILELT. D
AppCleanerzt& & LFE 9,

[Mac] AppCleanerz > TARBLRF TV EF YA YA R=ILT
=
’ KBTI, 77UOBRET

‘AppCleaner: ¥ENLETOT, 77

PTIEBER TP /A1 2 AR —=ILUTLNEEHT

TVor—2a> UDHIRGETEAD D

Y72hZw?9

https:/lappcieaner.softonic.jp » mac

AppCIeaner for Mac - ¥l - ¥ o> 0O0—NK -
FERT7TIVERRLETPVAVAR
r IV EOREZ 71ILBHIRTE .

£ - Mac 0OS - 7 1 711/ I\

V2=

01 Lely o T
WTELSYINI17T

023/02/02 — AppCleaner& (£,

TY, P7URELENTEL

. RE7 3

\E: 7110 - 876 §




OFEALTLNA0SIZE->TLNAZ
t EEREZEL .. mE/\—avE )y
7,

HII

@ & AppCleaner x -+ v
« C ()} @ freemacsoft.net/appcleaner/ G B O %« » O &
AppCleaner Litelcon Tiles Contact Donate
ey 1
@ @ AppCleaner T = AppCleaner Is a small

application which allows you
to thoroughly uninstall
unwanted apps.

Installing an application distributes
many files throughout your System
using space of your Hard Drive
unnecessarily

AppCieaner finds all these small
files and safely deletes them.
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for the related files and you can
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R The Comprehensive R Archiv:

(G &

CRAN
Mirrors
What's new?
Search
CRAN Team

About R
R Homepage
The R Journal

Software

R Sources

Packages

Task Views
ther

Documentation
Manuals
FAQs

Contributed

# cran.r-project.org

A—FI1ER-4.3.0-* pkgt 7l . Windows
DA A=, R-4.3.0-win.exe &%)
The Comprehensive R Archive Nety 35-3_0 @%7') “Jbo

Download and Install R

Precompiled binary distributions of the base system and contributed packages,
Windows and Mac users most likely want one of these versions of R:

« Download R for Linux (D
« Download R for macOS

, Fedora/Redhat, Ubuntu),

R is part of many Linux di
management system in

tions, you should check with your Linux package
dition to the link above.

Source Code for all Platforms

Windows and Mac users most likely want to download the precompiled binaries
listed in the upper box, not the source code. The sources have to be compiled
before you can use them. If you do not know what this means, you probably do
not want to do it!

» The latest release (2023-04-21, Already Tomorrow) R-4.3.0.tar.gz, read what's
new in the latest version.

« Sources of R alpha and beta releases (daily snapshots, created only in time

periods before a planned release).

« Daily snapshots of current patched and development versions are available

here. Please read about new features and bug fixes before filing

corresponding feature requests or bug reports.

https://cran.r-project.org/ 15
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R for macOS

This directory contains binaries for the base distribution and of R and packages to run on macOS.
R and package binaries for R versions older than 4.0.0 are only available from the CRAN archive so

users of such versions should adjust the CRAN mirror setting (https://cran-archive.r-project.org)
accordingly. '
CRAN
Mirrors Note: Although we take precautions when assembling binaries, please use the normal precautions
What's new? with downloaded executables.
- R 4.3.0 "Already Tomorrow" released on 2023/04/21
About R Please check the integrity of the downloaded package by checking the signature:
out pkgutil —check-signature R-4.3.0.pkg
B Homepage in the Terminal application. If Apple tools are not avaiable you can check the SHA1 checksum of the
The R Journal downloaded image:
nssl| shal R-4.3.0.pk
Software e e .
R Sources Latest release:
Packages For Apple silicon (M1/M2) Macs: R 4.3.0 binary for macOS 11 (Big Sur) and higher,
. R-4.3.0-arm64 pkg signed and notarized packages.
Task Views e
Sz]hﬁ[ hash: BeeO276daa%84 199312 18e0d2a8aTaaB6c00d4 70 2
(5. SOMB. notartsed and signed) Contains R {».3.0 _frameworkt R.app GUI 1.79, Tel/Tk
Documentation 8.6.12 X11 libraries and Texinfo 6.8. The latter two
Manuals Eor older itel Macs: components are optional and can be ommitted when
FAQs R-4.3.0-x86 64.pkg ' choosing "custom install’, they are only needed if
Contributed SHAl- ' you want to use the tcitk R package or build package

hash: d28e528:803e0761 304087 13804445 | bfbeeSna3 documentation from sources.
(ca. 92MB, notarized and signed)
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About R
R Homepage
TIhe R Journal

Software
R Sources
R Binaries
Packages
Task Views
Other

Documentation
Manuals

EAQs
Contributed

For Apple silicon (M1/M2) Macs:
R-4.3.0-armb4.pkg

SHATL-
hash: Bee0278daaB84 19932 18ebd2a8a720B6c00d470

{ca. 90MB, notarized and signed)

For older Intel Macs:

hash: d28e528:Be300761 324587 ) aidé44a | bibeeSbad
(ca. 92MB, notarized and signed)

a o

R 4.3.0 binary for macOS 11 (Big Sur) and hig
signed and notarized packages.

Contains R 4.3.0 framework, R.app GUI 1.79, T
8.6.12 X11 libraries and Texinfo 6.8. The latter|
components are optional and can be ommitted
choosing "custom install”, they are only needeq
you want to use the tcitk R package or build p3
documentation from sources.

macOS Ventura users: there is a known bug in

BIC&F R/ N\—a> THHoTH.
macOSY® T At yHDFELEIZ L

TR O—FF 2/ —UNE

HAHZEITEFELTZELY, (0S
LTy YDIELEIL. Apple A

—a—>TZOMaclz2UL\TIEE

RLET, IntelZ7AtEyHIEEH D

MacTIlE. [CdDMaclZ2DUL\T Iz
Dr7oteyH1EW0VSIEBERHY.

Intel 7€YY DABINERTREN

F9.)

Ventura preventing installations from some locations
without a prompt. If the installation fails, move the
downloaded file away from the Downloads folder

(e.g., to your home or Desktop)

Note: the use of X11 (including tcitk) requires

XQuartz (version 2.8.5 or later). Always re-install
XQuartz when upgrading your macQOS to a new

major version.

MacBook Pro

JOvyY 2GH2 279 RA7intel

This release uses Xcode 14.2/14.3 and GNU Fortran Core i6
12.2. If you wish to compile R packages which 7374922 ‘;‘;' il Piom Graphice 3036
contain Fortran code, you may need to download the XE1) 158 3733 M2

corresponding GNU Fortran compiler from
hitps://mac.R-projectorg/tools. Any external

LPDDRAX
DUTIEE CO20VEBHMLTN
macOS Ventura 13.3

libraries and tools are expected to live in /opt/R/arm64

(Apple silicon) or /opt/R/x86_64 (Intel).

2

17
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& cranr-project.org

= For Apple silicc

RB-4.3.0-arm64.
o\ SHAL- & crans-ploject.ong
$ hash: BeeO278daaB841
(ca. 90MB, notariz 2 For Apple silicon (M1/M2) Macs:
. R-4.3.0-armB4.npka
CRAN For older Intel | £ SHA)S
Mirrors R-4.3.0-x . {ca. 90OMB, notarized and signed)
SHAL-
What's new? hash: d280528:8e30a7
Search (ca. 92MB, notariz CRAN
CRAN Team Mirrors A TN
Ab R What's new? 2 Fa0h i n
out Search M & — =
R Homepage RAN Team ® Fova-
Th | Gl UoFy
Soft About R (2 student
oftware & oid
R Homepaaoe v
BM The B Journa! ICioud Dri...
Packages Software
Task Views R Sources £3 RStudi
Q_th_e_[ E [ilngrueg o TN T
. Packages
Documentation Task View
Manuals Other
Contributed Documentation
Manuals
EAQs
Contributed

[ #-430-x86_640kg

B2 DOSIZE>T=ADDR-
4.X.Y.pkgZED) oL, BEHL
BRESBR(CCTIESF Y

O—F) TOREZDIV,

a & w -

R 4.3.0 binary for macOS 11 (Big Sur) and higher,
signed and notarized packages,

Frat BuslZ76dne38] 0TM21 Bead2uBuTaBED0ST0 Orntaing R 4.3.0 framework, R.app GUI 1.79, Tel/Tk

86,12 X11 libraries and Texinfo 6.8. The latter two

rarmrnnante ara antinnal and san ha ammitted when

seded If

W 772»0-~F 8 - Q

ild package

wug in
1e locations
nove the

s folder

ires
~install
G 2 new

Frval

T e

This release uses Xcode 14.2/14.3 and GNU Fortran
12.2. If you wish to compile R packages which
contain Fortran code, you may need to download the
corresponding GNU Fortran compiler from
hitps//macR-projgctorg/tools. Any external
libraries and tools are expected 1o live in /opt/R/arm64
(Apple silicon) or /opt/R/x86..64 (Intel).
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Mirrors
What's new?
Search
CRAN Team

About R
R Homepage
Ihe R Journal

Software
R Sources
R Binari
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Iask Views
Other

Documentation
Manuals
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Contributed

& cranr-project.org

For Apple silicon (M1/M2) Macs:
R-4.3.0-armb4.pkg

SHATL-
hash: Bee0278daaB84 19932 18ebd2a8a720B6c00d470

{ca. 90MB, notarized and signed)

For older Intel Macs:

hash: d28e528:Be300761 324587 ) aidé44a | bibeeSbad
(ca. 92MB, notarized and signed)

a 0 &
R 4.3.0 binary for mac! msioyovo-k x
signed and notarized p: o R-43.0-88.84 kg & o
9Q24MB 4 9m

Contains R 4.3.0 frame
86.12 X11 libraries anc
components are optional and can be ommitted when
choosing "custom install”, they are only needed if
you want to use the tcitk R package or build package
documentation from sources.

TRTDY 200~ FERA 2

macOS Ventura users: there is a known bug in
Ventura preventing installations from some locations
without a prompt. If the installation fails, move the
downloaded file away from the Downloads folder
(e.g., to your home or Desktop)

Note: the use of X11 (including tcitk) requires
XQuartz (version 2.8.5 or later). Always re-install
XQuartz when upgrading your macQOS to a new
major version.

