
FIRST STEPS
BioLinux of flash Memory

Download Biol-Linux from 
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Download the ISO file from biolinux download

Download Rufus
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Install Rufus on windows and open . Plug in empty USB flash memory to your laptop/PC :

Note : The USB flash memory should be empty because the previous process the clear all files 
stored on it. 

From Device choose the USB name , press on the CD  icon the  chose the LINUX ISO file which 
you have downloaded and Press START.
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After Finishing of rufus restart your computer .

Try to boot from USB; this depend on your computer type but most PCs press F12 or F10 or F8 
and select the USB drive. The following page will appear.

Choose Try Ubuntu without installing

Note : If boot error contains (gfxboot.c32:not a valid COM32R image) press TAB button on 
keyboard and write live and press ENTER. Such error could appear by bad rufus installation.
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INSIDE BIOLINX

Press on this Icon on desktop:
 

USAGE: This is the documentation home page of BioLinux 

Press on this icon :

USAGE: This is the documentation home page for BioLinux installed software which 
well open in your browser e.g, Google chrome.

About :
 

USAGE: The first option contains documentation for every software by name 
The second option contains programs by category i.e. , Sequence Alignment, or protein 
analysis.
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By Selecting :

Press View Category this would appear :

USAGE: These are different tools for sequence alignment , these tools are already 
installed on BioLinux and you can use.
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SAMPLE DATA

On Desktop you will find this folder :

Open previous folder . The following window will appear :

USAGE: These folders contain different sample data for BioLinux tools as input.

Open the next folder:
 

This window will appear :

   

USAGE: These files are output and input files for tool called “clustalw”. The first three 
files are the input and the last file is the output.
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Press on this file :

This window will appear:

USAGE: These are amino acid sequences in FASTA file format and could be used for 
crustalw input.
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SIMPLE DATA ANALYSIS

On your left side bar press on this icon:

It will open this window :

USAGE: This is the terminal of Linux, its the connection between you and your system 
which you can use to call any tool.
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In previous window write  :

echo hello

Press Enter and the result would be:

USAGE : “echo” is a tool in Linux to print text on the terminal end. 

In previous window write  :

mkdir Desktop/bioinfo

USAGE : “mkdir” is a tool in Linux to create a folder.

Minimize terminal and look at Desktop you well find an empty folder called bioinfo:

Go to SAMPLE DATA FOLDER on Desktop:

Open this folder next :

Using mouse and right click, copy this file :
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Minimize window and open bioinfo folder on desktop and paste the previous file copy :

     
        =>          

Maximize the terminal or reopen:

 
        =>   

Inside the terminal write the following command and press enter:

cd Desktop/bioinfo   
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USAGE : “cd” is a tool in Linux change your current working directory to another .

You will notice that terminal current directory has changed from your home folder e.g. 
“yasmeen” to your target folder “bioinfor”:

 
USING SOME BIOLIUNX TOOLS

I
n terminal write the following command and press ENTER:

clustalw  seqs_for_alignment.fasta

USAGE : clustalw is tool used for sequence alignment (1) . As I showed previously Bio-
Linux has some bioinformtics tools installed ( go to INSIDE BIOLINX section) . These tools 
could be accessed thought terminal.

After pressing ENTER this would happen in terminal:  
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After few seconds the program will finish analysis and terminal would return to normal 
state.

On terminal write the following command and press ENTER:

clear 

 

USAGE : clear is Linux tool to clean terminal window from previous commands outputs.
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Open bioinfo folder you can see the following three files :

USAGE : These files are the input of clustalw program  (seqs_for_alignment.fasta) and 
the ouput files (seqs_for_alignment.aln and seqs_for_alignment.dnd).
Using mouse right click choose to open seqs_for_alignment.aln using Seaview. The following window 
will appear:
 

UASGE : Sea View is a bioinformatics tool to show seqeunce alignment output see their paper (2).
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Click on the seqs_for_alignment.dnd file and choose open with and choose Tree View X , the following
window will open :

 

USAGE : Tree View X is a tool for drawing phylogenetic analysis.
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Using Other tools

Some BioLinux tools need to inputs . The input file and the output destination . For example 
pepstat is a tool you can use to study the amino acid sequence different properties. Using the following 
command 

USAGE: The first word is the program name “pepstat” , the secind is the input file 
(seqs_for_alignment.fasta) and the final is the output file (output.txt).

Click on the output.txt and open you will see the following output:
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Some tools need you to direct their output to out files. For example ; revcomp is tool you can use to 
convert sequences to its reverse complement . 

The first word is the tool name revcomp , the second is the input file name 
(seqs_for_alignment.fasta) and the third “ > ” is the direction sign used to direct the output of the tool
to out file and the final is the output file . If you didn't use the last two words (> and output file name ) 
the tool output (revcomp) will be printed to the terminal window. If you open the REV-OUT.fasta you 
will see the following :
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