
Assignment 1:  Basic Information 
Module

Navigate to geni-act.org

http://geni-act.org/


Select current classes after logging in



When you have logged into GENI-ACT, and selected “Current Classes”, you will 
see a list of classes in which you are currently enrolled (your list will look 
different than the example above).  Click on the course in which you want to 
work, and you will see something similar to what is shown in the next slide.



Your team 
selection will 
look different 
than shown here.



The team “Steve Genes” has been selected by clicking on it from the list. 
After selecting the team and clicking “make selection”, you will see the 
list of genes in the assignment as shown in the next slide.



Select the gene on which you wish to work, and then click on “Back to Class”



You will see the list of 
modules.  The locus tag 
of the gene for which 
you are collecting data 
is shown at the top, 
along with the option to 
switch to a different 
gene if desired.

The Basic Information 
notebooks should be 
completed for the gene 
assigned specifically to 
you.



After selecting the Basic Information link, you will be taken to a Google Drive where 
all notebook templates are found.  Select the Basic Information Module.docx



Be sure to download the template and then save in the format “locus tag_basic
information” to your local drive.



Right click on the 
locus tag of the 
gene to open the 
gene information 
page for that gene.



This is the top of the gene 
information page where 
you will see a graphical 
representation of the 
gene under investigation 
in yellow.  The arrowhead 
pointing right indicates 
the gene is on the top 
strand of DNA.  If it 
points to the left the gene 
is on the bottom strand.

The start and ending 
nucleotide coordinates 
are shown as well.



This is the middle section 
of the gene information 
page where you will see 
the “old” locus tag for the 
gene ( if applicable).  

The products sections 
gives the computer 
pipeline prediction of the 
gene product.

The length section gives 
the nucleotide length in 
base pairs / amino acid 
length in amino acids.

The amino acid sequence 
gives the single letter 
code amino acid 
sequence predicted for 
the protein, with an * to 
show the stop codon.



Further down the page 
you will see the 
nucleotide sequence



At the bottom of the page you 
will see contributions made 
by others who may have 
worked on the gene.  
KSED_RS00005 is used 
often as a demonstration 
gene and so there a large 
number of notebooks that 
have been uploaded.  You will 
likely not see any notebooks 
for the genes on which you 
are working.

A good example of a 
completed Basic Information 
Word notebook can be seen 
by selecting KS. Koury –
University at Buffalo (arrow) 
from the list and selecting the 
MT447/547 Spring 2019 
option (arrow in insert 
image).



Completing the Basic Information 
Notebook



An example completed 
notebook section for the 
DNA coordinates section.  In 
this case the gene 
neighborhood image was 
“snipped” and  added along 
with a text explanation of the 
meaning of the coordinates.

Had the gene been on the 
bottom strand, the 
coordinates would have been 
presented in the same way, 
but the word complement 
should be inserted in front of 
the coordinates (indicating 
the 5’ end of the gene is to 
the right on the bottom 
strand of the DNA)



An example completed notebook 
section for the nucleotide sequence  and 
nucleotide sequence length.

A FASTA header is added to allow you 
to keep track of your sequences as you 
plug them into the modules that follow.

FASTA format uses a first line to give 
information about the sequence that 
follows. The line must begin with a “>” 
and end with a “return” to start the 
sequence on a new line.  Any 
information that follows the > on the 
line will not be used when the sequence 
information is submitted to a database 
for a search.

FASTA formatting  allows you to keep 
track of the sequences you are working 
with and will be used routinely during 
your annotations.



An example completed 
notebook section for the 
amino acid sequence  
and amino acid 
sequence length.

A FASTA header has 
also been added to the 
amino acid sequence 
and the * has been 
omitted from the amino 
acid sequence found on 
the gene information 
page.



Have your instructor review your 
notebook after completion

Once your instructor feels the notebook has 
been completed correctly to the best of 
their knowledge, upload the notebook to 

your geni-act assignment as follows.



After your notebook has 
been saved and reviewed for 
accuracy, return to the Basic 
Information assignment for 
your gene in GENI-ACT. 

Upload the reviewed 
notebook by clicking the 
“Choose File” link (arrow) 
and selecting the notebook 
you wish to upload (note the 
file naming nomenclature in 
the file to be uploaded in 
this image.

Click ”Submit” to upload the 
file



You will see the file you uploaded below the file submission window.  Check back at  
regular intervals to see if any feedback has been provided (i.e., suggestions for 
correction of data submitted).  If feedback has been provided you will see a comment 
appear in your Basic Information assignment.  You can then make he corrections, delete 
your original file and then upload the edited version of the notebook.

If the notebook is reviewed and not found to have any errors your GENI-ACT mentor 
will recommend it for review and inclusion as a contribution credited to you on the gene 
information page of the gene.


