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Outline ADP

1. Data formats in bioinformatics,

2. Popular software libraries (BioPerl, BioPython)

3. Most important bioinformatics databases (UniProt, PDB, RefSeq, GenBank, ENA, InterPro,
etc.)

4. Software licensing for scientific purposes. Free-software licensing. Patents.

5. Generic model Organism database (GMOD) project - assumptions, history and usage

6. Genome browsers, problem description and state of the solutions

7. Version control systems (CVS, SVN, git), and online collaboration ad distribution platforms
(github, sourceforge).

8. Software testing, automated testing frameworks.

9. Scientific workflow systems - taverna and galaxy. MyExperiment platform. Reproducible
research.

10. Literate programming idea and sweave, markdown, software documentation.

11. Interactive scripting platforms, Rstudio, Jupyter.



Outline ADP

5. Generic model Organism database (GMOD) project - assumptions, history and usage
6. Genome browsers, problem description and state of the solutions

7. Version control systems (CVS, SVN, git), and online collaboration ad distribution platforms
(github, sourceforge).

9. Scientific workflow systems - taverna and galaxy. MyExperiment platform. Reproducible
research.

10. Literate programming idea and sweave, markdown, software documentation.



1. Data formats in bioinformatics,

2. Popular software libraries (BioPerl, BioPython)

3. Most important bioinformatics databases (UniProt, PDB, RefSeq, GenBank, ENA, InterPro,
etc.)

4. Software licensing for scientific purposes. Free-software licensing. Patents.

5. Generic model Organism database (GMOD) project - assumptions, history and usage

6. Genome browsers, problem description and state of the solutions

7. Version control systems (CVS, SVN, git), and online collaboration ad distribution platforms
(github, sourceforge).

8. Software testing, automated testing frameworks.

9. Scientific workflow systems - taverna and galaxy. MyExperiment platform. Reproducible
research.

10. Literate programming idea and sweave, markdown, software documentation.

11. Interactive scripting platforms, Rstudio, Jupyter.



ADP

Version control systems (CVS, SVN, git)

Online collaboration ad distribution platforms (github, sourceforge)
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Version control systems (CVS, SVN, git)

Online collaboration ad distribution platforms (github, sourceforge)
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What is a “version control system”?

Version control systems are a category of software tools that

helps in recording changes made to files by keeping a track of
modifications done to the code.
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SCCS is RCS is CVSis
created by created created
Marc by Walter by Dick
Tichy. Grune.

Rochkind.

1972 kI

Perforce Helix
Core is created
by Perforce
Software, Inc.

ADP

Mercurial is
created by
Matt Mackall.
BitKeeper is .
created by Gitis
Bitmover, created
Inc. by Linus
Torvalds.
Monotone
is created
by
Graydon
Hoare.
2006
Darcs is
created
by David
Roundy.
Bazaar
SVN is IS
created created.
by
Collabnet
Inc. Fossil is
created by
Dwayne

Richard Hipp.
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Version control system popularity - Google Trends

mercurial

EAPEN T

tfs

WEAICH 167

git sV

SEECH BEFT

Interest over time

i



Version control systems ADP

Version Control Systems in 2023

Stack Overflow Developer Survey

sw [ siex

113%

| don’t use one 4.31%

Mercurial

https://stackoverflow.blog/2023/01/09/beyond-git-the-other-version-control-systems-developers-use/
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Version Control System Market

$ 1350.4
- { Report Insights } ~
$ 7614 USD 708.46 USD 1350.4
Million Forecast Million
$ 708.46 Base Year Period Forecast Year

\—[ Market Size ]—[ 2025 - 2033 ]—[ Market Size ]—/

CAGR 7.43%

2024 2025 2033
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Primary Code Management (%

What is the primary source code management system you
3 typically use? (Choose one.)

