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Getting Started 
 

About BioInterpreter:  
 

A web based , efficient and easy to use  interpretation tool that gives quick and 
complete interpretation of Microarray data by sig nificantly reducing the analy sis time 
from hours to minutes.  

 

Features 
 

Highlights:  

 

 Helps derive full value of your Microarray study  

 Automated biological analysis of Microarray data: saves weeks without 
compromising on depth of information  

 Web-based, easy to use tool. Specially designed for the users who are most likely 
to be biologist.  

 Only tool providing curated gene expression data.  

 Flexibility to query with more than 12 gene identifier types.  

 Provides more than 15 biological views of the genes viz. function, pathway, 
disease, etc.  

 Biologist friendly: Advanced Excel and database skills not required  

 Comes from Indiaõs first Microarray Company. 

 Attention Microarray users, with Biointerpreter you can now query with your Mouse 
IDs and compare to human data. 

 

Overview:  

 
Your microarray projects generate clusters of hundreds to thousands of 

differentially expressed genes. Even with the help of comprehensive information 
resources and specialized skills, you could spend weeks to derive biological significance  
from these gene clusters. Finally, in the interest of time, the most interesting biological 
significances are picked up, often missing the subtle and not so obvious ones. You might 
worry that you may not have fully realized the value of your microarray da ta.  

 
The Microarray workflow below shows how quickly Biointerpreter performs the biological 
interpretation of differentials as compared to any other tool that typically takes few days 
time to complete the analysis.  
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Here, we understand that the various open source and commercial tools available 
for biological data analysis, provides answers to different pieces of puzzles but when all 
these pieces are combined to make a sense. The result is again a puzzle or confusion. 
The biggest part of the confusion is deriving biological significance using curated and 
comprehensive gene expression and literature data from other studies - is still not 
available from any oth er source or tool.  
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Biointerpreter  

 
Genotypicõs Biointerpreter allows you to confidently analyze your microarray data 
without the issues that you face today.  
 

 Provides 15 different biological views using different parameters like genomic 
location, pa thways, diseases, drug response, and so on. This makes Biointerpreter 
a truly comprehensive resource that would definitely work the best for you.  

 

 Can decipher the significance of a gene list in minutes. This saves you enormous 
amounts of time and effort.  

 

 Allows you to query using diverse gene identifiers (17 different gene ids like 
Affymetrix, Agilent, Genbank, Unigene, etc). Biointerpreter combines the facilities 
provided by multiple tools using any ID type.  

 

 Allows you to drill down to the source of inf ormation, allowing you to quickly 
validate the reliability of the information.  

 

 Allows you to switch between organisms at will,  a unique feature of 
Biointerpreter. For example, for a list of mouse genes, you can view the biological 
significance of homologs genes in human database. 

 

 Helps you to readily identify hot molecules like cancer markers, drug targets etc 
hidden in your list. You will not miss important genes that control key processes.  

 
 

Biointerpreter: Design and Contents 

 
Biointerpreter is design ed based on Genotypicõs more than 6 years experience in 
microarray analysis services. The suggestions and requirements of microarray users 
worldwide have been translated to a highly efficient user friendly product. It contains 
comprehensive and verified an notations from various sequence and annotation 
databases. Contains microarray data tables from over 500 publications and is constantly 
growing. Data curated from over 500,000 Pubmed abstracts and topic specific Databases 
are used to index genes for disease, function, drug associations and other 15 classes. The 
database is updated every month.  
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User registration and Login 
 

Login Registration  

 
If you are a new user, please register here.  Your Login details will be sent to you on the 
E-mail provided during registration.  
 

Login page  

 
Your email ID is the Login ID, the password is case sensitive.  If the server is busy with 
other requests it will take up 10 seconds for logging into the program.    If the login fails, 
check internet connection by visiting other sites.   If you can reach other websites, try 
logging again.   If the login fails repeatedly, try logging into the  Mirror Server.   If you are 
using a Demo account, verify if you have exceeded the number of logins or the demo 
period is completed.   You can always write to biointerpreter@genotypic.co.in  to obtain a 
new demo login or purchase a subscription.  
 
Existing users login here 
New user? ð Register here 
 
This is the Biointerpreter Login page. Submit your login information and click Sign  In. 
 

 
 
If the login fails, please follow these steps.  
 