This release uses Xcode 14.2/14.3 and GNU Fortran
12.2. If you wish to compile R packages which
contain Fortran code, you may need to download the
corresponding GNU Fortran compiler from
hitps://mac.R-projectorg/tools. Any external
libraries and tools are expected to live in /opt/R/arm64
(Apple silicon) or /opt/R/x86_64 (intel).

g @OS‘» = ’.)1"750)®R—
4XY pkgZ D )voL., EHE
RESR(CCTEEYY
—R) TOREFEZD)VY,
@& ora—KyRrERTRL
@FinderTA > O—KLT-
T714ILERTR,
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B Fagihs
. g

® Foro—K
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{a} student

* @BUSIKC
"L aat

@

G =
R-4.3.0- RStudio-2023.06.

x86_64.pkg 0-421.dmg
96.9 MB 3

160.1 MB

"7 30HM

B \a tosh HD » BB ¥ » BB student > BB

@ R 4.3.0 for macOS (X86_64) DA YA k—IJL [}
&5 ¥R 4.3.0 formacOS (X86_64) 1 VA k=3
This installer will guide you through the steps necessary to
setup R 4.3.0 (Already Tomorrow) for macOS 11 (Big Sur)

or higher on Intel-based Macs (not recommended for
modern M1 Macs and higher!).

i3

Sy n—

RS T HE. DY

— KR4I AIZQR-4.X.Y.pke D74
ILBHYEST, chEFTILT) oL,
Qfkl+T5%E0 )y LTEITLET,

» @ ¥ 70~ F > € R-4.3.0-x86_64.pkg
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R 4.3.0 for macOS (X86_64) DA YA k—IL =]

KOV
R 4.3.0

Version 4.3.0 (Already Tomorrow)
for macOS 11 (Big Sur) and higher on Intel Macs

This multi-package contains following main components:

- R Framework 4.3.0

- Rapp GUI 1.79

- Tcl/Tk 8.6.13 for X11 (optional, needed for the tcltk R
package)

- Texinfo 6.8 (optional, needed to build documentation in R
packages from sources)

Requirements:
- Intel-based Mac ®
- macOS 11 (Big Sur) or higher

Note: By default the installer upgrades previous Big Sur Intel
build of R if present. If you want to keep the previous version,
use

pkgutil --forget org.R-project.XSG_M.R‘fw.pkg’ ¢ RBUSE
ZUvhk. W BE. B3 ¥ 3 . EEHEEY
-/F’ T'
Ji

JI

@, QT Bz #IRNLE
-g-o

@ R 4.3.0 for macOS (X86_64) D1V Ak—IL

EREFRERN

FANID OWILINGIL FD MIILI IR MLL G WML L BRI W AR YW

GENERAL PUBLIC LICENSE Version 2, June 1991. The terms of
| this license are in a file called COPYING which you should have
received with this software.

If you have not received a copy of this file, you can obtain one
via WWW at http://www.gnu.org/copyleft/gpl.html, or by
writing to:

The Free Software Foundation, Inc.,
59 Temple Place - Suite 330, Boston, MA 02111-1307, USA.

A small number of files (the API header files and export files,
listed in R_HOME/COPYRIGHTS) are distributed under the
LESSER GNU GENERAL PUBLIC LICENSE version 2.1. This can be
obtained via WWW at http://www.gnu.org/copyleft/Igpl.html, or
by writing to the address above

The above licenses govern distribution, not use.

" “Share and Enjoy."

D

l 7uvik. W 8%F. B3 #ir3
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w» RA4.3.0 for macOS (X86_64)

FEEFERY
GENERAL PUBLIC LICENSE Version 2, June 1991, The terms of
i U aie this license are in a file called COPYING which you should have
A recelved with this software,

7

CODYI7RIxTPDA VA= ERITBIER. V7 b7z 7ERFERHOEMEFIC
FARTE2HENABDET,

AV AR=ILEHIT B, “I;”T:‘TJ"’EG") YILTLEEW, 1 VAR=IEFY

YEIMLTA VA R=2ERTTEHEAR. “BRLRWEIZVYILTEZW,
ERSEERPERDT FEELRL AET3

The above licenses govern distribution, not use.

‘Share and Enjoy."

B

@ R 4.3.0 for macOS (X86_64) D1V Ak—IL [}
“Macintosh HD"(C#8#E 4 > 2 kh— )L
Ui ZOEEICIE, QY Ea—4 kL1752 MBOSIEARETT,
s REIETER F 4 A7 *Macintosh HD"lCZ DY 7 h I = PEMEAS VY AR —=LT
Cid, A2 =" Y (o=
v gEmsERy I, “TYAR=I"EI7VYILTLEZW
A VA k=)L%

® AVAr=ILOER

HAZVYAX | R3 AVAR=)
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(bazse) ~ % defaults write com.apple.finder AppleShowfllFiles TRUE
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THITZANT D) AALT. Y

R
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Last login: Thu Mar 38 18:33:37 on console
(base) ~ % defaults write com.apple.finder AppleShowAllFiles TRUE

(base) ~ % killall Finder
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killall Finder
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RStudio Desktop - Posit

C { @& posit.co/download/rstudio-desktop/

o
> pOSIt PRODUCTS ~  SOLUTIONS - LEARN & SUPPORT ™ EXPLORE MORE ~  PRICING

DOWNLOAD

RStudio ®
Desktop

Used by millions of people weekly, the RStudio

integrated development environment (IDE) is a
set of tools built to help you be more

productive with R and Python.

If you're a professional data scientist and need
common enterprise features, you might also

want to consider Posit Workbench.

DILR—UTEICFEE,

@DRStudio® ., @F > O—

FH Ak, @

https://posit.co/download/rstudio-desktop/
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RStudio Desktop - Posit

CcC 0O @ posit.co/download/rstudio-desktop/

%pOSIt ' SOLUTIONS ~ LEARN & SUPPORT~  EXPLORE MORE~ PRICING

1: Install R

RStudio requires R 3.3.0+. Choose a version
of R that matches your computer's
operating system.

DOWNLOAD AND INSTALL R

2: Install
RStudio

DRStudio®, Q5 H>O—KH A+, B

WLAR—UTERZHEE), SFIFER 4.3.0
DAVAL—ILEZET IO T, DD

EXIXZETLTULVET , MacOSDERE
©% ") v 9 NILRStudioD A A —
JUIZHEHFE T, RStudiolE. R(&Python)
DGUBRIEARD KSERIEDITEELVD

IBEETKLIVNTT , MacOSELAFDOSHD
DX @©ES2DLTEIZHYET .

DOWNLOAD RSTUDIO DESKTOP FOR MACOS ‘
11+

This version of RStudio is only supported

on macOS 11 and higher. For earlier macOS

environments, please download a previous

version.

Size: 380.07 MB | sHA-256: 37CEDS64 | Version:

2023.06.0+421 | Released: 2023-06-08 '
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RStudio Desktop - Posit X v
& C (Y @& posit.co/download/rstudio-desktop/ G B oh &% » 4 O 2
%}%pOSIt PRODUCTS ~¥  SOLUTIONS v LEARN & SUPPORT ~  EXPLORE MORE ¥  PRICING Q
oS Download Size SHA-256
Windows 10/11 RSTUDIO-2023.06.0-421.EXE < 212.78 MB 01A61609
macOS 11+ RSTUDIO-2023.06.0-421.DMG < 380.07 MB 37CED564
Ubuntu 20/Debian 11 RSTUDIO-2023.06.0-421-AMD64.DEB ¢ 145.86 MB 065F83FD
Ubuntu 22 RSTUDIO-2023.06.0-421-AMD64 .DEB 146.78 MB C5E551FC
Fedora 19/Red Hat 7 RSTUDIO-2023.06.0-421-X86_64.RPM ¢ 162.31 MB 776E1B20
I
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RStudio Desktop - Posit

& C (Y @& posit.co/download/rstudio-desktop/

Ao O—KNETLEOT. DEY)Y
HJLTEAHoa—R)RERRL. QT
AryoO—KLI-15mEREET,

v

B b % & O 2
d . = RStudio-2023.06.0-421.dmg 2]
§§§p0$lt PRODUCTS ~  SOLUTIONS v  LEARN & SUPPORT v~  EXPL 362MB - =T
12 Install R 2. NS @ rovm e
RStudio requires R 3.3.0+. Choose a version RStU d | O
of R that matches your computer’s
operating system.
DOWNLOAD RSTUDIO DESKTOP FOR MACOS
11+
This version of RStudio is only supported
on macOS 11 and higher. For earlier macOS
environments, please download a previous
version.
Size: 380.07 MB | sHA-256: 37CED564 | Version:
2023.06.0+421 | Released: 2023-06-08
|
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RStudioDi2 g 2

& RStudio File  Edit View Plots Session Build Debug Profile Tools Window Help

® (] RStudio

® . ¢ # Co to Nle/funcrioe « Addins «
Con nal Background Jobs - Enviroament
R R43.0. -/ e

R«
R version 4.3.0 (2023-04-21) -- "Already Tomorrow"
Copyright (C) 2023 The R Foundation for Statistical Computing
Platform: x86_64-apple-darwin2® (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

RStudioMEEELE L=, DQx
FN—a30 NA O RAN—)LTE
L\é_ah\ﬁﬁn.uf%i*f

QA = G6/13d(X) 22:73

£ Project (Nons) « PN
History Connections  Tutorial o
“import + % 87TMB . & List « .

7} Global Environment «

Environment is empty

‘citation()' on how to cite R or R packages in publications. il Plots:) Packages: | Help " Viewer i\ Prosen/ge £
O install | @ Update
Name Dascription Ve

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.

<

Lios =D@0caa:@0o@OB

System Library

base
boot
class

cluster

codeto. .,

compller
datasets
forelgn

The R Base Package 430
Boatstrap Functions 1.3-
{Originally by Angelo 28.1
Canty for 5)

Functions for 7.3~
Classification 21

“Finding Groups in Data®  2.1.4
Cluster Analysis Extended
Rousseeuw et al,

Code Analysis Tools forR  0.2-

The R Compller Package 4.3.0
The R Datasets Package 43.0
Read Data Stored by 0.8-
‘Minitad', 's', 'SAS', 'SPSS’, 84
‘Stata’, "Systat’, ‘Weka',

‘dBase’, ...
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RStudioN#R T

tudio File Edit Code View Session Build Debug Profile Tools Window Help
o New File > RStudio
Q- « . New Project., Adding «
Console Tern Open File,

@t R4.3.0 .- Open File In New Column...
Recent Files >
R version ogen project.. tady Tomorrow"
Copyright Open Project in New Session.. ‘or Statistical Computing
Platform: RecentProjects > .it)
Import Dataset >
R is free JOLUTELY NO WARRANTY.
You are w ider certain conditions.
Type "liC g an listribution details.
Natural ig in an English locale
Close
R is a co iy contributors.
Type 'con iation and
'citation ickages in publications.
Quit Session..

RStudioZ R T3 AIZIZTDxEH)vo T 5.

(2)RStudio File *=a2—H\5Quit SessionZ &
RT B, qOEABL, VA= F—FHT,

ELNS=AENHYET,
[Saved 20 ? |G EFEIMINT-IFZS.

LB TELHMBLELVSBI(EIDon’ t save ]

THEWEEA,

Environment is empty

Files Plots Packages Help Viewer

Ol install @ Update

Type ‘'demoy) ror so emos, newpy)' for on-line help, or
"help.start()' for an\HTML browser interface to help.
Type 'q(2' to quit R.

> q0)|

Nams
System Library
v base

boot

class

cluster

codeto.,

compiler
< datasets
foreign

Description

The R Base Package
Bootstrap Functions
(Originally by Angelo
Canty for S)

Functions for
Classification

"Finding Groups in Data®
Cluster Analysis Extended
Rousseeuw et al,

Code Analysis Tools for R

The R Compiler Package
The R Datasets Package
Read Data Stored by
‘Minitab', 'S, ‘SAS’, SPSS’,
'Stata’, '‘Systat’, ‘Weka',
'dBase’, ...