30.7%

37.8%

Subversion 2605
51.3%
Git
w2014
GitHub 2013
m 2012
m 2011

Mercurial
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- Branch : A set of files under version control may be branched or forked at a point in time
so that, from that time forward, two copies of those files may develop at different speeds or
In different ways independently of each other.

- Change : A change (or diff, or delta) represents a specific modification to a document
under version control.

- Checkout : To check out (or co) is to create a local working copy from the repository.

- Clone : Cloning means creating a repository containing the revisions from another
repository.

- Commit : To commit (check in, ci or, more rarely, install, submit or record) is to write or
merge the changes made in the working copy back to the repository.

- Conflict : A conflict occurs when different parties make changes to the same document,
and the system is unable to reconcile the changes

- Head : Also sometimes called tip, this refers to the most recent commit, either to the trunk
or to a branch

- Merge : A merge or integration is an operation in which two sets of changes are applied to
a file or set of files

- Pull, push : Copy revisions from one repository into another

- Repository : The repository is where files' current and historical data are stored, often on
a server

- Tag ; A tag or label refers to an important snapshot in time, consistent across many files
- Trunk : The unique line of development that is not a branch (sometimes also called
Baseline, Mainline or Master)

- Working copy : The working copy is the local copy of files from a repository, at a specific
time or revision
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Basic Checkins
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Checkout and Edit

T
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ADP
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Basic Diffs
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Branching
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Merging
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Conflicts
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— | -Eges
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ADP
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ADP

Version Contol System (Git)

VCS
Integration
— T
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Use scenarios

"Save-as” version control
Basic cycle:
"MyCode.txt” => "MyCodeA.txt” => "MyCodeAA.txt” => ...you get the point

- Use OS permissioning to "'manage” concurrent access

- Local version control systems (RCS) a refinement of this scheme

Central repository model (e.g. SVN)

Basic cycle:

SVN update => SVN add / delete / copy / move => SVN status / diff => SVN update /
resolve => SVN commit => (goto start)

Distributed repositories model (e.g. Git)
Basic cycle:
Git init => git add => git commit => git push => (git pull)
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$ git init
Initialized empty Git repository in /tmp/tmp.IMBYSY/7R8Y/.git/
$ cat > README << 'EOF'

Git is a distributed revision control system.

EOF
git add README
git commit
master (root-commit) e4dcc69] You can edit locally and push
to any remote.
1 file changed, 1 insertion(+)
crate mode 100644 README
$ git remote add origin git@github.com:cdown/thats.git
$ git push -u origin master}j
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Linus Torvalds

g1t

$ git init
Initialized empty Git repository in /tmp/tmp.IMBYSY/7R8Y/
$ cat > README << 'EOF' Torvalds at LinuxCon Europe 2014

G‘It 'iS a d-istr-ibuted revision COﬂtI’Ol SyStem. Born Linus Benedict Torvalds
E O F 28 December 1969

(age 51)

g1 t add README Helsinki, Finland
git commit

master (root-commit) e4dcc69] You can edit locally and push

to any remote.

1 file changed, 1 insertion(+)

crate mode 100644 README

$ git remote add origin git@github.com:cdown/thats.git

$ git push -u origin master}j
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What is it ?
Git

Git with a web interface

Git hosting
Issue and request tracking system

Documentation system

A social media platform (feeds, followers, wikis, newsletter, social graph) ?
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12M users, 31M repositories
Why ?

Free(mium)

Natural fit to open source / non-colocated collaboration
Popular! (network effects, winner takes all)
Web interface / accessibility
Why not ?
Arguably a steep learning curve

Maybe overkill / bad fit for certain scenarios = don’'t make a sheeple decision
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GitHub

\A

» Tooling and interfaces

» https: / /git.wiki.kernel.org/index.php/InterfacesFrontendsAndTools
» GUI clients (fat clients, various platforms)

-

» Github desktop:

» Branching model

b
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ittps://github.com

ADP

O Search GitHub Pull requests Issues Gist +- X~

Your repository "larsyde/my-new-test-repositary” was successfully deleted.