1. Make sure ôAllow Cookiesõ is enabled in your browser. 
2. If you are using demo account, make sure that you have not exceeded the 

maximum login limit, which are 20 or 15 days from the first Activation Da te.  
3. If you cannot remember the password, please write to  

biointerpreter@genotypic.co.in  

http://202.122.17.46/Biointerpreter/
mirror.mht
mailto:biointerpreter@genotypic.co.in
http://202.122.17.46/Biointerpreter/
http://www.genotypic.co.in/home.htm
mailto:biointerpreter@genotypic.co.in
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Searching & Results: 
 
Once you reach the Biointerpreter Query page, you can analyze your gene list with 
Biointer preter. Biointerpreter is an online tool with user friendly web interface.   It is 
biologistsõ friendly too, no special training such as advanced Excel needed to use the 
tool.  
 

 
 
 

Search options  

 
× Gene Identifier  type s 

 
Biointerpreter allows you to query different types of gene Identifiers. The gene 
identifiers could be any one of the following.  
 
 Unigene  
 NCBI Gene ID  
 Gene Symbol  
 Genbank nucleotide accession  
 Genbank protein accession  
 Agilent ID  
 Affymetrix ID  
 Ensembl ID  
 PIR Accession  
 Nucleotide GI  
 Protein GI  
 Swissprot accession  
 Swissprot ID  
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 TIGR ID  
 Searching the Human database with Mouse Agilent IDs, Affymetrix IDs and Gene 

symbol. 
 Searching the Human database with Rat Agilent Ids, Affymetrix Ids and Gene 

symbol. 
 Agilent Chip on Chip IDõs. 

 
You can choose the desired ID type from the drop down menu.  
 
 
× Paste IDs 

 
Copy your gene list and paste in the box provided. For example we have provided some 
ids of different type, to access those ids click Example IDs link.  

Note: The Ids should be separated by carriage return i.e. each ID should be in a separate 
line. The gene identifier type should be unique. i.e. All IDs should be of same ID type.  

 
× Study name  

 
Type the study name in the box provided. (Study name is for your reference, it does not 
change the way program works) 
 
Now click on the ôSubmitõ button. 
 

× P value  

 
P value is the short term for Probability value.  
It tells us about the probability of getting significant result from your list when compared 
to population.  Chi -square test has been used to calculate the P value.  Chi -square is a 
common statistical method used to compare the observed data and expected data. 
Usually P value less than 0.05 considered as significant.  
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× Search Examples  

 
Example 1  
 

 
 
 
Example 2  
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What do I get?  

 
 
 

Summary Window       Result Window  
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Summary Report  
 
Summary report gives the following details:  

  

 Study Name: The study name entered by the user in the previous page.  

 ID type: The type of ID queried by the user.  

 IDs Entered: Number of ids you have pasted in the òPaste idsó textbox 

 Non-redundant Ids: If any id in the list is repeated, the redundancy will be 
removed. Only the unique list of ids will be taken to query the database.  

 Number of genes found: Number of genes found in the database for the ID s 
entered  

 Number of ids not found: Ids not found in the database.  

 The table views can be exported to Excel sheet and can be saved in the computer.  
 

IDs entered:

No. of IDs queried by

the user

No.of genes found in

the database corresponding

to gene identifiers queried

List of unique identifiers

queried

List of gene identifiers 

not found in the database
 

 
The user can view the list of genes found in the database by clicking òNumber of Genes 
Foundó button . It displays the genes found with symbols and gene name. Unigene in 
this page is linked to detailed annotation of the corresponding gene.  
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Result Categories  

 
The biological interpretations of the genes by BioInterpreter were represented under 
multiple cat egories. The categories are: 
 

 Function 
 Disease 
 Localization  
 Protein Ligand 
 Gene Ontology 
 Pathway 
 Mutation 
 Hot molecules 
 Chromosome 
 Gene Expression 
 Protein domain 
 Tissue expression 
 Drug response data 
 Phenotype 

 
 
Function : Significant molecular / biochemical  functions associated with the genes 
queried. The list of functions was curated from annotation available in our database.  
 
Disease: Major disease associated with the genes queried.  
 
Localization : Major sub-cellular localization of the gene s in the query list. These sub-
cellular localizations were curated from the updated annotation available in our 
database. 
 
Protein Ligand : A Ligand is a molecule which interacts with a protein, by specifically 
binding to it. A list of significant protein ligands found fo r the genes in the query list are 
presented in Biointerpreter.  Protein Ligand data were retrieved from KEGG Ligand 
database 
  
Gene Ontology : Describes gene products in terms of their associated biological 
processes, cellular components and molecular functions in a species -independent 
manner. 
 