Presen

4.3.0

1.3-
28.1

7.3-
21
2.1.4

0.2-
19

430
4.3.0

0.8~
84
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m Macintosh © ‘J7|*"717
O VI T7IEFHAAF—ILLTHEL

O FALEWEEIZFTILY )y TEEIL TFHIA

m RStudio(REE)) © /\whH—

O

INVT—DEFHAAR—)LLTHEL

O FIALELNEEIZRStudio E TA—KRLTH| A
m RI\YS—UD)RIOM) 3R IT

[

1 Bioconductor (https://www.bioconductor.org/)

CRAN (https://cran.r—project.org/)

MacintoshZ B A LT=1=(T TIXIFEA LRI
TERWE=H, BEELIERAGEY I
7 ZMacintoshIZTA 2 AR—ILLTHZE. €8
FDAEEFLTHRALET . TNERERIZ.
RERStudioZx A AR—JLLT=FEIFTIE, T
EHEMNERONTWNVES , D=, tHD
':F'l AL EFEETBRNNYT— DM
b, MATHAIEEEDH B/ \VT—T%
RStudloJ:l AR ILLTHEE., FIALT-
WWEEICHHR/ N \yTr—2Z20—~LTHIAL
F£9, /\wHr—TURETELTRLEEND
DIECRAN, £ aifFERICFELI=EL DM
Bioconductor&EWWSRIEDIFIZHYET, L
f=h> T FIT/\yr—VRETZIARE
F(Zhox LN yTr—DFFIRALET DT
ARAM—=ILLTEWNTT S, JBIGIETR
D&H-o1-15mE. FT &AM I DIL, CRAN
FTIRESN TSI EFZEFELEPYAIC
BYFET . KB EH—EOYFENLAL
AHBHDTTHN, CCTIRHIDEFEIZESOTH
UROFTWNWEEREONSFEZHESLET
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~ CRAN®/ \wir—o 1

RStudio
C - O g~ } # Co to file/function « Addins ~

Console  Terminal Background Jobs
R R430 .+

R version 4.3.0 (2023-04-21) -- "Already Tomorrow"
Copyright (C) 2023 The R Foundation for Statistical Computing
Platform: x86_64-apple-darwin2® (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.

(DPackages2T# T I T47I1ZLT-IREE, 7
PBPRORFEZIFERENFNTT,

£ Project: (None) «

Ul

Environment  History Connections Tutorial o (7]
# [} ™import -+ %141MB - & List «
R = ) Global Environment «

Environment is empty

~O

Files Plots Packages Help Viewer Presen .. ™
O Install @ Update ' ]

Name Description Ve

System Library

v base The R Base Package 430
boot Bootstrap Functions 1.3~
(Originally by Angelfo 28.1
Canty for S)
class Functions for 7.3~
Classification 21

cluster ‘Finding Croups in Data", 2.1.4
Cluster Analysis Extended
Rousseeuw et al.

codeto.,.  Code Analysis Tools for R 0.2-

19

compiler The R Compiler Package 430

< datasets  The R Datasets Package 43.0

foreign Read Data Stored by 0.8-
‘Minitab’, 'S', "SAS', 'SPSS', 84
‘Stata’, "Systat’, 'Weka',

‘dBase’, ..,
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" A (DPackages@IE T HT4TZLI=KEE,
O S BRODREREAIFENENEFNTY, CCTlE,
CRANMD/\Y/FT— 2 BB ERELTHZ 1071 EVSEEID
ol o INYT—DDAVARR—ILEHAFTT . QD

o T I BRERETI10711 EAALFRRIZABEIRT

R K50 SNTWWEITNIE, BN\ —OhKZD
R version 4.3.0 (2023-04-21) -- "Already Tomorrow" Mac EIZIEXFEIEAA—ILEN TGN

Copyright (C) 2023 The R Foundation for Statistical Computing s e
Platform: x86_64-apple-darwin2@ (64-bit) :Hlitﬁbij-° ®In8ta”°

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. fies || Topareciages: i) | Viewsr-| Peses
2 Install pdate | #1071
Name Descriphion

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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RStudio

C - O g - Lo to file/function « Addins ~

CARRELCIZRYFET , DNETh AU R

f—ILT HMETIETET HECATI  HLC

MR 30 KS5(ZPackage Archive File&
HHoTWAIGEIE. @F7)yoLT -

Console  Terminal Background Jobs
R R43.0 .+

R version 4.3.0 (2023-04-21) -- "Already Tomorrow"
Copyright (C) 2023 The R Foundation for Statistical Computing
Platform: x86_64-apple-darwin2® (64-bit)

R is free software and comes with ABSOLUTELY NO WARRANTY.
You are welcome to redistribute it under certnin conditinns
Type 'license()' or 'licence()' for distp; ™! Packeaes

Install from;

Natural language support but running in Fectes/fchve ez me)

Package archive

=) Environment  History Connections  Tutorial =t
- “import = % 141MB - List «
R =« ) Global Environment «

Environment is empty

R is a collaborative project with many cot Bowae,,

Type 'contributors()' for more informatior nstall to Ubrary:
'citation()' on how to cite R or R packagt =

Type 'demo()' for some demos, 'help()' foi
'help.start()' for an HTML browser interft
Type 'q()' to quit R.

Abrary/Frameworks/R framework/Versionsid 3-x86_64Resourcesii v | Files Plots Packages Help Viewer Presen . =

2 Install @ Update e1071

Name Description Ve

Install Cancel
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CRAN@/ \Wwir—< 4

RStudio
C . O o~ - # Co to file/function « Addins ~

Console  Terminal Background Jobs
R R43.0 -~/

CABRRLCIZHRYET , DNEHhBIUR

=T BDEET HECHTT . HLC

MRIL,30D £S51ZPackage Archive File&

EoTWBIEE([F. @xY )L T, ®T
A TULVBRepository (CRAN)[ZHIYE Z TL
=&Ly,

R version 4.3.0 (2023-04-21) -- "Already Tomorrow"
Copyright (C) 2023 The R Foundation for Statistical Computing
Platform: x86_64-apple-darwin2® (64-bit)

R is free software and comes with ABSOLUTELY NO WARRANTY.
You are welcome to redistribute it under certnin conditinns
Type 'license()' or 'licence()' for distp: '@ ke

Environment is empty

Natural language support but running in  piisce Archive Fite | tgz: targ
Package archive:

R is a collaborative project with many cot ot

Type 'contributors()' for more informatior install to Ubrary:

| brary/Frameworks/R framewonk/Varsions/4, 3-x86_64Resourcasi| v | Files Plots Packages Help Viewer Presen .. ™

‘citation()' on how to cite R or R packagt

Type 'demo()' for some demos, "help()' foi
'help.start()' for an HTML browser interfc
Type 'q()' to quit R.

O Install @ Update #1071

Name Description Ve

Install Cancel
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CRANOD/ \Wwhr—

C - o - # Co to file/function « Addins -

Console  Terminal Background Jobs
(R R43.0 .~/

R version 4.3.0 (2023-04-21) -- "Already Tomorrow"

RStudio

Copyright (C) 2023 The R Foundation for Statistical Computing

Platform: x86_64-apple-darwin2® (64-bit)

R is free software and comes with ABSOLUTELY NO WARRANTY.

You are welcome to redistribute it under certnin conditinons

Type 'license()' or 'licence()' for distr:

Install from:

Install Packages

5

CARRELCIZRYFES . DNETh IR

h—=ILToNERET HEAHATT . HLI

MRIL,30D £S51ZPackage Archive File&

ToTWBEEIE. @xV)yIL T, ®T
A TLVYBRepository (CRAN)IZHIYE 2 TL
=&y, ®@DEIITHENIXOKTT,

Environment is empty

onfiguring Repositories

Natural language support but running in

Packages (separate multiple with siice or comma):

R is a collaborative project with many cot

Type 'contributors()' for more informatior instal to Ubrary:

[ Repositary (CRAN)

v

Abrary/Framoworks/R framework/Varsons/d 3-x86_64Resourcesii v| Files Plots Packages Help Viewer Presen .. ™

'citation()' on how to cite R or R packog(i ---------

v Install dependencies

Type 'demo()' for some demos, "help()' foi
'help.start()' for an HTML browser interf(

Install

O Install @ Update #1071

Name Description Ve

Cancel

Type 'q()' to quit R.
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DDERD TAUAR—ILLT=L Sy —T 4

o . EANLET . BEE o) TA NI EE
CRAND I NI —0 6 | Gn T hnthe 2 i) 2 o
e SATNBC LA bhYET. BHOG

C - O g - Lo to file/function « Addins ~

Console  Terminal Background Jobs
R R43.0 .+

el1071Z2:FERLT--

R version 4.3.0 (2023-04-21) -- "Already Tomorrow"
Copyright (C) 2023 The R Foundation for Statistical Computing

Platform: x86_64-apple-darwin2® (64-bit)

R is free software and comes with ABSOLUTELY NO WARRANTY.
You are welcome to redistribute it under certnin conditinns

Type 'license()' or 'licence()' for distr:
Natural language support but running in

R is a collaborative project with many cot
Type 'contributors()' for more informatior
'citation()' on how to cite R or R packagt

Type 'demo()' for some demos, 'help()' foi
'help.start()' for an HTML browser interft
Type 'q()' to quit R.

Install Packages

lp's_t_a_l_l__!_r_gn_l:»______ ! Configuring Repositories
| Repositary (CRAN) v

Packages (separa tiple with space or comma):

e

¢l071
E4tools
eadrm
eaf adencles

Eagle

EAinference

eAnalytics Install Cancel
earlygating

earlyR

earlywarnings

earth

earthtide

earthtones

Ease

EasyABC

easyAHP

easyalluvial

easyanova

easycensus

easyCODA

easycsv

ks/RMframework/Varsons/d 3-x86_64/Resources/li v

“import = % 140MiB - & List -
R =« ) Global Environment «

Environment is empty

Files Plots Packages Help Viewer Presen .. ™
2 Install @Updale e1071

Name Description Ve
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CRAN®D /v r—

RStudio
C . O - - Pt # Co to file/function « Addins ~

Console  Terminal Background Jobs
(R R43.0.+/

R version 4.3.0 (2023-04-21) -- "Already Tomorrow"
Copyright (C) 2023 The R Foundation for Statistical Computing
Platform: x86_64-apple-darwin2@ (64-bit)

R is free software and comes with ABSOLUTELY NO WARRANTY.
You are welcome to redistribute it under certain conditinns
Type 'license()' or 'licence()' for distp: ™! Pckises

Install from:

DDERTAUAR—ILLT=LV Xy —D 4
7 ZANLET . EBEIEelEFTAALIZREE

TIM., TelHhDIRFEDERHENIRNT VT
SNTWSIELHLMYET, BRHD®
el1071%2:& ?RL,’C DInstall,

[ M import = % 140Mi8 - & List «
R = ) Global Environment «

Environment is empty

7 Configuring Repositories

Natural language support but running in |FePesien(CRAN

d

Packages (separate multiple with space or comma)

R is a collaborative project with many cot e1071

Type 'contributors()' for more informatior instail to Ubrary:

'citation()' on how to cite R or R pOCng( [_&Q@wﬁramwukﬂhmwh%mv&llx&_&ﬂmucum v Files Plots Packages Help Viewer Presen .. ™

v Install dependencies
Type 'demo()' for some demos, 'help()' foi
'help.start()' for an HTML browser interfi

O Install @ Update L €1071

Name Description Ve

Install Cancel

Type 'q()' to quit R. ‘
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C - O g~ } # Co to file/function « Addins ~

Console  Terminal
R R43.0 .~

Background Jobs

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.

