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Getting Started

. . —_—— = SR = N =
Miniconda 2= INE Bt T TRL S
Should | use Anaconda Distribution or Bm l% A R ] ]\:_F.% A R / o
Miniconda? . ; . : ; : —_
Miniconda is a free minimal installer for conda. It is a small bootstrap version of Anaconda that A d I:I M . . d | — d E hAIA H
Anaconda Distribution ~ includes only conda, Python, the packages they both depend on, and a small number of other n a CO n a I n I CO n a IE CO n a N {T
Miniconda ~ useful packages (like pip, zlib, and a few others). %@/\ %ﬁ @ % %)] % )—_—_%*EE /‘-/‘-
j( % =|
System requirements If you need more packages, use the conda install command to install from thousands of E ﬁ I j !
Latest Miniconda installer links by packages available by default in Anaconda’s public repo, or from other channels, like conda- 1x@A§ ZK QH {q:
Python version forge or bioconda.
Installing Miniconda M d }: \ /_' /\IJ §[J
Miniconda release notes Is Miniconda free for me? I n I CO n a :L—L np .7 {T B N
Other resources Miniconda is free for anyone to use! However, access to Anaconda’s public repository of %ﬁ E ﬂﬂ.]J B% ﬂ:i [//{ & ﬁ. %D ﬁl] ?—Fl& @ X‘j‘ .a:.
Miniconda hash information packages is only free to individuals and small organizations (<200 employees). A paid license / % R 1
. is required for larger organizations and anyone embedding or mirroring Anaconda’s repository. d ? /"’" EE
Anaconda Learning v 9:|: i P h
See the TOS for details. y CO n a }:E 7\ yt O n
Package Tools = ~ hJ
Should | use Miniconda or Anaconda? ﬂ: R I:] \ ﬁ I
Working with conda (CLI) ~

The Anaconda or Miniconda page lists some reasons why you might want one installation over

Navigator (GUI) v

the other.
Anaconda Notehnnks v

https://repo.anaconda.com/miniconda/Miniconda3-latest-Linux-x86 64.sh
25145M
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1 vboxuser@ubuntu: /mnt/test
vboxuser@ubuntu: /mnt/test

§ 1= ANACONDA TERMS OF SERVICE
Please read these Terms of Service carefully before purchasing, using, accessing
, or downloading any Anaconda Offerings (the "Offerings"). These Anaconda Terms
Welcome to Miniconda3 py312 24.7.1-0 of Service ("T0S") are between Anaconda, Inc. ("Anaconda") and you ("You"), the
individual or entity acquiring and/or providing access to the Offerings. These T
In order to continue the installation process, please review the license 0S govern Your access, download, installation, or use of the Anaconda Offerings,
agreement. which are provided to You in combination with the terms set forth in the applic
Please, press ENTER to continue able Offering Description, and are hereby incorporated into these TOS. Except wh
S>> ere indicated otherwise, references to "You" shall include Your Users. You hereb
y acknowledge that these TOS are binding, and You affirm and signify your consen
t to these TOS by registering to, using, installing, downloading, or accessing t
he Anaconda Offerings effective as of the date of first registration, use, insta
11, download or access, as applicable (the "Effective Date"). Capitalized defini
tions not otherwise defined herein are set forth in Section 15 (Definitions). If

You do not agree to these Terms of Service, You must not register, use, install
, download, or access the Anaconda Offerings.

$ sh Miniconda3-latest-Linux-x86_64.sh

1. ACCESS & USE

1.1 General License Grant. Subject to compliance with these TOS and any applicab
le Offering Description, Anaconda grants You a personal, non-exclusive, non-tran
sferable, non-sublicensable, revocable, limited right to use the applicable Anac
onda Offering strictly as detailed herein and as set forth in a relevant Offerin




1 vboxuser@ubuntu: /mnt/test

es in source (if provided to You by Anaconda as source) and binary forms, with o
r without modification subject to the requirements set forth below.
4. Updates. Anaconda may, at its option, make available patches, workarounds or
other updates to Miniconda(R). Unless the updates are provided with their separa
te governing terms, they are deemed part of Miniconda(R) licensed to You as prov
ided in this Agreement.
5. Support. This Agreement does not entitle You to any support for Miniconda(R).
6. Redistribution. Redistribution and use in source and binary forms, with or wi
thout modification, are permitted provided that the following conditions are met
(1) Redistributions of source code must retain the above copyright notice, thi
s list of conditions and the following disclaimer; (2) Redistributions in binary
form must reproduce the above copyright notice, this list of conditions and the
following disclaimer in the documentation and/or other materials provided with
the distribution.
7. Intellectual Property Notice. You acknowledge that, as between You and Anacon
da, Anaconda owns all right, title, and interest, including all intellectual pro
perty rights, in and to Miniconda(R) and, with respect to third-party products d
istributed with or through Miniconda(R), the applicable third-party licensors ow
n all right, title and interest, including all intellectual property rights, in
and to such products.