Learn Git and GitHub without any code!

Using the Hello World guide, you'll create a repository, start a branch,
write comments, and open a pull request.

X larsyde ~ N

(77} Welcome to GitHub! What's next? (2 days ago)

“w P

Your repositories | 4+ New: repository

b

You don't have any repositories yet!
Create your first repository or learn more about

Create a repository Git and GitHub.

Tell us about yourself
Browse interesting repositories

Follow @github on Twitter v Subscribe to your news feed
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Create a new repository
A repository contains all the files for your project, including the revision history.

Owner Repository name
X larsyde~ [ my new test repository v

Great repository name Your new repository will be created as my-new-test-repository |-doodle.

Description (optional)

testing repository

- Public
Anyone can see this repository. You choose who can commit.

Private
You choose who can see and commit to this repository.

[#| Initialize this repository with a README
This will let you immediately clone the repository to your computer. Skip this step if you're imparting an existing repository.

Add . gitignore: None = Add a license: None =

Create repository
_
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larsyde / my-new-test-repository @ Unwatch~ 1 & Star 0 ¥Fork 0

Code (D Issues 0 Pull requests 0 Wiki FPulse Graphs Settings

Filters = isiissue is;open Labels Milestones New issue

Wy

O,

Welcome to Issues!

Issues are used to track todos, bugs, feature requests, and more. As Issues are created, they'll appear here in a
searchable and filterable list. To get started, you should create an issue.
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larsyde / my-new-test-repository @® Unwatch~ 1 o Star 0
Code (D Issues 0 Pull requests 0 Wiki Pulse Graphs Settings
: get the todo list done Labels

Mone yet

Write  Preview MAT B i € D = EVE @ W
Milestone

please fix i Mo milestone
Assignee

Mo one—assign yours

Attach files by dragging & dropping, selecting them, or pasting from the clipboard.

A Styling with Markdown is supported Suhmi@nw issue
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.| larsyde / my-new-test-repository @ Unwatch~ 1 % Star 0  ¥Fork o
¢» Code (D) Issues 1 1l Pull requests 0 EE Wiki 4~ Pulse il Graphs [} Settings
get the todo list done #1 Edit

larsyde opened this issue just now - 0 comments

: larsyde commented just now Owner | Labels

Maone yet
please fix it
Milestone
Mo milestone
: Write Preview BATB | € ¢ = = V= @ N )
Assignee
Mo one—assign yourself
Leave a comment
MNotifications
- A= Unsubscribe
Attach files by dragging & dropping, selecting them, or pasting from the clipboard. You're receiving nofificafions
because vou authored the thread
CA Styling with Markdown is supported Close issue Chnmerﬁ

1 participant

4



Version control systems ADP

larsyde / my-new-test-repository @ Unwatch~ 1 % Star 0 % Fork

<» Code Issues 1 Pull requests 0 Wiki Fulse Graphs Settings

testing repository — Edit

D 1 commit ¥ 1 branch 5 0 releases 1 contributor

Eranch: master = ew pull reques New file = Find file = HTTPS =~ | https://github.com/larsyd [E& [ Download ZII

Switch branchesitags ) )
Latest commit b213beé 3 minutes ag

my test branch ‘ Initial commit 3 minutes ag

Branches = Tags

I Create branch: my test branch

from ‘master

my-new-test-repository

testing repository
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larsyde / my-new-test-repository

<» Code Issues 1 Pull requests © Wiki Pulse

Branch: mytes... ~ my-new-test-repository / README.md

& larsyde Initial commit

1 contributor

3 lines (2 sloc) 44 Bytes

my-new-test-repository

testing repository

Graphs

Settings

ADP

& Unwatch = 1 o Star © Y Fork 0

Find file = Copy path

b213bes 4 minutes ago

Edit this file

Raw Blame History [ @ m
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Il larsyde / my-new-test-repository

<> Code 1) lssues 14 1"l Pull requests 0 EE Wiki A Puls

my-new-test-repository / README.md E2  orcanc

<> Edit file © Preview changes

1~ # my todo 1list

2 1, todo number one
3 2, second todo

- 3. last todo

: Commit changes

creating the todo list

getting it done

® -0~ Commit directly to the my-test-branch branch

2 11 Create a new branch for this commit and start a pull request. Learn more about pull requests.