> install. packages("el@?l")\

trying URL 'https://cran.rstudio.com/bin/macosx/big-sur-x86_64/contrib/4.3/e1071_1.

7-13.tgz’

Content type 'application/x-gzip' length 672133 bytes (656 KB)

downloaded 656 KB

The downloaded binary packages are in

.CRANOD/Q“J"T—““)

RStudio

8

DDED TAURAR—ILLI=LV Ay —T 4
ZANLET . EEKIe]ETAALIIREE
TIM., TelHhDIRFEDERHENIRNT VT
SNTWAIEADLMYET, BRID®
e1071% R L T, Qlnstall, T<IZAOD &S
HAYURDBEEIRICA NS, 2%/ \y
F—SDAVAR— LR FEYET , SF(F
EDIQlnstallZIMLTH5®@e1071%FIRL
TOInstall R2E S IZTOIEXIL,
DIATUFANERILE®RZEEET,

Files Plo] ckages Help Viewer Presen .. ™
O Inseall pdate [e1071] |

Name escription (3

¢1071 Misc Functions of the 1.7~

Department of Statistics, 13
Probabillity Theory Group
(Formerly: EI071), TU

Wien

/var/folders/p3/z016ds2d@bbf78f8nswpgkZm@@@dgn/T//RtmpCUWRHM/downloaded_pac

kages
>
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N AV AM—=ILSEETEDIKRE,

- CRAN®/ \wr—<o 09

RStudio
C - O 2 - - # Co to file/function « Addins - &' Project: (None) «
Console  Terminal Background Jobs = Environment  History Connections  Tutorial o )
R R430 -~ “ |J ™import + %167MB - 4 List «

R - ) Global Environment «
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. Environment is empty

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. Files Plots Packages Help Viewer Presen .. ™
O Install @ Update [exo7s] o
> install.packages("el@71") 2 rgin o e .
" : - . 1071 Misc Functions of the 1.7~
trying URL 'https://cran.rstudio.com/bin/macosx/big-sur-x86_64/contrib/4.3/e1071_1. Department of Statistics, 13
, Probabillity Theory Group
7-13.tgz (Formerly: E1071), TU
Wien

Content type 'application/x-gzip' length 672133 bytes (656 KB)

downloaded 656 KB

The downloaded binary packages are in
/var/folders/p3/z016ds2d@bbf78f8nswpgkZm@@@dgn/T//RtmpCUWRHM/downloaded_pac

kages

>
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RStudio

« Addins ~

Console  Terminal Background Jobs
R R43.0 .+

10

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.

. Y " 3 Descriptio
> install.packages("e1071") g S| Bt o
: , . . : - ¢1071 Misc Functions of the 1.7~
trying URL 'https://cran.rstudio.com/bin/macosx/big-sur-x86_64/contrib/4.3/el1071_1. Department of Statistics, 13
= = . Probabillity Theory Group
7-13.tgz (Formerly: E1071), TU
Wien

Content type 'application/x-gzip' length 672133 bytes (656 KB)

downloaded 656 KB

The downloaded binary packages are in

/var/folders/p3/z016ds2d@bbf78f8nswpgk2m@@@dgn/T//RtmpCU~NRHM/downloaded_pac

kages
>

A RAR—ILETHRDIREE, FHEROD
Console BEINZE 2 EBKH T, T5—AY
T—ToFNEDA R FNIEREERYEE
ho QTHIZFREALVAM—ILET LT
e1071H @ Namedl| [ZR RSN THY . D%
D/IN—23UF1.7-13B D ENS T ENDH
MYET, EREIZe10T1ZHWNTHETEZT-
FHEREFEHBEIZIE. DFD/N—23
FERBENT [TEEFT HLIITLELLS,

Files Packages Help Vi N )
o0 n Update lel
Ve
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RANd)/ \‘J"T—/ 11

(R CRAN - Package e1071

C

< C 0

e1071: Misc Functions of the Department of Statistics, Probability Theory Group (Formerly:

Functions for latent class analysis, short time Fourier transform, fuzzy clustering, suppor
bagged clustering, naive Bay

Version:
Imports:
Suggests:
Published:
Author:

Maintainer:
License:

NeedsCompilation:

Materials:
In views:
CRAN checks:

Documentation:

Reference manual:

Vignettes:

& cran.r-project.org/web/packages/e1071/index.html

classifier, generalized k-nearest neighbour ...

1.7-13

graphics, YrDevices, class, stats, methods, utils, proxy

cluster, mibench, nnet, randomForest, rpart, SparseM, xtable, Matrix,
2023-02-01

AV AM—=ILSET B DIREE, FiEDD
Console EIEIAZE2EBEH T, TS5— Ay
T—2 N ERTFRIERESHYEE
o QTHIEFREAAM—ILTET LT
e1071H @ NameFl| [T RINhTHEY . D%
D/IN—2a(F1. 713D FEWNS T EAD
MYET, ERIZe1071ZAWNTETET-
F#EREFELDBEICIT DFD/N—23
BHREENT ITEREHTHEIITLELLD,
®e1071MCRANDURLTY , ®/\—ay
(X, FEMNT1T-13THAHAENTMYET,

David Meyer « [aut, cre], Evgenia Dimitriadou [aut, cph], Kurt Hornik

) [aut], Andreas Weingessel [aut], Friedrich

Leisch [aut], Chih-Chung Chang [ctb, cph] (libsvm C++-code), Chih-Chen Lin [ctb, cph] (libsvm C++-code)

David Meyer <David.Meyer at R-project.org>
GPL-2 | GPL-3

yes

NEWS

Cluster, Distributions, Environmetrics, Machinel earning, Psychometrics

e1071 results

e1071.pdf

Support Vector Machines—the Interface to libsvm in package e1071

svm()_internals

https://CRAN.R-project.org/package=e107

&
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] RIZ. DBioconductor CIZtEN TL B/ \Y

Bioconductor@)... L BILL TR &

r—S DAV AR—ILF|EZE . @Biostrings

= = u Bioconductor - Biostrings X -4 V.

« C (Y & bioconductor.org/packages/release/bioc/html/Biostrings.htmi a B v 06

B] OCO n d U C to r Install Developers About

OPEN SOURCE SOFTWARE FOR MIOINFORMATICS

Home » Bioconductor 3.17 « Software Packages » Biostrings
Documentation -

Biostrin g S Bioconductor

Package vignettes and manuals.
Workfiows for learning and use.

comprehensive coverage of a
build ‘warmings | updated < 1 month | dependencies 17 particular research field, biological

question, or technology.
Course and conference material.
Videos,

Community resources and Lutorials,

DOI: 10,18129/89 bioc, Biostrings

Efficient manipulation of biological strings

R/ CRAN packages and documentation
Bioconductor version: Release (3.17)

Memaory efficient string containers, string matching algorithms, and other utilities, for fast manipulation of
large biological sequences or sets of sequences.

Author: Hervé Pagés [aut, cre], Patrick Aboyoun [aut], Robert Gentleman [aut), Salkat DebRoy [aut), Support »
Vince Carey [ctb], Nicolas Delhomme [ctb], Felix Ernst [ctb], Aidan Lakshman [ctb], Kieran O'Neill [ctb],
Valerie Obenchain [ctb], Marcel Ramos [ctb], Albert Vill [ctb], Erik Wright [ctb] Please read the posting quide. Post
questions about Bioconductor to one of
Maintainer: Hervé Pagés <hpages.on.github at gmail.com> the following locations:
Citation (from within R, enter citaton( "Blostrings" ) « Sunport site - for questions about
s . i . R Bloconductor packages
Pagés H, Aboyoun P, Gentieman R, DebRoy S (2023). Biostrings: Efficient manipulation of biological « Bioc-devel mailing list - for package
strinas. R nackage version 2.68.1, hitps://bloconductor.org/packages/Blostrings. developers

https://bioconductor.org/help/

https://bioconductor.org/packages/Biostrings
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Bioconductor®)... 2

) @ RStudio

C - O @ - } % Co to file/function « Addins ~

Console  Terminal Background Jobs
R R43.0 .«

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.

> install.packages("el@71")

trying URL 'https://cran.rstudio.com/bin/macosx/big-sur-x86_64/contrib/4.3/e1071_1.

7-13.tgz’

Content type 'application/x-gzip' length 672133 bytes (656 KB)

downloaded 656 KB

The downloaded binary packages are in

/var/folders/p3/z016ds2d@bbf78f8nswpgk2m@@@dgn/T//RtmpCU~NRHM/downloaded_pac

kages
>

RIZ. DBioconductor CIEEEN TLVE/\y
r—o MDA AM—)LFE]EZ . @Biostrings
ZHIELTERBALET . £9 (&, @Packages
2T LT, @ Biostrings&ETHAA T, g
RIZfIHFRIRENGEL (e, 1 AR—ILE
NTHN) ZEFHEZELTLVET , D=0,
Glnstal 2L T, SZIXEDCRAND B IEA
VA= TERNWIEEHERLET,

Pl

Files Plo! ackages Help Viewer Pre =)
20 Install pdate f&osx'-ngs

Name Descripbion Ve
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- _ DT I+ ILEDCRANDEFET, @BiosET
FTEIAATZIRRE {RMED B ZBiostringsHY)
B|oconductor0) NG T B pieniiniragesiiatyvottmmprypietgoine

il | . RStudio %35-;-75\

to file/function « Addins ~

Console  Terminal Background Jobs
R R430 .+ 2 3

Ul

R = ) Global Environment «

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 coi !nstall Packages
Type 'contributors()' for more informatio:

Install h_gn_r_ ! Configuring Repositories
'citation()' on how to cite R or R packagt [Repositary (CRAN) v|
Pa;kagg arate mig Iple wu_h Space or comma):

Type 'demo()' for some demos, "help()' fol siog
'help.start()' for an HTML browser interft¢ giosac

Type .QC)' to qUIt R. bios2md ks/R framework/Varsions/4 3-x86_64Resourcasi v | Files Plots Packages Help
biosensors.usc 20 Install @ Update
. . bioseq dencles Name Description
> install.packages("el@71") biosignalEMG cadh kb
trying URL 'https://cran.rstudio.com/bin/f |BloSNR 71.1.
= . biospear Install Cancel
7-13.tgz _ biostat3 -
Content type 'application/x-gzip' length Gislostatistics |5 (656 KB)
BloStatR
_______________________________________ biosurvey

downloaded 656 KB

The downloaded binary packages are in
/var/folders/p3/z016ds2d@bbf78f8nswpgk2m@@@dgn/T//RtmpCU~NRHM/downloaded_pac

kages

>

Environment  History Connections Tutorial ™

“Import = % 169MB - & List «

Environment is empty

Viewer Presen . ™

Biosirings

Ve
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I-_ DF 74 DCRANDEE T, @BiosE T
FTHIAATIREE,, (&4 D F(ZBiostringsHY!)
Bloconductord) 4 | ForrhTnnER CRENTF AT

T — oo =FE 9 HY. @ BiostringsE TH HIAATARE
Console  Terminal . hd(ground')ob; -t:\ @InSta"O

R R430 .~/ “ |} import = % 169MB - 4 List «
R - ) Global Environment «

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. Environment is empty

Natural language support but running in an English locale
R is a collaborative project with many coi lnstall Packages

Type 'contributors()' for more informatiol ... from: 7 Configuring Regoshories
'citation()' on how to cite R or R packagt |Reposiory (CRAN) v]

Packages (sepafiiagnuitiple with space or comma:
Type 'demo()' for some demos, "help()' fol giostringd
'help.start()' for an HTML browser 1nterf=¢,m“,,,om,,a

Type 'q()" to quit R. | AbraryFrame framework/Varsions/4 3-x86_64Resourcesii v | Files Plots Packages Help Viewer Presen .. ™
X < Install dependencies 3 l":"" ® U:’"" - a‘°“""3:
> install.packages("el@71") ame escriptio
trying URL 'https://cran.rstudio.com/bin/i ¥i-1.
Install Cancel

7-13.%tgz
Content type 'application/x-gzip' length 672133 bytes (656 KB‘

downloaded 656 KB

The downloaded binary packages are in
/var/folders/p3/z016ds2d@bbf78f8nswpgkZm@@@dgn/T//RtmpCUWRHM/downloaded_pac

kages

>

66



"
Bmconductord) .5

GDNARUENETEINET A, ®THnot
available EENIN TS EMNBLE. FLT
DFBRIZADEIENENEMEDHH

RStudio HES1Z. 2D XY A TlEBioconductors Sy

C - O @ - } # Co tofile/function « Addins ~

Console  Terminal Background Jobs /7- < ) @ /r /Z I\ } l/ 'j: -C % i ﬁ_ AJ

R R430 .~
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.