Do you accept the license terms? [yes|no]
>>> yes

Wei Sheng Xin

1 vboxuser@ubuntu: /mnt/test

: (1) Redistributions of source code must retain the above copyright notice, thi
s list of conditions and the following disclaimer; (2) Redistributions in binary
form must reproduce the above copyright notice, this list of conditions and the
following disclaimer in the documentation and/or other materials provided with

the distribution.

7. Intellectual Property Notice. You acknowledge that, as between You and Anacon
da, Anaconda owns all right, title, and interest, including all intellectual pro
perty rights, in and to Miniconda(R) and, with respect to third-party products d
istributed with or through Miniconda(R), the applicable third-party licensors ow
n all right, title and interest, including all intellectual property rights, in

and to such products.

Do you accept the license terms? [yes|no]
>>> yes

Miniconda3 will now be installed into this location:
/home /vboxuser /miniconda3

- Press ENTER to confirm the location
- Press CTRL-C to abort the installation

- Or specify a different location below

[ /home/vboxuser /miniconda3] === I
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[+ vboxuser@ubuntu: /mnt/test [+ vboxuser@ubuntu: /mnt/test

wheel pkgs/main/1linux-64: :wheel-0.43.0-py312h06a4308_0 run the following command when conda is activated:
Xz pkgs/main/1linux-64::xz-5.4.6-h5eeel8b 1
yaml-cpp pkgs/main/1linux-64::yaml-cpp-0.8.0-h6a678d5_1 conda config --set auto_activate base false
z1lib pkgs/main/linux-64::z1ib-1.2.13-h5eeel8b 1
zstandard pkgs/main/linux-64::zstandard-0.22.0-py312h2c38b39 0 You can undo this by running “conda init --reverse SSHELL'? [yes|no]
zstd pkgs/main/linux-64::zstd-1.5.5-hc292b87 2 [no] === yes
no change /home /vboxuser /miniconda3/condabin/conda
no change /home /vboxuser /miniconda3/bin/conda
no change /home /vboxuser /miniconda3/bin/conda-env
Downloading and Extracting Packages: no change /home /vboxuser /miniconda3/bin/activate
no change /home /vboxuser /miniconda3/bin/deactivate
Preparing transaction: done no change /home /vboxuser /miniconda3/etc/profile.d/conda.sh
Executing transaction: done no change /home /vboxuser /miniconda3/etc/fish/conf.d/conda.fish
installation finished. no change /home /vboxuser /miniconda3/shell/condabin/Conda.psm1l
Do you wish to update your shell profile to automatically initialize conda? no change /home/vboxuser /miniconda3/shell/condabin/conda-hook.psl
This will activate conda on startup and change the command prompt when activated no change /home /vboxuser /miniconda3/1lib/python3.12/site-packages/xontrib/con
da.xsh

If you'd prefer that conda's base environment not be activated on startup, no change /home /vboxuser/miniconda3/etc/profile.d/conda.csh
run the following command when conda is activated: modified /home/vboxuser/.bashrc

conda config --set auto_activate_base false ==> For changes to take effect, close and re-open your current shell. <==

You can undo this by running "conda init --reverse $SHELL'? [yes|no] Thank you for installing Miniconda3!

[no] === I ‘ $ I

Yes, HIERLEW T




vboxuser@ubuntu: ~/Desktop

(base) : S conda deactivate
: S conda activate
(base) : SR

Command 'R' not found, but can be installed with:

sudo apt install r-base-core
(base) : $ python

Pvthan .12.4 | packaged by Anaconda, Inc. | (main, Jun 18 2024, 15:12:

11.2.0] on linux

Type "help", "copyright", "credits" or "license"

T, T

for more information.