Commit changes Cancel
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https://github.com/larsyde/my-new-test-repository/pulls

o This repository  Search Pull requests Issues Gist 4+~ _:I:_ -
larsyde / my-new-test-repository @ Unwatch~ 1 % Star 0o ¥ Fork o0
Code lssues 1 i1 Pull requests o Wiki Pulse Graphs Settings

Filters = is:pr is:open Labels Milestones New pull request

U

L i1 0 Open + 0 Closed Author - Labels ~ Milestones ~ Assignee ~ Sort =
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https://github.com/larsyde/my-new-test-repository/compare/master..my-test-branch

o This repository  Search Pull requests Issues Gist
larsyde / my-new-test-repository @ Unwatch ~ 1
<% Code Issues 1 Pull requests 0 Wiki Pulse Graphs Settings

Comparing changes

Choose two branches to see what's changed or to start a new pull request. If you need to, you can also compare across forks.

(N base: master~ ... | compare: my-test-branch ~ |+ Able to merge. These branches can be automatically merged.

pRECE R TNCTEE @ Discuss and review the changes in this comparison with others.

< 1 commit 1 file changed L1 0 commit comments i 1 contributor

Efl Commits on Feb 04, 2016

X larsyde creating the todo list -

Showing 1 changed file with 4 additions and 2 deletions. | Unifi

6 WEEE README.md | < @ Vi

1 -# my-new-test-repository
2 -testing repository

[ TR
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Open a pull request

Create a new pull request by comparing changes across two branches. If you need to, you

(N base: master~ ... compare: my-test-branch ~  + Able to merge. These brancl
: ‘ creating the todo list, fixes #1
Write ~ Preview M~ B | K ¢

getting it done
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cLicdllly uic WwWuUuv 1oL, 1IHATO 71 7o

WX+l N larsyde wants to merge 1 commit into master from my-test-branch

i Conversation 0 < Commits 4 Files changed 1

: larsyde commented just now Owner | &

getting it done
R creating the todo list -

Add mare commits by pushing to the my-test-branch branch on larsyde/my-new-test-repository.

|
This branch has no conflicts with the base branch

Merging can be performed automatically.

k- Hergewll GG Y ou can also open this in GitHub Desktop or view command line instructions.
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creating the todo list, fixes #1 #2

(WX+T-TN W larsyde wants to merge 1 commit into master from  my-test-branch

L Conversation 0 < Commits 4 Files changed 1

: larsyde commented a minute ago

getting it done

R creating the todo 1list ---

Add more commits by pushing to the my-test-branch branch on larsyde/my-new-test-repository.

Chwn

|
: Merge pull request #2 from larsyde/my-test-branch

creating the todo list, fixes #1

¥~ Confirm mprge Cancel

ADP
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creating the todo list, fixes #1 #2

(WA GGl larsyde merged 1 commit into master from  my-test-branch just now

(& Conversation 0 < Commits 4 Files changed 1

: larsyde commented a minute ago Owner

getting it done

X creating the todo list -

[

@ A& larsyde merged commit 3bfb48@ into master just now Revert

@ Avoid bugs by automatically running your tests.

Continuous integration can help catch bugs by running your tests automatically.
Merge your code with confidence using one of our continuous integration providers.