> install.packages("el@71")

trying URL 'https://cran.rstudio.com/bin/macosx/big-sur-x86_64/contrib/4.3/e1071_1.
7-13.tgz’

Content type 'application/x-gzip' length 672133 bytes (656 KB)

downloaded 656 KB

The downloaded binary packages are in
/var/folders/p3/ zOlGdsW8 f8nswpgk2m@@@agn/T//RtmpCUWRHM/downloaded_pac

kages

> install.packages("Biostrings")

Warning in install.packages :
package ‘Biostrings’ is not available for this version of R

A version of this package for your version of R might be available elsewhere,
see the ideas at

https://cran.r-project.org/doc/manuals/r-patched/R-admin.html#Installing-packages

>

“import = % 166Mi8 - & List «
R = ) Global Environment «

Environment is empty

Files Plots Packages

20 Install

Name

@ Update
Description

Help

Viewer Presen .. ™

| Biostringd

Ve
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] (DBioconductorPIM (@) BiostringsMR—

- =Hi§, 1O A—ILiEIE. @5V LTER
Bioconductor®... 6 |ZZss K

B = u Bioconductor - Biostrings X -4 v

e

« C 0O & bioconductor.org/packages/release/bioc/html/Biostrings.htmi Q B 4 o« » 0 n

B] OCO n d U C to r Install Developers About

OPEN SOURCE SOFTWARE FOR MIOINFORMATICS

Home » Bioconductor 3.17 « Software Packages » Biostrings
Documentation -

Biostrings Bioconductor

Package vignettes and manuals.
Workfiows for learning and use.

platforms &l rank 10/ 2229 DIGITSESSEgUy 000000 ¢ Several onling
comprehensive coverage of a
build ‘warmings | updated < 1 month | dependencies 17 particular research field, biological

question, or technology.
Course and conference material.
Videos,

Community resources and Lutorials,

'y
@
&
g
;7
2
3
.
(<]
=

DOI: 10,18129/89 bioc, Biostrings

Efficient manipulation of biological strings

R/ CRAN packages and documentation
Bioconductor version: Release (3.17)

Memaory efficient string containers, string matching algorithms, and other utilities, for fast manipulation of
large biological sequences or sets of sequences.

Author: Hervé Pagés [aut, cre], Patrick Aboyoun [aut], Robert Gentleman [aut), Salkat DebRoy [aut), Support »
Vince Carey [ctb], Nicolas Delhomme [ctb], Felix Ernst [ctb], Aidan Lakshman [ctb], Kieran O'Neill [ctb],
Valerie Obenchain [ctb], Marcel Ramos [ctb], Albert Vill [ctb], Erik Wright [ctb] Please read the posting quide. Post
questions about Bioconductor to one of
Maintainer: Hervé Pagés <hpages.on.github at gmail.com> the following locations:
Citation (from within R, enter citatlon( "Blostrir ): « Sunport site - for questions about
s . " . - Bloconductor packages
Pagés H, Aboyoun P, Gentieman R, DebRoy S (2023). Biostrings: Efficient manipulation of biological « Bioc-devel mailing list - for package
strinas. R nackage version 2.68.1, hitps://bloconductor.org/packages/Blostrings. developers

https://bioconductor.org/help/

https://bioconductor.org/packages/Biostrings
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D & H Bioconductor - Biostrings X +
<« CcC 0 & bioconductor.org/packages/release/bioc/htmi/Bicstrings.html

Valerie Obenchain [cthb], Marcel Ramos [ctb], Albert Vill [ctb], Erik Wright [ctb)
Maintainer: Hervé Pagés <hpages.on.github at gmail.com>

Citation (from within R, enter ("B ] ):

Pagés H, Aboyoun P, Gentleman R, DebRoy S (2023) Bmstr/ngs Efficient manipulatron of biological
strings. R e version 2.68.1, https:// /

gstnng

Installation

To install this package, start R (version "4,3") and enter:

if (lrequire("BiocManager", quietly = TRUE))
install.packages("BiocManager")

BiocManager: :install("Biostrings™)
For older versions of R, please refer to the appropriate 8loconductor release,

Documentation

To view documentation for the version of this package installed in your system, start R and enter:

browseVignettes("Biostrings™)

PRF R Script A short presentation of the basic classes defined in Biostrings 2
PDF Biostrings Quick Overview

PDF Handling probe sequence infarmation

PDF Multiple Alignments

PRE Pairwise Sequence Alignments

EDE Reference Manual

Text NEWS

(DBioconductorPIM(@2)BiostringsDN— %
Big, 1V AL—ILikIE. @53 L TFERIC
) FET , @lnstallationDEZATT,

Vince Carey [ctb], Nicolas Delhomme [ctb], Felix Emst [cth], Aidan Lakshman [ctb], Kieran O'Neill [ctb],

a @ v »06

Please read the posting guide, Post
questions about Bloconductor to one of
the following locations:

Support site - for questions about
Bioconductor packages

» Bigt-duvel mailing list - for package
developers
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D @ ﬂ Bioconductor - Biostrings X +
&« CcC 0 #& bioconductor.org/packages/release/bioc/html/Biostrings.html

Valerie Obenchain [cth], Marcel Ramos [ctb], Albert Vill [cth], Erik Wright [ctb]
Maintainer: Hervé Pagés <hpages.on.github at gmail.com>

Citation (from within R, enter B ):

Pagés H, Aboyoun P, Gentleman R, DebRoy S (2023) Bmstr/ngs Efficient manipulat:on of biologicail
strings. R package version 2.68.1, |

pstnng

Installation

To install this package, start R (version "4.3") and enter:

if (lrequire("BiocManager", quietly = TRUE))
install.packages("BiocManager")
BiocManager: :install("Biostrings™)

Documentation

To view documentation for the version of this package installed in your system, start R and enter:

browseVignettes("Biostrings™)

PRF R Script A short presentation of the basic classes defined in Biostrings 2
PDF Biostrings Quick Overview

PRF Handling probe sequence information

PDF Multiple Alignments

PRF Pairwise Sequence Alignments

EDE Reference Manual

Text NEWS

Vince Carey [ctb], Nicolas Delhomme [ctb], Felix Emst [cth], Aidan Lakshman [ctb], Kieran O'Neill [ctb],

(DBioconductorPIM(@2)BiostringsDN— %
B8, 1A= ILEIL. @E5DLTFERC
HYET , @installationDEZATT , BD

T DN —VF A AN—)LT B
[ZIE, REEBIL TOZEERITE &, JIEEUVT
WATENOMNYFET . CNDERKRT DEC
7.)(33 .

UL Wi - TOT QUestons apoul
Bloconductor packages
* Bigt-duevel mailing list - for package

developers
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D @ ﬂ Bioconductor - Biostrings X +

<« CcC 0 #& bioconductor.org/packages/release/bioc/html/Biostrings.html

Vince Carey [ctb], Nicolas Delhomme [ctb], Felix Emst [cth], Aidan Lakshman [ctb], Kieran O'Neill [ctb],
Valerie Obenchain [cth], Marcel Ramos [ctb], Albert Vill [ctb], Erik Wright [ctb)

Maintainer: Hervé Pagés <hpages.on.github at gmail.com>
Citation (from within R, enter ("B "))

Pagés H, Aboyoun P, Gentleman R, DebRoy S (2023). Bms(rlngs thaen! mampu!atron of biological
strings. R package version 2.68.1, h conductor.org/packages;

Installation

To install this package, start R (version "4.3") and enter:

if (Irequire(”BiocManager", quietly = TRUE))
install.packages("BiocManager")

BiocManager: :install("Biostrings™)

Documentation

To view documentation for the version of this package installed in your system, start R and enter:

browseVignettes(“Biostrings™)

PDF R Script A short presentation of the basic classes defined in Biostrings 2
PDF Biostrings Quick Overview

PRF R Script  Handling probe sequence infarmation

PDF [ Script  Multiple Alignments

PRF R Script  Pairwise Sequence Alignments

EDE Reference Manual

Text NEWS

(DBioconductorPIM(@2)BiostringsDN— %
B8, 1A= ILEIL. @E5DLTFERC
HYUET , @DinstallationDEZATT , D
T DN —VF A AN—ILT B
[ZI[E. REEBIL TOZERITE L. IEEWVT
WATEMDOMNYET , CRDEKRT HEC
AHld. REESE-0ONav o rEaE—LT

developers
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>} & RStudio

# Co to file/function « Addins -

Console  Terminal
R4.3.0 - ~/

Background Jobs

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.

> install.packages("el@71")

trying URL 'https://cran.rstudio.com/bin/macosx/big-sur-x86_64/contrib/4.
7-13.tgz’

Content type 'application/x-gzip' length 672133 bytes (656 KB)

downloaded 656 KB

The downloaded binary packages are in

/var/folders/p3/z016ds2d@bbf78f8nswpgk2m@@@agn/T//RtmpCUwRHM/downloaded_pac

kages
> install.packages("Biostrings")
Warning in install.packages :
package ‘Biostrings’ is not available for this version of R

A version of this package for your version of R might be available elsewhere,

see the ideas at

https://cran.r-project.org/doc/manuals/r-patched/R-admin.html#Installing-packages

> if (!require("BiocManager"”, quietly = TRUE))
install.packages("BiocManager")

BiocManager: :install("Biostrings")

(DBioconductorPI M (@2)Biostrings D RN—T %
Bfg, 1V AM—ILEIE. @85 LTFERIC
HYET , @lnstallationDEZATT , BD
T DN —VF A AN—ILT B
[ZIE. REEFILTOETEITE K, IEEIVT
WAIENDOLMNET . ChDEKRT HES
AlE. REESEH-OnavrFEaE—L T,
@DConsole BIE D FENTR—RArE &L, &
LNSZETY ., (Console ITHY) WY,
PasteZZ iR, £z, . )

Files Plots Packages Help Viewer Presen .. ™
O Install @ Update

Name

Biostrings

Description Ve

72




" S
Biggonductord... 11

@ RStudio Flle Edit Code View Plots Session Build Debug Profile Tools Window Help

o0e RStudio
O -, 2- - Addins -
Console  Terminal Undo
Redo

R R43.0. -
Type 'demo(]
"help.start(
Type 'qQ)" t

elp()' for on-line help, or
er interface to help.