24) [GCC
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: =7 . . . .
/E'\,I § Jl % ?H/)L E\iﬁ IR RNERAEMERE, FREAA—EHEE
) filtn FEAFHRENE310.14, XE#ETAL 73.10.15
conda create -n jimmy37 python=3.7

[~ vboxuser@ubuntu: ~/Desktop f+ vboxuser@ubuntu: ~/Desktop

(base) . $ conda create --name jimmy3 python=3.10 libstdcxx-ng pkgs/main/1linux-64::1ibstdcxx-ng-11.2.0-h1234567_1
Channels: libuuid pkgs/main/linux-64::1ibuuid-1.41.5-h5eeel8b_0

- defaults ncurses pkgs/main/linux-64::ncurses-6.4-h6a678d5_0
Platform: linux-64 openssl pkgs/main/linux-64::openssl-3.0.15-h5eee18b_0
Collecting package metadata (repodata.json): | pip pkgs/main/linux-64::pip-24.2-py310h06a4368_0
python pkgs/main/linux-64::python-3.10.14-h955ad1f 1
readline pkgs/main/linux-64::readline-8.2-h5eee18b 0
setuptools pkgs/main/linux-64::setuptools-75.1.0-py310h06a4308 0
sqlite pkgs/main/linux-64::sqlite-3.45.3-h5eeel8b 0
tk pkgs/main/linux-64::tk-8.6.14-h39e8969 0
tzdata pkgs/main/noarch::tzdata-2024a-h04d1e81_0
wheel pkgs/main/linux-64: :wheel-0.44.0-py310h06a4308 0
XZ pkgs/main/linux-64::xz-5.4.6-hSeeel8b 1
z1lib pkgs/main/linux-64::z1ib-1.2.13-h5eeel8b_1

Proceed ([y]/n)?

Downloading and Extracting Packages:
python-3.10.14 | 26.8 MB | RHRHARBBUBHARRRBBHBRBRRBRBBHRRARARAO | 97%
openssl-3.0.15 | 5.2 MB | #isRHRHRAAARRAR SRR GRS RRRE | 100%
pip-24.2 | 2.3 MB | FHH R R | 100%
setuptools-75.1.0 | 1.7 MB | HUSHHRGBHBHH AR | 100%
wheel-0.44.0 | 109 KB | BRBRBRBARARARARARARAB ARG RBHHHE | 100%

MIBREAEE: conda remove -n jimmy3 --all IBHIZREE: conda deactivate
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conda install bioconda::fastgc fastqgc —-h EEFH B

vboxuser@ubuntu: ~/Desktop [+ vboxuser@ubuntu: ~/Desktop

-7, --help print this message

Preparing transaction:

Verifying transaction:

Executing transaction:

(jimmy3) - § fastqc
(GRLLIED : $ fastqc -h

(Jimmy3) : §
(Jimmy3) : S fastqc -h

FastQC - A high throughput sequence QC analysis tool

P
FastQC - A high throughput sequence QC analysis tool R

SYNOPSIS fastqc seqfilel seqfile2 .. seqfileN
. 1 1 - fastqc [-o0 output dir] [--(noj)extract] [-f fastq|bam|sam]
astqc seqfilel seqfile2 .. seqfileN [-c contaminant file] seqfilel .. seqfileN

fastgc [-o output dir] [--(no)extract] [-f fastq|bam|sam] DESCRIPTION
[-c contaminant file] seqfilel .. segfileN
FastQC reads a set of sequence files and produces from each one a quality
DESCRIPTION control report consisting of a number of different modules, each one of

which will help to identify a different potential type of problem in your

FastQC reads a set of sequence files and produces from each one a quality data.

contral report consisting of a number of different modules, each one of

which will help to identify a different potential type of problem in your If no files to process are specified on the command line then the progranm

data. will start as an interactive graphical application. If files are provided
on the command line them the pregram will run with no user interactien

https://anaconda.org/bioconda/fastqgc
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conda install bioconda::fastp

B vhoxuser@ubuntu: ~/Desktop

(base) : $ conda activate jimmy3
(jimmy3) : & conda install biloconda::fastp

Channels:
- defaults
- bioconda
Platform: linux-64
Collecting package metadata (repodata.json): | I