Pathway : Collection of manually drawn pathway maps representing molecular 
interactions and reaction networks for metabolism, human diseases, cellular processes 
etc. These pathway details were obtained from KEGG PATHWAY. 
 
Mutation : A mutation is a change in the DNA sequence of a gene. Mutations in the DNA 
sequence can alter the amino acid sequence of the protein encoded by the gene. The 

http://www.genome.jp/ligand/
http://www.genome.jp/ligand/
http://www.genome.jp/ligand/
http://www.genome.jp/
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table view d escribes list of significant  genes corresponding to various kind of mutation s in 
the query list . 
 
Hot Molecules:  Hot molecules have been categorized into:  
 

i)  Multifunctional  
ii)  Involved in many diseases 
iii)  Expressed under various conditions 
iv) Expressed in various cancer types 
v) Toxicity marker  
vi) Breast cancer marker 

The table view describes the list of analogous genes to these hot molecules.  
 
Chromosome:  A threadlike linear strand of DNA and associated proteins in the nucleus of 
eukaryotic cells that carries the genes and functions in the transmission of hereditary 
information.  The table view d escribes the list of chromosome corresponding to the genes 
in the query.  
 
Gene Expression:  Biointerpreter finds the genes which are differentially regulated upon 
disease / experimental conditions.  
 
Protein Domain :  A compact structural domain that is found amongst diverse proteins is 
likely to fold independently within its structural environment . Significant protein domains 
with number of genes supporting the protein domai n in the query list.   
 
Tissue Expression :  Describes list of the significant tissues in which the query genes 
expressed. 
 
Drug Response:  Describes Genes which are differentially regulated for the particular 
drug response condition.  
 
Phenotype :  The observable physical or biochemical characteristics of an organism, as 
determined by both genetic make up and environmental influences. Describes significant 
genes involved in the phenotypic change.  
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Explanation of Results 
 

Viewing the Result Categories  & interpret ation  

 

Pathway  

 
The user can view the Pathways related to queried genes in the pathway table . The 
detailed pathway table is  displayed as below. 
 
Biointerpreter finds the list of pathways with number of genes involved in the pathway in 
the query list  and also the corresponding P value. Number within the square bracket [ ] 
specifies the number of genes in the pathway of the genome. 
 

Pathway

No. of genes 

in the pathway

P-value by 

chi-square test

Logical query 

AND -genes in all the selected pathway

OR-genes in any one of the selected pathway

Select table view to view genes

in the selected pathway

Select pie-chart to view the 

Graphical representation of 

the selected pathways
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The details:  

1) Check box to select the pathways and then to view the genes associated with the 
pathways. User can select a pathway and view the genes associated with that particular 
pathway.  

 
1. Pathway 
2. P value is the short term for Probability value.  
3. It tells us about the probability of getting significant result from your list 

when compared to population.  Chi -square test has been used to calculate 
the P value.  Chi -square is a common statistical method used to compare 
the observed data and expected data.  Usually P value less than 0.05 
considered as significant. Number  of genes in a pathway in the query list is 
compared to t he genes in the same pathway in the genome to generate the 
P-Value. 

4. The entire contents in the current page can be exported to spread sheet. 
Save the file in the local computer.  

5. User can view the genes associated with the pathway.  
 

Select the interested pathway

Select ñANDòto view the genes which are

present in all the selected 

Pathways Select ñORòto view the genes present 

in any of the selected pathway

Select table view to

view the genes

in the selected pathway

Select pie-chart to view the 

Graphical representation of 

the selected pathways

 
 
 

a. Select the check box(es) of interested pathway(s)  
b.  Select the òTable viewó button at the right bottom  
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Biointerpreter allows you to find genes which are associated with all the selected 
pathways. Refer the above fig.  
 
Here is how: 

a. Select the Pathways by clicking on the corr esponding check boxes. 
b. Select the AND radio button at the left bottom of the page.  

               c. Select the òTable viewó button 
 

The list of genes associated with pathway selected will be displayed below the pathway 
results with the following annota tion:  
 

 Query ID 

 Unigene ID with link to detailed annotation  

 Gene Name 

 Gene symbol 

 Pathway ID (KEGG ID) with link to KEGG website 

 Pathway name 
 
In the above figure, the user has selected Regulation of actin cytoskeleton and cell 
communication . We can get th e genes which are involved in both the pathway by 
clicking on the table view. (Refer the table given below)  
 

 
 
Unigene ID column is linked to detailed annotation for the gene. Biointerpreter has 
comprehensive, frequently updated  annotation for the genes. Pathway  ID is linked to 
corresponding pathway in KEGG database. 
 