Paste with In
Select All

> install.pc

trying URL ' Folding > .com/bin/macosx/big-sur-x86_64/contrib/4
7-13.tgz’ Find in Files...

Content type ' length 672133 bytes (656 KB)

|- s b et - ] c‘eu Console S IEECEEEDESUES

downloaded € Preferences...

BRADEWH...
BXFEES
The downloadea binary packages are in

(DBioconductorPI M (@2)Biostrings D RN—T %
Bfg, 1V AM—ILEIE. @85 LTFERIC
HYET , @lnstallationDEZATT , BD
T DN —VF A AN—ILT B
[ZIE. REEFILTOETEITE K, IEEIVT
WAIENDOLMNET . ChDEKRT HES
AlE. REESEH-OnavrFEaE—L T,
@Console BIE D FIENTR—RAIE &, &
LAV ZETY , (Console N THI) WY,
PasteZ &R, £7=1&. ) ®Edit. @Paste,

/var/folders/p3/z016ds2d0bbf78f8nswpgk2m@@@@gn/T//RtmpCUWRHM/downloaded_pac  Files Plots Packages Help Viewer Presen [

kages
> install.packages("Biostrings")
Warning in install.packages :
package ‘Biostrings’ is not available for this version of R

o/ Install @ Update Blostrings
Name Description Ve

A version of this package for your version of R might be available elsewhere,

see the ideas at

https://cran.r-project.org/doc/manuals/r-patched/R-admin.html#Installing-packages

> if (!require("BiocManager", quietly = TRUE))
install.packages("BiocManager™)

BiocManager::install("Biostrings")
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) @ RStudio
o -0 " g it # Co to file/function « Addins ~
Console  Terminal Background Jobs

R R43.0 .~/
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.

> install.packages("el@71")

trying URL 'https://cran.rstudio.com/bin/macosx/big-sur-x86_64/contrib/4.
7-13.tgz’

Content type 'application/x-gzip' length 672133 bytes (656 KB)

downloaded 656 KB

The downloaded binary packages are in

(DBioconductorPI M (@2)Biostrings D RN—T %
Bfg, 1V AM—ILEIE. @85 LTFERIC
HYET , @lnstallationDEZATT , BD
T DN —VF A AN—ILT B
[ZIE. REEFILTOETEITE K, IEEIVT
WAIENDOLMNET . ChDEKRT HES
AlE. REESEH-OnavrFEaE—L T,
@Console BIE D FIENTR—RAIE &, &
LAV ZETY , (Console N THI) WY,
PasteZER ., £=1L. ) ®Edit. QOPaste,
O ARECIZHED T, Ya—2F—% i
LTE1T,

/var/folders/p3/z016ds2d@bbf78f8nswpgk2m@@0@gn/T//RtmpCUnRHM/downloaded_pac = Files Plots  Packages Help Viewer Presen .. ™

kages
> install.packages("Biostrings")
Warning in install.packages :
package ‘Biostrings’ is not available for this version of R

Ol Install @ Update L Biostrings

Name Description Ve

A version of this package for your version of R might be available elsewhere,

see the ideas at

https://cran.r-project.org/doc/manuals/r-patched/R-admin.html#Installing-packages

> if (!require("BiocManager"”, quietly = TRUE))
install.packages("BiocManager™)

BiocManager: :install("Biostrings")
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) @ RStudio

C .U 3¢ - s « Addins «

Co to file/function

Console  Terminal
® R4.3.0:~
A version of this package for your version of R might be available elsewh
see the ideas at
https://cran.r-project.org/doc/manuals/r-patched/R-admin.html#Installing-
> if (!require("BiocManager", quietly = TRUE))

+ install.packages("BiocManager")

trying URL 'https://cran.rstudio.com/bin/macosx/big-sur-x86_64/contrib/4.
ger_1.30.21.tgz'

Content type 'application/x-gzip' length 495371 bytes (483 KB)

Background Jobs

downloaded 483 KB

The downloaded binary packages are in

/var/folders/p3/z016ds2d@bbf78f8nswpgk2m@@@@gn/T//RtmpCUWRHM/downloaded_pac

kages
>
> BiocManager: :install("Biostrings")
'getOption("repos”)' replaces Bioconductor standard repositories, see
'help("repositories"”, package = "BiocManager")' for details.
Replacement repositories:
CRAN: https://cran.rstudio.com/
Bioconductor version 3.17 (BiocManager 1.30.21), R 4.3.0 (2023-04-21)

(DBioconductorPIM@2)Biostrings D RN—T %
Bfg, 1V AM—ILEIE. @85 LTFERIC
HYET , @installationDEZATT , BD
T DN —VF A AN—ILT B
[ZIE. REEEIL TOZERITE &K, IEET
WAIENOMNYERT . ChDEKRT HEC
AlE. REESEH-OnavrFEaE—L T,
@DConsole BIE D FENTR—RAE &, &
L\DZETT, (Console N THY WY,
PasteZER ., £=1L. ) ®Edit. QOPaste,
OZARRELIZHEDDT, JA—2F—% 18
LTET, CATRRLCTAURAN LR E
UE9I,

Files Plots Packages Help Viewer Presen .. ™
Ol Install @ Update

Name

L Biostrings

Description Ve

Installing package(s) 'BiocVersion', 'Biostrings’
also installing the dependencies ‘bitops’, ‘zlibbioc’, ‘RCurl’, ‘GenomeInfoDbData’,
‘BiocGenerics', ‘S4Vectors’, ‘IRanges’, ‘XVector’, ‘GenomeInfoDb’, ‘crayon’
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BHRTODESIZTYTT—rT 502189
HEBZZT-1GE1E. REOEEZHLS
7ZUNEY - -

) @ RStudio

C - O o~ - # Co tofile/function « Addins -
Console  Terminal Background Jobs [
R R430 .~/

installing the source package ‘GenomeInfoDbData’

trying URL "https://bioconductor.org/packages/3.17/data/annotation/src/contrib/Geno
meInfoDbData_1.2.10.tar.gz'
Content type 'application/x-gzip' length 12026674 bytes (11.5 MB)

downloaded 11.5 MB

* installing *source* package ‘GenomelInfoDbData’

** using staged installation

** data

** inst

** help

*** installing help indices

** building package indices

** testing if installed package can be loaded from temporary location
** testing if installed package can be loaded from final location

** testing if installed package keeps a record of temporary installation path
* DONE (GenomelnfoDbData)

The downloaded source packages are in
‘/private/var/folders/p3/z016ds2d0@bbf78f8nswpgkZm@@@@gn/T/RtmpCUNRHM/downlo

aded_packages’

Old packages: 'class', 'KernSmoojh', 'MASS’,

Update all/some/none? [a/s/n]:

Update all/some/none? [a/s/n]:

'Matrix', 'nnet’

&' Project: (None) «

Environment  History Connections Tutorial o= 7]
# [ import - %155MB - & List «
R = ) Global Environment «

Environment is empty

Files Plots Packages Help Viewer Presen .. ™
O Install @ Update L Biostrings
Name Description Ve
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Bioconductor®... 15 HORY . TOEAMIZnEITERAA T S—

o0e RStudio DJ-—G:J:L\-—G:?-O

C - " i # Co to file/function « Addins ~

Console  Terminal Background Jobs ) Environment  History Connections  Tutorial = 7]
R R430 .+ 4 ™import = % 1S55Mi8 - s List « .
R = ) Global Environment «

I

trying URL '"https://bioconductor.org/packages/3.17/data/annotation/src/contrib/Geno
meInfoDbData_1.2.10.tar.gz'
Content type 'application/x-gzip' length 12026674 bytes (11.5 MB) Environment is empty

D R D

downloaded 11.5 MB

* installing *source* package ‘GenomeInfoDbData’
** using staged installation

** data

** inst

** help

*** installing help indices

** building package indices Files Plots Packages Help Viewer Presen ..
** testing if installed package can be loaded from temporary location Ol Install @ Update L Biosirings

Name Description Ve

** testing if installed package can be loaded from final location
** testing if installed package keeps a record of temporary installation path
* DONE (GenomeInfoDbData)

The downloaded source packages are in
‘/private/var/folders/p3/z016ds2d@bbf78f8nswpgkZm@@@@gn/T/RtmpCUNRHM/downlo

aded_packages’

Old packages: 'class', 'KernSmooth', 'MASS', 'Matrix', 'nnet’

Update all/some/none? [a/s/n]:

Upd all/some/none? [a/s/n]:

n

>
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'_ ERTODKSIZT VT TR 5hM 11
HEREZZ 15811, f—ﬁ&@%%%*ﬂi%
BIOCOﬂdUCtOl’O) 1 O |Homy. [@EAMInEITE A AT 4—
TR VITENTT, QD&IITTAVNUR AN
e e BIREE (O RTOVTREVWVET) IS
e HOTULWNIXOKTY , LLBEUpdate

tr)Iri:ng;gL 'h:tssig/:ioconductor.org/packages/3.17/data/annotation/src/co a||/some/none?Jt%ﬂb\hfé’f:l;)\ rnt*T
meInfoDbData ar.gz' . - oS s
Content type apphcotmn/x gzip' length 12026674 bytes (11.5 MB) BJ&AJ-CUQ—-‘/J;E%"Z%Uﬂbf(iléb‘o

downloaded 11.5 MB

* installing *source* package ‘GenomeInfoDbData’
** using staged installation

** data

** inst

** help

*** installing help indices

** building package indices Files Plots Packages Help Viewer Presen . ™
** testing if installed package can be loaded from temporary location O inseall @ Update Biostrings

Name Description Ve

** testing if installed package can be loaded from final location
** testing if installed package keeps a record of temporary installation path
* DONE (GenomelInfoDbData)

The downloaded source packages are 1in
‘/private/var/folders/p3/z0816ds2d0bbf78f8nswpgkZm@@@@gn/T/RtmpCUNRHM/downlo

aded_packages’

0ld packages: 'class', 'KernSmooth', 'MASS', 'Matrix', 'nnet’

Update all/some/none? [a/s/n]:

Update all/some/none? [a/s/n]:

n

>
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) @ RStudio

C - O & - - # Co tofile/function « Addins - &! Project: (None) «
Console  Terminal Background Jobs = Environment  History Connections Tutorial = 7]
R R43.0.~/ # |4 ™import + %155MB - & List =

R = ) Global Environment «
trying URL "https://bioconductor.org/packages/3.17/data/annotation/src/contrib/Geno
meInfoDbData_1.2.10.tar.gz'
Content type 'application/x-gzip' length 12026674 bytes (11.5 MB) Environment is empty

downloaded 11.5 MB

* installing *source* package ‘GenomeInfoDbData’
** using staged installation

** data

** inst

** help

*** installing help indices

** building package indices Files Plots Packages Help Viewer Presen ..
** testing if installed package can be loaded from temporary location Ol Install @ Update L Biostrings