~N
N

N

Wei Sheng Xin

fastp —h EEHH B

1 vboxuser@ubuntu: ~/Desktop

1

- -add-chrname add 'chr' to reference names in alignment
--version print version information and quit
-h/--help print this usage message
(ERR): hisat2-align exited with value 1
(jimmy3) : § fastp
fastp: an ultra-fast all-in-one FASTQ preprocessor
version ©.23.2
usage: fastp [options]
options:
-i, --ini readl input file name (string [
-0, --outl readl output file name (string
-I, --in2 read2 input file name (string [
-0, --out2 read? output file name (string
--unpairedl for PE input, if readl passed QC but read
2 not, it will be written to unpairedl. Default is to discard it. (string [=])
--unpaired2 for PE input, if read2 passed QC but read
1 not, 1t will be written to unpaired2. If --unpaired? i1s same as --unpairedl (d
efault mode), both unpaired reads will be written to this same file. (string [=]
)
--over lapped_out for each read pair, output the overlapped
reqion if it has no any mismatched base. (string [=])
--failed_out specify the file to store reads that cann
ot pass the filters. (string [=])
-m, --Mmerge for paired-end input, merge each pair of

https://anaconda.org/bioconda/fastp




2 hisat? — B3
conda install bioconda::hisat2

+ vbaxuser@ubuntu: ~/Desktop

(jimmy3) : $ conda install bloconda::hisat2
Channels:
- defaults
- bloconda
Platform; linux-64
Collecting package metadata (repodata.json): done
Solving environment: done

fi# Package Plan #i#
envirenment lecation: fhome/vboxuser/minicenda3/envs/jinmy3
added [ updated specs:
- biloconda::hisat2
The following packages will be downmloaded:

package

Wei Sheng Xin

hisat?2 -h &E&Z5 8]

vhaxuser@ubuntu: ~/Desktop

Preparing transaction: done
Verifying transaction: done
Executing transaction: done
(Jimmy3) : & hisat2
No index, query, or output file specified!
HISAT2 version 2.2.1 by Daehwan Kim (infphilo@gmail.com, www.cchb.jhu.edu/people/
infphile)
Usage:
hisat2 [options]* -x <ht2-idx> {-1 <ml> -2 <mi> | -U <r>} [-5 <sam=]

<ht2-idx> Index filename prefix (minus trailing .X.ht2).
<ml= Files with #1 mates, paired with files im <m2=.
Could be gzip'ed (extension: .gz) or bzip2'ed (extension: .bz2).
<m2s Files with #2 mates, paired with files in <mls.
Could be gzip'ed (extension: .gz) or bzip2'ed (extension: .bz2).
Files with unpaired reads.
Could be gzip'ed (extension: .gz) or bzip2'ed (extension: .bz2).
<5 aMh> File for SAM output (default: stdout)

cil>, <m2>, <r> can be comma-separated lists (no whitespace) and can be
specified many times. E.g. "-U filel.fq,file2.fg -U file3.fq'.

Options (defaults im parentheses):

https://anaconda.org/bioconda/hisat?2
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conda install bioconda::star

vhoaxuser@ubuntu: ~/Desktop

- -yersion What version of bedtools are you using?.
- -contact Feature requests, bugs, mailing lists, etc.

(Jimmy3) : $
(Jimmy3d) : $
(jimmy3) : & conda install biloconda::star

Channels:
- defaults
- bioconda
Platferm: linux-64
Collecting package metadata (repodata.json): done
Solving environment: done

## Package Plan ##
environment lLocation: [home/vboxuser/miniconda3/envs/jimmy3
added [ updated specs:

- bloconda::star

The following packages will be downloaded:

humantb X E /035G 17

Wei Sheng Xin

STAR EE#

[+ vbaxuser@ubuntu: ~/Desktop

SOLUTION: use non-empty value for this parameter

Sep 260 12:56:32 FAT&L ERROR, exiting

(jimmy3) : & STAR -h

Usage: STAR [options]... --genomebir /path/to/genome/index/ --readFilesIn R1.
fq R2.fq

Spliced Transcripts Alignment to a Reference (c) Alexander Dobin, 2809-2822

STAR version=2.7.18b
STAR compilation time,server,dir=2022-11-01T89:53:26-84:00 :/home/dobin/data/STA
R/STARcode/STAR.master [source
For more details see:
<https://github.com/alexdobin/STAR>
<https:/[fgithub.com/alexdobin/STAR /blob/master/doc/STARmanual.pdf>
#88 versions
versionGenome 2.7.4a
string: earliest genome index wversion compatible with this STAR release. Ple
ase do not change this wvalue!

i Parameter Files
parametersFiles .

string: name of a user-defined parameters file, "-": none. Can only be defin
ed on the command line.

https://anaconda.org/bioconda/star
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% HEsamtools — B A& AL

conda install bioconda::samtools

vbaxuser@ubuntu: ~/Desktop

length is 7 if not specified.
-q --quiet Suppress all pregress messages on stdout and only report err
ors.