If you click on  hsa04612  it will go to corresponding pathway in the KEGG database.  
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Similarly, we can get the genes which are associated with any one of the selec ted 
pathways: 
 

i)  Select the pathway by clicking on the corresponding check box.  
ii)  Select the OR radio button at the bottom  
iii)  Click the ôTable Viewõ button. 

 
Biointerpreter displays the genes which are associated with a ny one of the selected 
pathways in the  result window . 
 
To view the Pie Chart for the selected pathways:  
 

i)  Select the pathways.  
ii)  Click the ôPie Chartõ button.  
 

Biointerpreter displays the pie chart on result window  
 

 
 
 
Number in the square bracket [ ] shows the number of ge nes involved in the pathway in 
genome. 
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Function  

 

 
 
Biointerpreter finds list of functions that are over represented in query gene list. The 
details are   
 
ɻ    Function 
ɻ    Number of genes involved in the function in the query  
 

 
The number in t he square bracket [ ] specifies the number of genes involved in the 
function s in the genome.  
 
To view the genes involved in a function:  
 

i)  Select the Function by clicking the corresponding check box.  
ii)  Click the Table View button.  

 
The list of genes associated with function selected will be displayed at the result window  
with the following information:  
 

 Query ID 

 Unigene ID with link to detailed annotation  

 Gene Name 

 Gene symbol 

 Function 
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To view genes involved in all the selected functions:  
 

i)  Select the Function s by clicking on the corresponding check boxes.  
ii)  Select ôANDõ radio button at the bottom. 
iii)  Click the ôTable Viewõ button. 

 
 

 
 
In the above figure, the user would like to view the genes involved in both Angiogenesis 
and Antigen Processing & Presentation . Biointerpreter finds the genes involved in both 
of the functions and report s in the result window . 
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Number of related keywords of the function found in the comprehensive annotation of 
the gene is displayed under each function. This number is hyperlinked to  get detailed 
annotation of the gene. Related keywords for the function will be highlighted in the 
detailed annotation.  
 
For example, in the above figure,  
 
2 related keywords of òAngiogenesisó were found in Hs.109225. 
 
2 related keywords of òAntigen proces sing and Presentation ó were found in Hs.111779. 
 
If you click on Angiogenesis found in Hs.109225  it will give you detailed annotation for 
Hs.109225. 
 

 
 
To view genes involved in any one of the selected functions:  
 

i)  Select the Functions by clicking on the c orresponding check boxes. 
ii)  Select ôORõ radio button at the bottom. 
iii)  Click the ôTable Viewõ button.  

 
List of genes involved in any one of the function will be displayed at the result window . 
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To view the pie chart for the selected functions:  
 

i)  Select the Functions.  
     ii)       Click the ôPie chartõ button 
 

 
 
 
Number in the square bracket  [ ]  shows the number of genes involved in the function s in 
the genome. 
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Gene Expression  

 

 
 
Biointerpreter generates the gene expression results in the above format.  

i)  Expression condition - Gene expression condition of the genes in various stages. 
ii)  Up - Number of up regulated genes in the query list in the corresponding gene 

expression condition.  
iii)  Down ð Number of down regulat ed genes in the query list in the corresponding 

gene expression condition.  
iv) Both ð Number of genes which are up and down regulated in the corresponding 

gene expression condition.  
v) P value 
vi) Number in the square bracket [ ] is the specified number of genes in t he 

genome differentially regulated for the corresponding gene expression 
condition.  
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To view the genes which are differentially regulated for the particular gene 
expression condition  
 

 
 

i)  Select the gene expression condition.  
ii)  Click on the Tabl e View button.  
 

List of genes which are differentially regulated in the selected gene expression conditions 
will be displayed in result window . Each gene is supported by the type of regulation with 
number of sub-conditions available for the particular gene  expression condition. 
 

 
 
In the above figure, for Hs.19192 under metabolism  condition the result is Up-1. 
It specifies  that Hs.19192 is up regulated in metabolism .  
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Note: ôNoneõ indicates no data available for the gene under the particular gene 
expression condition.  
 
To view the gene expression data in detail click  on Up-1 you will get the following gene 
expression details at the bottom of the page.  
 