Name Description Ve

** testing if installed package can be loaded from final location
** testing if installed package keeps a record of temporary installation path
* DONE (GenomelInfoDbData)

The downloaded source packages are in
‘/private/var/folders/p3/z016ds2d@bbf78f8nswpgkZm@@@@gn/T/RtmpCU~RHM/downlo

aded_packages’

0ld packages: 'class', 'KernSmooth', 'MASS', 'Matrix', 'nnet’

Update all/some/none? [a/s/n]:

Update all/some/none? [a/s/n]:

n

>
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" S
Bloconductord) .18

RStudio

HLOFBRNAEEIEEGE S, @)
—RAREZVEFLTHTLESW, QZAL
E’?\'U"G‘Biostrings/ \wWh —IONEEREA R
—ILENIF=C TR TEET, __ETT
%mi ﬁezlsE’Jl T TKULTT,

C - O g~ I # Co to file/function « Addins -
Console  Terminal Background Jobs
(R R43.0.~/
trying URL '"https://bioconductor.org/packages/3.17/data/annotation/src/contrib/Geno

meInfoDbData_1.2.10.tar.gz'
Content type appllcotlon/x gzip' length 12026674 bytes (11.5 MB)

downloaded 11.5 MB

* installing *source* package ‘GenomeInfoDbData’

** using staged installation

** data

*¥* inst

** help

*** installing help indices

** building package indices

** testing if installed package can be loaded from temporary location
** testing if installed package can be loaded from final location

** testing if installed package keeps a record of temporary installation path
* DONE (GenomeInfoDbData)

The downloaded source packages are in
‘/private/var/folders/p3/z016ds2d@bbf78f8nswpgkZm@@@@gn/T/RtmpCU~RHM/downlo

aded_packages’

0ld packages: 'class', "KernSmooth',

Update all/some/none? [a/s/n]:

Update all/some/none? [a/s/n]:

n

'MASS', 'Matrix', 'nnet'’

>

4 ™import =+ % 155MB - 4 List «
R = ) Global Environment «

Environment is empty

Files Plots Packages
O Install @ Update

Name Description Ve

Biostrin Efficient manipulation of  2.68.] }

Help Viewer Presen
| &o;]unm

biological strings
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Bioconductor®@)... 19

INKELT. DDHTYIZRZTWAINESE
Y—01%0")v0F BE. @ConsoleEEEY
)73 BIEMTEET,

> & RStudio

2 I # Co to file/function « Addins -

Console  Terminal Background Jobs =

(R R43.0 .~/

trying URL "https://bioconductor.org/packages/3.17/data/annotation/src/contrib/Geno
meInfoDbData_1.2.10.tar.gz'
Content type 'application/x-gzip' length 12026674 bytes (11.5 MB)

downloaded 11.5 MB

* installing *source* package ‘GenomeInfoDbData’

** using staged installation

** data

*¥* inst

** help

*** installing help indices

** building package indices

** testing if installed package can be loaded from temporary location
** testing if installed package can be loaded from final location

** testing if installed package keeps a record of temporary installation path
* DONE (GenomelInfoDbData)

The downloaded source packages are 1in
‘/private/var/folders/p3/z0816ds2d0bbf78f8nswpgkZm@@@@gn/T/RtmpCUNRHM/downlo

aded_packages’

0ld packages: 'class', 'KernSmooth', 'MASS', 'Matrix', 'nnet’

Update all/some/none? [a/s/n]:

Update all/some/none? [a/s/n]:

n

>

&' Project: (None) «

nt  History Connections Tutorial o= [T

.ToConsole —®ToSource Q@ 4 \I
rary(MsuLusTer, >eq) :

rémove.packages("MBCluster.Seq")
installed.packages("~/Downloads/..
install.packages("~/Downloads/MB..
install.packages("el1071")
library(el@71)
remove.packages("el@71")
install.packages("el@71")
install.packages("Biostrings™)

if (!require("BiocManager", quie..
install.packages("BiocManager")
BiocManager::install("Biostrings..

Files Plots Packages Help Viewer Presen .. ™
Ol Install @ Update Biostrings

Name Description Ve

Biostrin Efficient manipulation of  2.68.]
biological strings
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Bioconductor@®)... 20

] @

C - O 2 -
Console  Terminal
R R43.0 -~/
>

# Co to file/functio

Background Jobs

n

« Addins -

RStudio

5=

INZELT. DO BHT-YIZRZTWAIESE
Y—1%9")v9 9 BE. @Console EIEZEY
YT BENTEET , BT,

£ Project: (None) «

Environment  History Connections Tutorial ™

{ .ToConsole —®ToSource Q@ 4
Lorary mMmscLuscer, seqy)

remove.packages("MBCluster.Seq")
installed.packages("~/Downloads/..
install.packages("~/Downloads/MB..
install.packages("el1071")
library(el@71)
remove.packages("el@71")
install.packages("el@71")
install.packages("Biostrings™)

if (!require("BiocManager", quie..
install.packages("BiocManager")
BiocManager::install("Biostrings..

Files Plots Packages Help Viewer Presen .. ™
O Install @ Update Biostrings

Name Description Ve

Biostrin Efficient manipulation of  2.68.]
biological strings
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" £% | GHistory#JIZ(E, ChETELEZATY
- ROBEBEAHYET . o5 D=V TH.
Bioconductor®)... 21 @BJ:U@%E’JU“J’J?‘%)& BREERE S

Console Terminal Sackground Jobs Environmen History Connections Tuty

. ! lL"(il‘!l);_:"H()k Lusrer \ﬁq'j
remove . packages("MBCluster.%eq")
installed.packages("~/Downloads/.
install.packages("~/Downloads/MB..
install.packages("el@71")
library(el®71)
remove.packages("el@71")
install.packages("el@71")
install.packages("Biostrings")

if (!require("BiocManager", quie.
install.packages("BiocManager")

Confirm Clear History BiocManager::install("Biostrings..

Are you sure you want t aar all
history entries Filos Plots Packages Help Viewar Prusen

No

biological strings
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" N | QHistoy 5T ([, ChETRITLIAT

ROBREERAHYET ., CHDIZDNTH.

BIOCOndUCtOl’O) 22 DBEVOETvrd HE . BEIERES
FTEET, BFE,

O - 2~

Console  Terminal Background Jobs [ Environment  History Connections Tutorial ™
R R430 .~ { .ToConsole =™ ToSource @ 4 O H o]
>

Files Plots Packages Help Viewer Presen .. ™

O Install @ Update L Biostrings O
yam Description Ve
Biostrin Efficient manipulation of  2.68.]

biological strings
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tar gz77’f)lx0) 1

R CRAN - Package MBClus

< CcC 0 & cran.r-project.org/web/packages/MBCluster.Seq/index.htm

Package ‘MBCluster.Seq’ was removed from the CRAN repository. ‘
Formerly available versions can be obtained from the afc*we.é

Archived on 2022-06-22 as check problems were not corrected Yespite reminders.

%I, targz&EWVSHRERF D DULV=, R/%y
T—CDEMBIT7TAINETHDA—RLTH
WTHhBA U A—ILT HOYAEFRLET,
CC_TlX. DREZHIBFESNTLNDEDD,
@MBCluster.SeqE LD M D TCRANMSIE
HEh TV =\wsr—%FlELTERBALE
T, @D UK, RESHTUL=LED
T7AIDT—hA4T (RE)SNTULET,

A summary of the most recent check results can be obtained from the check results archive.

Please use the canonical form https://CRAN.R-project.org/package=MBCluster.Seq to link to this page.

https://CRAN.R-project.org/package=MBCluster.Seq 86




'-_
tar.gz 7ALILD ... 2

u
@ & R Index of /srcfcontrib/Archive/l. X

<« CcC O #& cran.r-project.org/src/contrib/Archive/MBCluster,Seq/

mERIZ, targzEWNDHRERF D DULNV=, R/
T—DEMEITAINESHDoO—KLTH
WThA VA= ILTE5PRYAZRLET,
C_TlE. DREIFHIBFRENTHNDEDD,
2MBCluster.Seq& LN M D TCRANM HIE
HIN TN =\ —UZF Bl ELTERBAL E

Index of /src/contrib/Archive/MBCluster - ANy %kl BEIN TV LEED

Name Last modified Size Description

& Parent Directory, -
h MBCluster.Seqg_1.0.tar.gz 2012-10-29 08:57 29K

Apache Server at MCtorg Port 443

T7AILDNT —HA4T (RE) INTLVET,
CAIERRCIZIEAD T, Gtargz 77 ILES
HoO—KLET, (COFTIEA Y O—FK
TH#NLFIZRZEFELELE)

87




= (DPackagesR 7 £ T, @QMBCluster.Seq&$T
5AAT, FBRAICAIBFTRRSNGL (e,
tar gz77'f)lx0) 3 AV RR—ILENTH) CEERBLTOE

- o -a-o IL.\G)T’&’) @Insta||€?$b-c é%(it@
CRANMS [V RR— L TER N LEHE
>R R4.3.0 - ~/ nru\l./as-g-

~O

Files Plo ackages Help Viewer Presen
Install pdate MBCluster.Sed |
Name Descriphion Ve
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-_ (DPackagesFT £ T, @MBCluster.Seq&$T

5AAT, FmERIZAIERIISNGEL (e,
Aar. g277’f ) l/d)... 4 | sn o Ces BT
5 e 9, 2ND=H., QlnstallZHL T, ITIFED
;m.. e T T CRANDNS [ AV A— L TERN L5 R
» et RALFET . DCRANTIL. ®MBCluster.Seq
i MMEHBELTY RN T v TENBELDTHEE
MDOEFET A, Glnstall,

Install Packages

Install from: 7 Configuring Repositories

| Repositary (CRAN) v
Packages (separate & with space or comma):
MBCluster.Seq
Install to Library:
| Abrary/Frameworks/R frafMework/Varsians/4 3-x86_64Resourcas/li "' Files Plots Packages Help Viewer Presen .. ™)
Ol Install @ Update MBCIuster.Seq
v Install dependencies s Ll o -

Install Cancel

<O
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" DOATURBEITENELI=A, @not

C - O - } Co to file/function « Addins ~

availablehbEHMB K32, @)A—KLT
.tar.gz77’f)|/0) e O £MBCluster.Seq/ Syr—S AU R h— )L
o SNTULEWZENDhMNYET,

Console  Terminal Background Jobs =
R R430 .«
> install.packages("MBCluster.Seq")

Warning in install.packages :
package ‘MBCluster.Seq’ is not available for this version of R

A version of this package for your version of R might be available elsewhere,
see the ideas at

https://cran.r-project.org/doc/manuals/r-patched/R-admin.html#Installing-packages

>

Environment  History Connections Tutorial ™

.ToConsole —»ToSource @

install.packages("MBCluster.Seq")

Files Plots Packages Help Viewer Presen =N
O Install @ Update M&Cluster Seq

Name Description Ve

20




'-_
g277A4ILD... 6

tar

]