Selects a directory to be used for temporary files written w

generating report images. Defaults to system temp directory
if

not specified.

BUGS

Any bugs in fastgc should be reported either to simon.andrews@babraham.ac.uk
or in www.bioinformatics.babraham.ac.uk/bugzilla/

(jimmy3) : §
(jimmy3) : ¢ conda install bioconda::samtools
Channels:
- defaults
- bleconda
Platform: Llinux-64
Collecting package metadata (repodata.json): / l

samtools ZE LB

| vboxuser@ubuntu: ~/Desktop

(jimmy3) : $ samtools

Program: samtools (Tools for alignments in the SAM format)
Version: 1.6 (using htslib 1.6)

Usage: samtools <command> [options]

Commands :
- Indexing
dict create a sequence dictionary file
faidx index/extract FASTA
index index alignment

- Editing
calmd recalculate MD/NM tags and '=' bases
fixmate fix mate information
reheader replace BAM header
rmdup remove PCR duplicates
targetcut cut fosmid reqions (for fosmid pool only)
addreplacerg adds or replaces RG tags
markdup mark duplicates

File operations
collate shuffle and group alignments by name

https://anaconda.org/bioconda/samtools
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2 HfeatureCounts —

conda install bioconda::subread

I+l vboxuser@ubuntu: ~/Desktop vbaxuser@ubuntu: ~/Desktop

(jimmy3) : $ conda install bioconda::subread (jimmy3) - $ featurecounts -h
Channels: featurecounts: command not found

- defaults (jimmy3) : & featureCounts

- bloconda
Flatform: linux-64 Versiom 2.0.1
Collecting package metadata (repodata.json): \ l
Usage: featureCounts [optieons] -a <annctation_file> -0 <output_files input_filel

[input filez] ...

## Mandatory arguments:

-3 <string> Name of an annotation file. GTF/GFF format by default, See
-F option for more format information. Inbuilt anmeotations
(SAF format) is available in "annotation' directory of the
package. Gzipped file is also accepted.

-0 <string= Name of output file imcluding read counts. A separate file
including summary statistics of counting results is also
included in the output ('<string=.summary'). Both files
are in tab delimited format.

input_filel [input_file2] ... A list of SAM or BAM format files. They can be
eilther name or location sorted. If no files provided,
<stdin> input is expected. Location-sorted paired-end read

https://anaconda.org/bioconda/subread




I+ vboxuser@ubuntu: ~/Desktop

(base) : 5 ls
{base} H ¢ conda activate jimmy3
{Jimmy3) . $ conda install conda-forge::r-base
Retrieving notices: ...working... done
Channels:
- defaults
- conda-forge
Platform: linux-64

Collecting package metadata (repodata.json): /[ I

e vboxuser@ubuntu: ~/Desktop

Downloading and Extracting Packages:

Preparing transaction: done
Verifying transaction: done
Executing transaction: done
(Fimmy3) : SR

R version 4.2.3 (20823-83-15) -- "Shortstop Beagle"
Copyright (C) 2823 The R Foundation for Statistical Computing
Platform: x86 64-conda- Linux-gnu (64-bit)

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

Matural language support but runnimg in an English locale
R 1s a collaborative project with many contributors.

Type 'comtributors()' for more information and
'citation()' on how to cite R or R packages im publications.

fan

Type 'deme()' for some demos, 'help()' for on-line help, or
‘help.start()" for an HTML browser imterface to help.
Type 'q()' to quit R.