Unigene ID ð Linked to Unigene 
PMID - Articleõs Pubmed ID from which the data has been curated. PMID is linked to 
corresponding article in Pubmed.  
Experiment ð Experiment details.  
Condition ð Condition in which the genes are expressed.  
Regulation  ð Type of regulation  
 

 
 
To view the genes which are differentially regulated in all the gene expression 
conditio ns 
 

i)  òSelect alló the gene expression conditions. 
ii)  Select ôORõ radio button at the bottom.  
iii)  Click the ôTable Viewõ button. 
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Genes which are differentially regulated in all the selected gene expression conditions 
will be displayed at the result window . 
 
 
To view the Pie Chart  
 

i)  Select the gene expression conditions 
ii)  Select the desired regulation type (Up / Down / Both) from the pull down menu 

at the bottom  
iii)  Click the ôPie Chartõ button. 

 

  
 
 
Number in the square bracket [ ] specifies  number of genes in the genome differentially 
regulated for the corresponding gene expression condition.  
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Drug Response 

 

 
 
Biointerpreter generates the drug response results in the above format.  
 

i)  Drug ð Type of drug treatment  
ii)  Up - Number of up regulated genes in the query list in the corresponding drug 

response condition 
iii)  Down ð Number of down regulated genes in the query list in the corresponding 

drug response condition 
iv) Both ð Number of genes which are up and down regulated in the correspon ding 

drug response condition.  
v) P value 

 
Number in the square bracket [ ] specifies number of genes in the database differentially 
regulated for the corresponding drug response condition.  
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To view the genes which are differentially regulated for the partic ular drug response 
condition  
 

i)  Select the Drug response condition.  
ii)  Click on the Table View button.  

 

 
 
List of genes which are differentially regulated in the selected drug response conditions 
will be displayed in the result window . Each gene is supported by the type of regulation 
with number of sub -conditions available for the particular gene expression condition.  
 

 
 
In the above figure, for Hs.108029 under Response to Cancer drugs  the result is Down-1 
It specifies  that  Hs.108029 is down regulated in Response to Cancer drugs. There is one 
sub-condition under Response to Cancer drugs in which the gene is down regulated.  
 
Note: ôNoneõ indicates no data available for the gene under the drug response condition. 
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To view the sub-conditions, Click on the Down-1 .You will get the following gene 
expression details at the bottom of the page.  
 Unigene ID ð Linked to Unigene 

PMID - articleõs Pubmed ID from which the data has been curated. 
PMID is linked to corresponding article in Pubmed.  

 Experiment ð Experiment detai ls 
 Condition  ð Condition in which the genes are expressed 
 Regulation  ð Type of regulation  
 

 
 
Biointerpreter provides a way to view all the drug response details for a gene. To view all 
the gene expression details of a gene click on the links in the Unig ene ID in the above 
table. All gene expression data available for the gene will be presented with the 
following information.  
 Unigene ID- Linked to Unigene 
 PMID ð linked to Pubmed  
 Experiment  - Condition summary 
 Condition  ð Experimental condition  
 Regulation -Type of regulation  
 Major classification ð Type of drug treatment.  
 
 
To view the genes which are differentially regulated in all the selected drug response 
conditions : 

i)  Select the drug response conditions.  
ii)  Select ôANDõ radio button at the bottom. 
iii)  Click the ôTable Viewõ button. 

Genes which are differentially regulated in all the selected drug response conditions will 
be displayed at the result window . 
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To view the Pie Chart  
I.  Select the drug response conditions 

II. Select the desired regulation type (Up / Do wn / Both) from the pull down 
menu at the bottom  

III. Click the ôPie Chartõ button. 
 
 

 

  
 
 
Number in the square bracket [ ] specifies number of genes in the genome differentially 
regulated for the corresponding drug response conditio n. 
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Hot Molecules  

 
Hot molecules have been categorized into:  

i)  Multifunctional genes - genes involved in more than 10 functions  
ii)  Involved in many diseases ð Genes involved in more than 8 diseases 
iii)  Expressed under various conditions ð Genes differentially re gulated in more 

than 8 gene expression conditions 
iv) Expressed in various cancer types ð Genes differentially regulated in more than 

8 cancer types 
v) Breast cancer marker 

 

 
 
Biointerpreter generates the hot molecule  results in the above format.  Number in the 
square bracket [ ] specifies number of genes in the database for  the corresponding hot 
molecule category.  
 