Learn more x

Pull request successfully merged and closed i# Delete branch

You're all set—the my-test-branch branch can be safely deleted.
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| https://github.com/larsyde/my-new-test-repository/issues7g=1s%3Aissue+is%3Aclosed

o This repository Search Pull requests Issues Gist

! larsyde / my-new-test-repository

&:He (D Issues 0 i1 Pull requests 0 EE Wiki A~ Pulse Lili Graphs

Filters = is-issue is: closed Labels Milestones

E Clear current search query, filters, and sorts

I (@ 00pen + 1Closed Author +

| (¥ getthe todo list done
#1 opened 12 minutes ago by larsyde

7 ProTin! Notifv someone on an issue with a mention. |
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1. First, update your packages.

sudo apt uwpdate

2. Next, install Git and GitHub with apt-get

gsudo apt-get install git

3. Finally, verify that Git is installed correctly

git --version

4. Run the following commands with your information to set a default
username and email when you're going to save your work.

git config --global user.name "MV Thanoshan”
git config --global user.email "example®mail.com”

https://www.freecodecamp.org/news/the-beginners-guide-to-git-github/
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Once you have the address of the repository, you need to use your terminal.
Use the following command on your terminal. When you're ready you can

enter this:

git clone [HTTPS ADDRESS]

This command will make a local copy of the repository hosted at the given

address.

oning into "My-GiltHub-Project ...
remote: Enumerating objects: 3, done.
remote: Counting objects: 186% (3/3), done.

remote: Total 3 (delta @), reused @ (delta 6), pack-reused @
Unpacking objects: 100% (3/3), done.

Output message of “git clone” command
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1. “status”: The first thing you need to do is to check the files you have
modified. To do this, you can type the following command to make a

list of changes appear.

git status

hanosl8@lifecompanion:~/My-GitHub-Projects git status
n branch master
four branch is up to date with ‘origin/master’'.

ntracked files:
(use "git add <file>..." to include in what will be committed)

othing added to commit but untracked files present (use "git add" to track)
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2. "add”: With the help of the change list, you can add all files you want to

upload with the following command,

git add [FILENAME] [FILENAME] [...]

In our case, we'll add a simple HTML file.

git add sample.html

thanosig@lifecompanion:~/My-GitHub-Projects
thanosig@lifecompanion:~/My-GitHub-Projects

iit add sample.html
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3. “commit”; Now that we have added the files of our choice, we need to write
a message to explain what we have done. This message may be useful later if
we want to check the change history. Here is an example of what we can put

in our case.

git commit -m "Added sample HTML file that contain basic syntax”

thanosi8@lifecompanion:~/My-GitHub-Project$ git commit -m "Added sample HTML fi
le that contain basic syntax"
[master b234227] Added sample HTML file that contain basic syntax

1 file changed, 12 insertions(+)
create mode 100644 sample.html
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4. "push”: Now we can put our work on GitHub. To do that we have to ‘push’
our files to Remote. Remote is a duplicate instance of our repository that lives
somewhere else on a remote server. To do this, we must know the remote’s

name (Mostly remote is named origin). To figure out that name, type the
following command.

git remote

thanosiB@lifecompanion:~/My-GitHub-Project$ git remote

origin

As you can see in the above image, it says that our remote’s name is origin.

Now we can safely ‘push’ our work by the following command.

git push origin master
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GitHub Corporate Terms of
Service

GitHub Privacy Statement
GitHub Data Protection

Agreement (Non-Enterprise
Customers)

Global Privacy Practices

GitHub Insights and data
protection for your organization
GitHub Sponsors Additional
Terms

GitHub Additional Product Terms

GitHub

English ~~

.

GitHub.com Site policy / GitHub Terms of Service

GitHub Terms of Service 5

Thank you for using GitHub! We're happy you're here. Please read this Terms of Service
agreement carefully before accessing or using GitHub. Because it is such an important
contract between us and our users, we have iried to make it as clear as possible. For your
convenience, we have presented these terms in a short non-binding summary followed by
the full legal terms.