Wei Sheng Xin
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\ ~\ | ~ . s .
% ZR/Python &’ HRRITE s
options(repos=structure(c(CRAN="https://mirrors.tuna.tsinghua.edu.cn/CRAN/")))

r bash

install.packages("ggplot2") pip install matplotlib

r -1 https://mirrors.tuna.tsinghua.edu.cn/pypi/web/simple
bash

install.packages(“"devtools™)

devtools::install github("hadley/ggplot2™) conda install matplotlib

: o
bash  ARHIZRI

if (!requireNamespace("”BiocManager”, quietly = TRUE))

install.packages("BiocManager™) pip install /path/to/matplotlib-3.1.1-cp37-cp37m-manylinuxl x86 64.whl

BiocManager: :install("BiocGenerics™)
options(BioC_mirror="https://mirrors.tuna.tsinghua.edu.cn/bioconductor”)
bash

import matplotlib TR, &IxMI*

conda install r-ggplot2

: Ry &

install.packages("ggplot2 4.0.0.tar.gz", repos=NULL, type="source")

library(‘DESeq2”) THREE, &I=AII*
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* R: Matrix, ggplot2, pheatmap , BiocManager, DESeq?,

clusterProfiler

* Python: matplotlib (numpy) , scipy, pandas, seaborn

ser@ubuntu: ~ top

Secure... - 0

Sacure CRAN mirmars

conda activate jimmy3 j0-Clowd [nitps)
$ R Australia (Canbara) [nops]

23-83-15) -- "Shortstop Beagle" At [itto)
Blelgium (Brussels) [hitps]
Brazil [PR) [ips]
Brazil (SP 1) (tps]
Brazil (SP 2) [htps]
. . N Bulgaria [hips)

es with AB . Canada (MZ) itps)
tribute it und i Canada [(ON 1) [hitps]
Canada (Oh 2) [hitps]
Chile (Santizge) [hips]
(Beijing 2) (M)
{Beljing 3) [rtps]
[Hetai) [nps]
{Hand Kona) [htips]
{Guangzhou) [hins]
Chinaidinan) |niips)
(Man|ing) [hits]
alShanghai 21 [itps]
|Shenzhen) [hiips]
(¥euhan) [niipg]
§ Calonisia (Cally [rinpa)

help.st Costa Rica [1iips]

Cyiprus Mtps]
Czech Repubilic [Fitps]
Die nmiark [frins]
East Asia [hiipz]
Ecuadar (Cugnea) (ps]

(C) 2023 The R Foundation for Statistical Computing
inux-gnu (64-bit)

Type 'demo()' , 'halp or

Australia (Melbourne 1 [https]
Awstralia (Melbourne 2) [https]

0K, Cancal

vboxuser@ubuntu: ~/Desktop

** pyte-compile and prepare package for lazy loading

** help

*+* {nstalling help indices

**% copying figures

** building package indices
installing vignettes
testing if installed package can be loaded from temporary location
checking absolute paths in shared objects and dynamic libraries
testing if installed package can be loaded from final location
testing if installed package keeps a record of temporary installation path

* DONE (tibble)

ERROR: dependencies ‘MASS’, ‘mgcv’ are not available for package ‘ggplot2?

L

removing ‘/home/vboxuser/miniconda3/envs/jimmy3/1ib/R/1ibrary/ggplot2’

The downloaded source packages are in
‘ ftmp /RtmpDeJXhV/downloaded packages’
Updating HTML index of packages in '.Library"
Making 'packages.html' ... done
Harning messages:
1: In install.packages("ggplot2”)
installation of package ‘mgcv’ had non-zero exit status
In install.packages("ggplot2")
installation of package ‘ggplot2’ had non-zero exit status
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(SR TR, SRODKIX)

In file included from caches.h:7, Conda inStaII freetype

from caches.cpp:1:

ft_cache.h:9:10: ft2build.h: No such file or directory sudo apt install libtiff-dev
9 | #include . .
sudo apt-get install libfreetype6-dev

|
) sudo In -s /usr/include/freetype2/ft2build.h /usr/include/
https://www.jianshu.com/p/228629667957 conda install r-systemfonts

https://www.[lanshu.com/p/bbc2624e8217 TE#HRggtree, AHbZesE

(jimmy3) :-5 pip lnstall matplotlib -i https:/fmirrors.tuna.tsing
hua.edu.cnfpypi/web/simple