To view the gene list in the hot molecule category  
 

i)  Select the hot molecule category  
ii)  Click on the òTable viewó button 

 
The list of genes associated wi th hot molecule category selected will be displayed at the 
result window  with the following information:  

 Query ID 

 Unigene ID with link to detailed annotation  

 Gene Name 

 Gene symbol 

 List of functions under òMultifunctional geneó 

 List of Gene expression conditions under òExpressed under various conditionsó 

 List of cancer types under òExpressed under various cancer typesó 
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Chromosome 

 

 
 
 
Biointerpreter generates the list of the chromosomes for the genes in your query.  
 

i)  Chromosome 
ii)  Number of genes present in the chromosome in the query list  
iii)  P value  

 
 
The number in the square bracket [ ] specifies the number of genes present in the 
chromosome. 
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To view the genes present in a Chromosome:  
 

i)  Select the Chromosome by clicking the corresponding check box.  
ii)  Click the Table View button.  

 

 
 
 
In the above figure, the user would like to view the genes present in Chromosome 4 and 
X. Biointerpreter finds the genes present in the chromosome 4 and X and report s in the 
result window . 
 
The list of genes present in the selected chromosome will be displayed at the result 
window with the following information:  
 

 Query ID 

 Unigene ID with link to detailed annotation  

 Gene Name 

 Gene symbol 

 Chromosome 

 Cytoband 
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To vie w the pie chart for the selected Chromosome:  

i)  Select the Chromosome. 
ii)  Click the ôPie chartõ button. 
 

 
 
 
 
Biointerpreter displays the pie cha rt in the result window .  
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Diseases 

 

 
 
 
Biointerpreter finds list of the significant disease for the query list in the above format.  
 

i)  Disease 
ii)  Number of genes involved in the function in the query list  
iii)  P value  

 
The number in the square bracket [ ] specifies the number of genes involved in the 
disease in the genome. 
 
To view the genes involved in a disease:  
 

i) Select the Disease by clicking the corresponding check box.  
         ii) Click the Table View button.  

 
Biointerpreter will display the genes involved in the particular disease in the result 
window with the fo llowing information.  
 

 Query ID 

 Unigene ID with link to detailed annotation  

 Gene Name 
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 Gene symbol 

 List of possible diseases  
 
To view genes involved in all the selected Diseases:  
 

a) Select the disease by clicking on the corresponding check boxes.  
b) Select ôANDõ radio button at the bottom. 
c) Click the ôTable Viewõ button. 

  

 
 
 
In the above figure, the user would like to view the genes involved in Bladder 
cancer/breast cancer . Biointerpreter finds the genes involved in both of th e disease and 
report s in the result window . 
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Number of related keywords found in the comprehensive annotation of the gene is 
displayed under each disease. This number is hyperlinked to get detailed annotation of 
the gene. Related keywords for the di sease will be highlighted in the detailed 
annotation.  
 
For example, in the above figure,  
 
2 related keywords of òbreast cancer ó were found in Hs.111779. 
1 related keywords of òbladder cancer ó were found in Hs.120759. 
 
To view genes involved in any one of t he selected disease:  
 

i)  Select the Diseases by clicking on the corresponding check boxes. 
ii)  Select ôORõ radio button at the bottom. 
iii)  Click the ôTable Viewõ button.  

 
List of genes involved in any one of the diseases will be displayed in the  result window . 
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To view the pie chart for the selected disease:  
 

ii)  Select the Diseases. 
iii)  Click the ôPie chartõ button. 

                 
Biointerpreter displays the pie cha rt in the result window . 
 
 
 

 
 
Number in the square bracket  [ ]  shows the number of genes involved in the disease in 
the genome. 
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Cellular Localization  

 

 
 
Biointerpreter finds list of the significant sub -cellular localization of the gene products in 
the query list.  
 

i)  Sub cellular localizati on 
ii)  Number of gene(s) localized in the sub -cellular location  
iii)  P value  

 
The number in the square bracket [ ] specifies the number of genes which belongs to the 
particular sub -cellular location in the genome . 
 
To view the genes localized in the sub -cellular l ocation:  
 

i)  Select the Sub cellular Localization by clicking the corresponding check box.  
ii)  Click the Table View button.  

 
Biointerpreter will display the genes localized in the particular sub -cellular localization in 
the result window  with the following information.  
 

 Query ID 

 Unigene ID with link to detailed annotation  

 Gene Name 

 Gene symbol 

 All possible Sub cellular locations  
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To view genes localized in all the selected sub -cellular location:  
 

i)  Select the sub-cellular localization by clicking on the co rresponding check boxes. 
ii) Select ôANDõ radio button at the bottom. 
iii) Click the ôTable Viewõ button. 