ADP

Q. Search topics, products... I

In this article

Summary

The GitHub Terms of Service
A. Definitions

B. Account Terms

C. Acceptable Use

D. User-Generated Content
E. Private Repositories

F. Copyright Infringement and

LU LN S TN E



Version control systems ADP

Companies & Projects Using Git
FostgreS0L

Google racesook Microsoft ’ Linked[l). NETFLIX % @

[

am ‘& € cnome JDy: {'IS )(
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git

Companies & Projects Using Git

Google Facesook Microsoft , Linked [T}). NETFLIX ?@’ @

P. . r& m "é'GNOME @p‘-- {!S (X‘
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Free

The basics for individuals
and organizations

©

Unlimited public/private repositories

&

2,000 Actions minutes/month
Free for public repositories

&

H00MB of Packages storage

Free for public repositories

&

Community support

$ 0 per month

Create a free organization

MOST POPULAR

Team

Advanced collaboration for
individuals and organizations

Everything included in Free, plus...

Protected branches

Multiple reviewers in pull requests
Draft pull requests

Code owners

Required reviewers

Pages and Wikis

3,000 Actions minutes/month

Free for public repositories

2GB of Packages storage

Free for public repositories

Web-based support

$4 per user/month
Continue with Team

ADP

Enterprise

Security, compliance,

and flexible deployment

Everything included in Team, plus...
Automatic security and version updates
SAML single sign-on

Advanced auditing

GitHub Connect

50,000 Actions minutes/month

Free for public repositories

LOGB of Packages storage

Free for public repositories

EXCLUSIVE ADD-ONS

Token, secret, and code scanning

Premium support

$ 21 per user/month

Contact Sales
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Microsoft acquires GitHub in 2018 for $7.5 billion

u o

Microsoft acquires GitHub
for $7.5 billion
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Microsoft acquires GitHub in 2018 for $7.5 billion

Microsoft's Biggest Deals

Linkedin (2016)
Skype (2011)
GrtHub (2018)
Nokia (2013)
aQuantive (2007)
Mojang (2014)

Visio (2000)

Navision (2002)

Yammer (2012)

Fast Search &
Transfer (2008)

GitHub

In billions. Source: Microsoft SEC filings, GeekWire reporting GEEKWIRE.COM
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Microsoft acquires GitHub in 2018 for $7.5 billion

i1 =

Learning
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Tech

GitHub Users Want to
Sue Microsoft For
Training an Al Tool With
Their Code

By Janus Rose October 18, 2022, 2:02pm

Share:

https://www.vice.com/en/article/github-users-want-to-sue-microsoft-for-training-an-ai-tool-with-their-code/
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So where to put bionformatics software project?



online collaboration ad distribution platforms ADP

So where to put bionformatics software project?




online collaboration ad distribution platforms ADP

So where to put bionformatics software project?

v Gitlab Alternatives

ATLASSIAN

o Bitbucket

{¥> SOURCEFORGE

o Package
BO® - Index

Bioconductor

OPEM SOURCE SOFTWARE FOR BIOINFORMATICS



online collaboration ad distribution platforms ADP

SOURCEFORGE

Some of SourceForge's monetization practices have been met with criticism by
developers and end users

DevShare adware
Project hijackings and bundled malware

Country restrictions



online collaboration ad distribution platforms ADP

{¢» SOURCEFORGE

Some of SourceForge's monetization practices have been met with criticism by
developers and end users

DevShare adware
Project hijackings and bundled malware

Country restrictions




online collaboration ad distribution platforms ADP

=

python

https://colab.research.google.com

Colab, or "Colaboratory", allows you to write and execute Python in your
browser, with

Zero configuration required
Access to GPUs free of charge
Easy sharing
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Basic Local Alignment Search Tool I

IgBLAST 1.8.0 released
BLAST finds regions of similarity between biological sequences. The program
compares nucleotide or protein sequences to sequence databases and
calculates the statistical significance. Learn more

A new version of IgBLAST is now available.

Wed, 15 Nov 2017 16:00:00 EST B More BLAST news.