Looking in indexes: https://mirrors.tuna.tsinghua.edu.cn/pypl/web/simple

Collecting matplotlib ) e Pythonﬁ @

Downloading https://mirrors.tuna.ts 'I||L]|']I_13 edu.cn/pypi/web/packages

0390f9d154faBBaf174 6378fb153fF574 da32bab7092 /matplotlib-3.9.2
p310-manylinux_2_ 17 x86 &4.manylinux2B14 x86 &4.whl (8.3 MB)

eta



https://www.jianshu.com/p/228629667957
https://www.jianshu.com/p/bbc2624e8217

il vboxuser@ubuntu: ~/Desktop

Updating HTML index of packages im ".Library’
Making "packages.html' ... done
Warning message:
In install.packages("mgcv")
installation of package ‘mgcv’ had non-zero exit status
> install.packages('Matrix")
Warning message:
package ‘Matrix’ is not available for this version of R
‘Matrix’ version 1.7-@ is in the repositeries but depends on R (>= 4.4.0)
‘Matrix’ version 1.7-0 is in the repositories but depends on R (== 4.5)

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-package
S

[1]+ Stopped

(jimmy3) : S conda install conda-forge::r-matrix

Channels:
- defaults
- conda-forge
Platform: linux-64
Collecting package metadata (repodata.json): \ I

Wei Sheng Xin

vboxuser@ubuntu: ~/Desktop

The followinmg packages Wwill be downloaded:
package

r-lattice.-8.28_45 rd2h76d%dec_B
r-matrix-1.6_5 rdZzh316c678_0 - conda-forge

The following NEW packages will be INSTALLED:

r-lattice pkgs/rjflinux-64::r-lattice-0.20 45-rd42h76d9d4ec_8
r-matrix conda-forgeflinux-64;::r-matrix-1.6 5-rd2h316cA78 @

Procead ([v]/n)?
Downloading and Extracting Packages:

Preparing transaction: done
Verifying transaction: done
Executing transaction: done
(jimmy3) :
{(Jimmy3)
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Conda vs docker

1. BBk 5. CondafE A ZEIRMEIEE, FEFTXIPythonIMEFMEBEIE, DockerFEZRER
ZEERERE, TUESENRERGENA PR EMRNIZZE,

2. g CondaFEFATEETEMIMNEETIE, 532X FPythonIinH,; Dockerll & | & F &
N AREFREEFM D &

3.%8E. DockerFzFBFLbCondaIfBEEFER, HGHAREBEELD, BAECNATEATIIRE
SHIBEMNMEERS,

4. o] FZ4E M. DockeriZt T EHFMTi%EY, RATHAS I IAEAFENTSMN=YES L
HIE1T,

5. RFRWIE. CondaifF o H AR Z AT B, EAFNHEE T E S TEAIPython g
s MEMEIA, DockeriZR o] UHEZEEERIERGHNANZME, MNTBEZ(E,

6. F AR WMRREFEFAHPythonFF EEEEIEZ /B AIIAE, Condat] gt EIFHIIEFE,
NRIREENBELNNAEFIETEESZ NS LREF UM, Dockert] BEEIEH
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ZFbedtools

conda install bioconda::bedtools bedtools &FFE)

vboaxuser@ubuntu: ~/Desktop I+ vboxuser@ubuntu: ~/Desktop

depad convert padded BAM to unpadded BAM Verifying transaction: done
Executing transaction: done
(jimmy3) : § (jimmy3) : §
(Jimmy3 ) : ¢ conda imstall biloconda: :bedtools (Jimmy3) : % bedtools
Channels: bedtools is a powerful toolset for genome arithmetic.
- defaults
- bloconda Versiom: v2.30.8
Platform: linux-64 About: developed in the quinlanlab.org and by many contributors worldwide.
Collecting package metadata (repodata.json): done Docs: http: [ /bedtools.readthedocs.io/
Solving environment: done Code: https:f/github.com/arq5x/bedtools?
Mail: https://groups.google.com/forum/#! forum/bedtools-discuss
## Package Plan #i#
Usage: bedtools <subcommand= [options]
envirenment location: [fhome/vboxuser/minicenda3/envs/jimmy3
The bedtools sub-commands include:
added [ updated specs:
- bloconda::bedtools [ Genome arithmetic ]
intersect Find overlapping intervals in various ways.
windaw Find overlapping intervals within a window around an interwval.
The following packages will be downloaded: clesest Find the closest, potentially non-overlapping interval.
coverage Compute the coverage over defined intervals
package ' map Apply a function to a column for each overlapping interval.
genomecoy Compute the coverage over an entire genome.
bedtools-2.30.0 h7d7f7ad_2 17.9 M8  bioconda merge Combine overlapping/nearby intervals into a single interval.

https://anaconda.org/bioconda/bedtools
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