 

 
 
 
In the above figure, the user would like to view the genes localized in both Cytoplasm 
and Integral to membrane . Bioin terpreter finds the genes localized in both the 
cytoplasm and integral to membrane and report in the result window . 
 

 



Biointerpreter User Manual  

 

41 

 
Number of related keywords found in the comprehensive annotation of the gene is 
displayed under Cytoplasm and integral to membrane. This  number is hyperlinked to get 
detailed annotation of the gene. Related keywords for the Cytoplasm and integral to 
membrane will be highlighted in the detailed annotation.  
 
For example, in the above figure,  
 
2 related keywords of òCytoplasmó were found in Hs.108029. 
1 related keywords of òIntegral to membrane ó were found in Hs.109225. 
 
To view genes localized in any one of the selected sub -cellular location:  
 

i)  Select the sub-cellular localization by clicking on the corresponding check boxes.  
ii)  Select ôORõ radio button at the bottom.  
iii)  Click the ôTable Viewõ button.  

 
List of genes localized in any one of the sub -cellular localization will be displayed at 
result window . 
 
To view the pie chart for the selected sub -cellular localization:  
 

i)  Select the sub-cellular loca lization.  
ii)  Click the ôPie chartõ button. 
 

Biointerpreter displays the pie chart at the right hand page  
 

 
 
The number in the square bracket [ ] specifies the number of genes localized in the sub -
cellular localization in the genome . 
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Tissue Expression  

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Biointerpreter finds list of the significant tissues in which the query genes expressed in 
the above format.  

i)   Tissue 
ii)  Number of gene(s) expressed in the tissue 
iii)  P value 

 
The number in the square bracket [ ] specifies the number of genes expressed in the 
tissue in the genome.  
 
To view the genes expressed in the tissue location:  
 
i)  Select the Tissue by clicking the corresponding check box.  
ii)  Click the Table View button.  
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Biointerpreter will display the genes ex pressed in the particular tissue at result window  
with the following information.  
 

 Query ID 

 Unigene ID with link to detailed annotation  

 Gene Name 

 Gene symbol 

 All possible tissues 
 
To view genes localized in all the selected Tissue:  
 

i)  Select the tissue by cl icking on the corresponding check boxes.  
ii)  Select ôANDõ radio button at the bottom. 
iii)  Click the ôTable Viewõ button. 

 

 
 
Number of related keywords found in the comprehensive annotation of the gene is 
displayed under each tissue. This number is hyperlinked to get detailed annotation of the 
gene. Related keywords for the tissue will be highlighted in the detailed annotation.  
 
For example, in the above figure,  
 
1 related keyword of òBloodó was found in Hs.108029. 
1 related keyword of òBladderó was found in Hs.109225. 
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To view genes expressed in any one of the selected tissue:  
 

i)  Select the tissue by clicking on the corresponding check boxes.  
ii)  Select ôORõ radio button at the bottom. 
iii)  Click the ôTable Viewõ button.  

 
List of genes expressed in any one of the tissue w ill be displayed in the  result window . 
 
To view the pie chart for the selected Tissue:  
 

i)  Select the tissue.  
ii)  Click the ôPie chartõ button. 
 
Biointerpreter displays the pie chart in the result window . 

 

  
 
The number in the square b racket [ ] specifies the number of genes expressed in the 
tissue in genome. 
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Cancer Gene Expression  

 
 
 
 
 
 
 
 
 
 
 

 
 
 
 
 
 
 
 
 
Biointerpreter generates  the cancer gene expression output shown in the above format.  
 
To view the genes differentially regulate d in the cancer types  
  i) Select the cancer types  
 ii) Select ôANDõ radio button at the bottom. 
iii) Click the ôTable Viewõ button 
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List of genes which are differentially regulated in the selected cancer type will be 
displayed in result window . The type of regulation (Up or down) for the gene under the 
specific cancer type will be given.  
 
In the above figure, for Hs.171695 under Blood tumor  the result is Up 
 
It specifies Hs.171695  is up regulated in blood tumor.  
 
Note: ô-õ indicates no data available for the gene under the cancer type.  
 
To view the genes which are differentially regulated in all the selected cancer types  
 

i)  Select the cancer types.  
ii)  Select ôANDõ radio button at the bottom. 
iii)  Click the ôTable Viewõ button. 