Web BLAST
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IgBLAST 1.8.0 released

BLAST finds regions of similarity between biological sequences. The program
compares nucleotide or protein sequences to sequence databases and
Learn more

A new version of IgBLAST is now available.
Wed, 15 Nov 2017 16:00:00 EST
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proteome-wide protein quantification
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for high. il MS data. Using correlation analysis and graph theory, MaxQuant detects peaks,
isotope clusters and stable amino acid isotope-labeled (SILAC) peptide pairs as three-dimensional objects in miz, elution time
and signal intensity space. By integrating multiple mass measurements and correcting for linear and nonlinear mass offsets, we
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MaxQuant enables high peptide identification rates,
individualized p.p.b.-range mass accuracies and

1ie-wide protein quantification
datthias Mann

of very large amounts of raw data for peptide identification and protein quanhﬁcatlon is a principal challenge
stry (MS)-based proteomics. Here we describe MaxQuant, an suite of

resolution, quantitative MS data. Using correlation analysis and graph theory, MaxQuant detects peaks,

1d stable amino acid isotope-labeled {SILAC) peptide pairs as three-dimensional objects in miz, elution time
'y space. By integrating multiple mass measurements and correcting for linear and nonlinear mass offsets, we
iracy in the p.p.b. range, a sixfold increase over standard Im:hmqnes We increase the propertion of identified
ctra to 73% for SILAC peptide pairs via t of isotope and missed-cleavage state and
ecision. Mammnl au!nmatl:ally quantifies uveral hundred thousand peptides per SILAC-proteome

lows. i robust i and of =4,000 proteins in mammalian cell lysates.

candidates for MS/MS spectra. Below, we describe the analysis frame-
work and illustrate its performance with SILAC-treated HeLa cells that
were stimulated for 2 h with epidermal growth factor (EGF)™. These
data were obtained by triplicate analysis of 24 peptide fractions from
isoelectric focusing using an [TQ Orbitrap mass spectrometer. We

-based proteomics is much more challenging than
ghput technologi h as microarrays' and
sottleneck in proteomi In one popular format
omics, proteins are enzymatically digested to

analyzed online by liquid chromatography (LC)




online collaboration ad distribution platforms

How to announce bioinformatics software project to

the world?

Shadg*
\(‘.ﬂ'ﬂﬁ 7, 5hal B4, 5hal 39, Shatl
| Sty85
|
[ - UND64, Snp128
| S5e94 4
——— W orelis Sag129, Shal83
"\ Sha1g2| /- Srells % .
Shalfd oo |4~ SN Shalss

: I(rﬁhe-]z / .'\._l‘ \'\ Sty15°
UND79 * . T P
Sty00 s— l " I ‘-L_ She7

A x 4;\\ Shala7?

Shrbg *—
B

a)

Snp76e— \ Sty62, Shal54 AN .
/c Y ar e g M 5j099, Shal51
- 8 Y i v 3N : =
smbl7 " \ B Shal46, Shal3s, UNDS
Snpi9*
g Shal61),
"\.
Y
\u
= UND101
b)

TREEFINDER

-

\ -
\ —~Gyla*
b —
L \ e ;_/d
\ .

ADP



BMC Ecology and Evolution

Home About Articles InReview Submission Guidelines

e s Yy

Retraction Note | Open Access | Published: 05 November 2015

Retraction Note: TREEFINDER: a powerful graphical
analysis environment for molecular phylogenetics

Gangolf Jobb &, Arndt von Haeseler & Korbinian Strimmer

BMC Evolutionary Biology 15, Article number: 243 (2015) | Cite this article

9090 Accesses | 5 Citations | 122 Altmetric | Metrics

o The Original Article was published on 28 June 2004
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Retraction s