] @

C - O & -
Console  Terminal
(R R43.0 .~/
>

to file/function

Background Jobs

« Addins -

DODATUEBREITINFELIZHA . Dnot
availableM5EHLHM B ESIZ, @JBA—KLT
£ MBCluster.Seq/\y o —UMNA 2 AM—)L

Rtudio SNTLWEWNZERADLMYET ., HS51E@

Install Packages

Install from: 7 Configuring Repositories
| Repositary (CRAN) v|

Ffackagrers (;eparq;e mul lple ,w,",h space or :omma):
MBCluster.Seq

Install to Library:

v Install dependencies

Install Cancel

Install, ®ZF 5w d BL-

.ToConsole _—»ToSource @ 4 O

Files Plo ckages Help Viewer Presen .. ™
2 Install pdate MBCluster.Seq

Name escripbion Ve
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tar

]

® @

C - O 2 -
Console  Terminal
R R430 .~/
>

[ ]

DODATUEBREITINFELIZHA . Dnot
availableMbHH M5B LIIZ. @JA—KLT

g277,r)1/0) - 7 £ MBCluster.Seq/\y o —UMNA 2 AM—)L

Rstudio SNTUWEWZEADLMYET, £51ED

Background Jobs

Install, ®&%2')v0 9 5L, ©@NRLNED
TCHLIZYIYEZSHE

| Install Packages

Install from; 7 Configiring Repositories
Vv Repository (CRAN)
Package Archive File (igz; targs)

MBCluster.Seq
Install to Library: c :
| Abrary Frameworks/R framework/Varsons/d, 3-x86_64Resouces/li v |

v Install dependencies

Install Cancel

Files Plo ckages Help Viewer Presen .. ™
20 Install pdate L MBCluster.Seq O
Name \QEEEDescri ption Ve
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" DDARURNEITENELF=A, @not
availableMSEHLHMB LS. @)O—KL T
tar g277,r)l/0) - 8 £ MBCluster.Seq/\ Yo —UMNA 2 AR—)L
R . i SNTWWEWZEADLMNYFET , BI1ED
e Install, ®%9") v 3 5L @ONRELNEZD
R R430. _ | TLbELIZUYEZLE . RO KS1IKEE

> install.packages("MBCluster.Seqg")

Warning in install.packages : ' 7:;’3-( tar. gz77’f)|/%__’ E*ngé'{k'u

package ‘MBCluster.pas— : : signof R ..g_
RYES,
: - ! =v B 3 student =
A version of this pac| O magoms
see the ideas at B PIbr ‘ — e
https://cran.r-projec| = sa1sp.. s

B L] > [ opt ) 20224 6578 15:04
8 miniconda2 1 Ib5 1256} &¢

& Y0 B P —ay ) N 20218538 17:1
& o5y B Yovn—-K 1 2021 F18H 1219

. 74 ILF 21452188 12
) student <= - . :

h—F— 21 18 12
Rl U EE )214 185 12:19
: - B F2oby AR 18H 12119 s Mel Viewsr  Presen

—% iCloud Dri., e 2 % 2 [ 3

BB Vo Fy - 2021% 2518H 12119 i MaCiuster.5eq
0 #H B8 S 2—-Jv¥ ' 2021% 185 12:19
©® *2 b2

Fyrel
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tar. gz 7A4ILD... 9

QDA ENETEINFEL=H., @not
availableMbEHME K52, @)A—KLT
£ MBCluster.Seq/\Y r—I WA AM—)L
SNTUWVEWIEADOAYET, 3H1ED
Install, ®%2') w94 5L ONRLNED
THELIZUYEZ S E. FRED KHLIKRE
(25> Ttargz7 7ML EBRTEHIRREIZ
HEYUET Ao a—FIAILFTIZHEL., &
EFEFHO—FLTEWN=®targzI7 A

| JWERRL T, @Open,

380.1 M8

AStudio
+ REPN * « Addins -
Console  Terminal Sackground Jobs
B R430
> install.packages("MBCluster.Seqg")
Warning in install.packages :
package ‘MBCluster.pas— —
g . 14 = v E{ v 7 A 2= P
A version of this pac BADNE
see the ideas at B PT e
https://cran. PEPrOJeC| o 7271 ' MBCluster.Seq_1.0.tar.gz
> ™ W & RStudio-2023.06.0-421.dmy
3 hoged.fa

@ Fova B MBCiuster.Seq_1.0.tar

G 2%y & RStudio-2023.03.1-446.9

(x) student W R-4.2.3.pkg

& RStudio-2023.03.0-386.dmg
> [ Oid
iCloud Dri ' AppCleaner_3.6.7.zip
n ;th
@ b2

B2KB tar?

—ho7 2023 55 30H 16:48

Jues Melp  Viewsr Presen

MBCIuster.Seq
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" S CABRBLISEST, RESTEELL:
@.t gz7714ILD \Z'I *&h\v—'— ZERES
tar. gz IT7AILD ... 10 |1nss orstan,

] RStudio

C - O & - } # Co to file/function « Addins ~ £ Project: (None) «
Console  Terminal Background Jobs =) Environment  History Connections  Tutorial g )
R R430 .~/ ] .ToConsole —®ToSource @ 4

> install.packages("MBCluster.Seq") install.packages("MBCluster.Seq")

Warning in install.packages :
package ‘MBCluster.Seq’ is not available for this version of R

A version of this package for your version of R might be available elsewhere,
see the ideas at

https://cran.r-project.org/doc/manuals/r-pntched/R-admin himl #Tnstallina-nackages

Install Packages
> g

Install from: -
Package Archive File (.tgz; tar.gz) v|

Package archive

~/Downloads/MBCluster,Seq_1.0.tar Browse...
}nstall to Library: ) ] )
[ /Lbrary/Frameworks/R framework/Versions/4, 3-x86_64/Resourcas!i v | Files Plots Packages Help Viewer Presen .. ™
O Install @ Update MECluster.Seq
Name Description Ve
Install Cancel

@
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= _ CARBELITHST, kIFEEELT:
DtargzZ 7M1 ILDEE/NRFHRMNIZE
targ277/r)l/0) = 1 1 FHINFET , Qlnstall, SEIFEEFTODEE

°oe o [F. @DIATURARNITHELEFT . LHL.,

C - O g~ ; # Co to file/function « Addins ~

Console  Terminal Background Jobs @17_':7‘;’DTL$L\$LT20

R R430 .~ y .ToConsole _—»ToSource @ 4 O

> install.packages("MBCluster.Seq") install.packages("MBCluster.Seq")
Warning in install.packages : install.packages("~/Downloads/MBC..

package ‘MBCluster.Seq’ is not available for this version of R
A version of this package for your version of R might be available elsewhere,

see the ideas at
https://cran.r-project.org/doc/manuals/r-patched/R-admin. html#Install ackages
> install.packages("~/Downloads/MBCluster.Seq_1.0.tar", repos = NULL)

Error in install.packages : type == "both" cannot be used with 'repos = NULL'

B

Files Plots Packages Help Viewer Presen .. ™
O Install @ Update MBCluster.Seq

Name Description Ve
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'-_
tar. gz 7LD ... 12

RStudio
C - O 2 - - # Co to file/function « Addins -
Console  Terminal Background Jobs
(R R43.0 .~/
> install.packages("MBCluster.Seq")
Warning in install.packages :
package ‘MBCluster.Seq’ is not available for this version of R

CATERECICIES T, SEIFERREL:

DitargzZ7AILDFTEE/NRIFEHRMNZZIZE

BINFET , Qlnstall, SEZEFTTODIEX

. ®DaTURAAIZHELET, LHL.

@I S5—Izh->TLEWNEL=, @J:ﬁEEI] )
’é?ﬂi'FL’C"E'HIJODJUJ’é:%T

install. packages("~/Downloads/MBC“

A version of this package for your version of R might be available elsewhere,

see the ideas at
https://cran.r-project.org/doc/manuals/r-patched/R-admin.html#Instal

Error in install.packages : type == "both" cannot be used with 'repo

> install,packages("~/Downloads/MBCluster.Seq_1.0.tar", repos = NULL)

ackages

1
> install.packages("~/Downloads/MBCluster.Seq_1.0.tar", repos = NULL\
s"I!LL'

Files Plots Packages Help Viewer Presen .. ™
Ol Install @ Update L MBCluster.Seq

Name Description Ve
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'-_
tar. gz 7AILD... 13

RStudio
C - O 2~ - # Co tofile/function « Addins -
Console  Terminal Background Jobs
R R430 .~/
> install.packages("MBCluster.Seq")
Warning in install.packages :

@.tar.gz77’f)l/0)7|:@/ \Z'Iﬁiﬁb{CCIZE

BINFET , Qlnstall, SEZEFTTODIEX

. ®DaTURAAIZHELET, LHL.

@DIT5—[ZlH->TLFEWFELI=. ®LEXKENT
I TLTERIDANDZTRRL, ®type =
“source” Z1BEEL T.Enter2 B TFLET,

package ‘MBCluster.Seq’ is not available for this version of R

A version of this package for your version of R might be available elsewhere,

see the ideas at
https://cran.r-project.org/doc/manuals/r-patched/R-admin.html#Install ackages

> install.packages("~/Downloads/MBCluster.Seq_1.0.tar", repos = NULL)

Error in install.packages : type == "both" cannot be used with 'repos = NULL'

> install.packages("~/Downloads/MBCluster.Seq_1.0.tar", repos = NULL, type

"source[') ‘

Files Plots Packages Help Viewer Presen .. ™

Ol Install @ Update L MBCluster.Seq
Name Description Ve
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'-_
tar.gz7AILD... 14

n
>} @ RStudio

C - O g~ $ # Co to file/function « Addins -

DD HT=Y DsuccessfullyELNSEEEAS, (2
TMBCluster.Seq/\ vy —U N B 5N HIKEE
[2IEo2 TSI ENBEHA LV AR—ILIZETI
LTWWSIERHLMYET,

Console  Terminal Background Jobs
R R430 .~
> install.packages("MBCluster.Seq")
Warning in install.packages :
package ‘MBCluster.Seq’ is not available for this version of R

= Environment  History Connections  Tutorial o= 7]
] .ToConsole —>ToSource @ 4

install.packages("MBCluster.Seq")
install.packages("~/Downloads/MBC..
install.packages("~/Downloads/MBC..

A version of this package for your version of R might be available elsewhere,

see the ideas at

https://cran.r-project.org/doc/manuals/r-patched/R-admin.html#Installing-packages

> install.packages("~/Downloads/MBCluster.Seq_1.0.tar", repos = NULL)

Error in install.packages : type == "both" cannot be used with 'repos = NULL'
> install.packages("~/Downloads/MBCluster.Seq_1.0.tar", repos = NULL, type = "sourc

e")

* installing *source* package ‘MBCluster.Seq’

** package ‘MBCluster.Seq’ successfully unpacked and MDS sums checked
** using staged installation

L] R

** data

** byte-compile and prepare package for lazy loading

** help

*** installing help indices

** building package indices

** testing if installed package can be loaded from temporary location
** testing if installed package can be loaded from final location

Files Plots Packages Help Viewer Presen .. ™
Ol Install @ Update MBCIuster Seq

Name Description Ve

MBClus Model-Based Clustering 1.0
for RNA-seq Data

** testing if installed package keeps a record of temporary installation path

* DONE (MBCluster.Seq)

>
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