The editors of BMC Evolutionary Biology retract this article [1] due to the decision by the r e
corresponding author, Gangolf Jobb, to change the license to the software described in the _

article. The software is no longer available to all scientists wishing to use it in certain ";:j'l ::"L;IDE

territories. This breaches the journal’s editorial policy on software availability [2] which has
been in effect since the time of publication. The other authors of the article, Arndt von
Haeseler and Korbinian Strimmer, have no control over the licensing of the software and

support the retraction of this article.
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. : Education: FirstGlance in Jmol now on YouTube: Intro & Design Goals e e
3ioinformatics.org Submitted by Eric Martz: posted on Wednesday, March 24, 2021 following for their
Aembership (42528+) support:
" I ) . ; . :

: % Ereei FirstGlance in Jmol is the easiest way to understand 3D structures of proteins. There is no command language to
| —“:Tesff'“”a‘ learn. It is much easier than PyMOL. It is easy for students, yet has plenty of power for researchers. Any molecular ||| giofT World
| view in FirstGlance can be rendered as an animation ready to drop into a Powerpoint slide. It takes just a few ||| WEEKLYUPDATE

=G mouse clicks. During the past year, FirstGlance was used >300 times/day on average. The latestindustry

Trankiin Award ) ) news, commentary,
jponsorships A new video on YouTube provides an introduction to FirstGlance in Jmol, and discusses the inspiration for its ; andBIJI_-:PTIIg,I]t_sId
creation, and its design goals: www.youtube.com/watch?v=800g2ASrvnQ rom et
B SUBSCRIBE TODAY

About bioinformatics Slides showing examples of molecular animations created with FirstGlance: docs.google.com/pres|...]=id.p
lioinformatics training

® On-demand courses
® Course hundle

[Become a sponsor]

FirstGlance in Jmol: FirstGlance.Jmol.Org
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CREDITS:

The presentation is partly based on

https://www.freecodecamp.org/news/the-beginners-guide-to-git-github/

https://www.slideshare.net/LarsYdel/version-control-issue-tracking-and-communication

https://guides.github.com/activities/hello-world/

https://product.hubspot.com/blog/qgit-and-github-tutorial-for-beginners

https://www.edureka.co/blog/how-to-use-qgithub/

https://www.freecodecamp.org/news/the-beginners-quide-to-qit-github/



https://www.freecodecamp.org/news/the-beginners-guide-to-git-github/
https://www.slideshare.net/LarsYde1/version-control-issue-tracking-and-communication
https://guides.github.com/activities/hello-world/
https://product.hubspot.com/blog/git-and-github-tutorial-for-beginners
https://www.edureka.co/blog/how-to-use-github/
https://www.freecodecamp.org/news/the-beginners-guide-to-git-github/

Thank you for your time
and
See you at the next lecture

Any other
guestions & comments

lukaskoz@mimuw.edu.pl



Zhu et al. Journal of Hematelogy & Oncology (2024)17:27 Journal of Hematnlcrgy &
https://doi.org/10.1186/513045-024-01543-8

Oncology

ChatGPT's ability to generate realistic -

experimental images poses a new challenge
to academic integrity

Lingxuan Zhu'", Yancheng Lai'f, Weiming Mou®", Hacran Zhang', Angi Lin', Chang Q#, Tao Yang®, Liling Xu',
Jian Zhang'" and Peng Luo"

Abstract

The rapid advancements in large language models (LLMs) such as ChatGPT have raised concerns about their
potential impact on academic integrity. While initial concerns focused on ChatGPT's writing capabilities, recent
updates have integrated DALL-E 35 image generation features, extending the risks to visual evidence in biomedical
research. Qur tests revealed ChatGPT's nearly barrier-free image generation feature can be used to generate
experimental result images, such as blood smears, Western Blot, immunofluorescence and so on. Although

the current ability of ChatGPT to generate experimental images is limited, the risk of misuse is evident. This

https://doi.org/10.1186/s13045-024-01543-8



Realistic experimental images
generated using ChatGPT. (A) blood
smears. (B) immunofluorescence
staining. (C) hematoxylin and eosin
(H&E) staining. (D)
Immunohistochemistry. (E) western blot
Images

https://doi.org/10.1186/s13045-024-01543-8
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