 
Genes which are differentiall y regulated in all the selected cancer types will be displayed 
in the  result window . 
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To view the Pie Chart  
 

iv)    Select the cancer types  
v)  Select the desired regulation type (Up / Down / Both) from the pull down menu 

at the bottom  
vi) Click the ôPie Chartõ button.  

 

                   
 
Number in the square bracket [ ] specifies number of genes in the genome differentially 
regulated for the corresponding cancer type.  
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Gene Ontology  

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Biointerpreter gives  you list of significant Gene ontology with number of genes supporting 
the Gene ontology in the query list. Number within the square bracket [ ] with Gene 
ontology specifies the number of genes supporting the Gene ontology in the genome.  
 
To view the genes involved in the particular Gene ontology : 
 

ii)  Select the Gene ontology by clicking on the corresponding check box.  
iii)  Click the Table View button.  

 
The list of genes associated with selected gene ontology will be displayed at result 
window with the following in formation:  
 

 Query ID 

 Unigene ID with link to detailed annotation  

 Gene Name 

 Gene symbol 

 Gene Ontology ID (GO ID) with link to Gene Ontology database. 

 Gene ontology Name. 
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Biointerpreter allows you to find genes which are associated with all the selected Gene 
ontology.  
 
Here is how: 
 
a) Select the Gene ontology by clicking on the corresponding check boxes.  
b) Select the AND radio button.  
c) Click the ôTable Viewõ button.  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
In the above figure, the user has selected nucleus  and cytoplasm . We can get the genes 
which are involved in both the Gene ontology by clicking on the table view. (Refer the 
table given below)  
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Link in the Unigene ID column will lead the detailed annotation  for the gene. 
Biointerpreter has comprehensive, frequently upd ated annotation for the genes. Gene 
Ontology ID is linked to corresponding gene ontology in Gene ontology website.  
 
Similarly, we can get the genes which are associated with any one of the selected 
pathways: 
 

a) Select the Gene ontology by clicking on the corresponding check box. 
b) Select the OR radio button at the bottom  
c) Click the ôTable Viewõ button. 

 
Biointerpreter displays the genes which are associated with any one of the selected gene 
ontology, on result window . 
 
To view the Pie Chart for the sele cted pathways:  
 

iii)  Select the Gene Ontology. 
iv) Click the ôPie Chartõ button.  
Biointerpreter displays the pie cha rt on result window . 
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Protein Domain  

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Biointerpreter gives you list of significant protein doma ins with number of genes 
supporting the protein domain in the query list. Number within the square bracket [ ] 
with protein domain specifies the number of genes supporting the protein domain in the 
genome. 
 
To view the genes involved in the particular prot ein domain:  
 

ii)  Select the Domain by clicking on the corresponding check box.  
iii)  Click the Table View button.  

 
The list of genes associated with the selected protein domain will be displayed at result 
window with the following information:  
 

 Query ID 

 Unigene ID with link to detailed annotation  

 Gene Name 

 Gene symbol 

 Protein domain ID (SMART ID) with link to SMART database 

 Protein domain 
 
Biointerpreter allows you to find genes which are associated with all the selected Protein 
domains. 
 
Here is how: 
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a. Select the Protein Domain by clicking on the corresponding check boxes.  
b. Select the AND radio button.  
c. Click the ôTable Viewõ button.  

 
 
 
 
 
 
 
 
 
 
 
 
 
In the above figure, the user has selected Immunoglobulin and Homeodomain . We can 
get the genes which have both th e protein domain by clicking on the table view. (Refer 
the table given below)  
 

 
 
Link in the Unigene ID column will lead the detailed annotation  for the gene. 
Biointerpreter has comprehensive, frequently updated annotation for the genes. 
ProteinDomain ID is linked to corresponding protein domain in SMART database. 
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Similarly, we can get the genes which are associated with any one of the selected protein 
domains: 
 

i)  Select the protein domain by clicking on the corresponding check box.  
ii)  Select the OR radio butt on at the bottom  
iii)  Click the ôTable Viewõ button. 

 
Biointerpreter displays the genes which are associated with any one of the selected 
protein domain, on result window . 
 
To view the Pie Chart for the selected pathways:  
 

iv)  Select the protein domain.  
v)   Click the ôPie Chartõ button.  
 
Biointerpreter displays the pie cha rt on result window . 
 

 
Number in the square bracket [ ] shows the number of genes have the particular protein 
domain genome. 
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Ligand Binding  

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 
 
Biointerpreter gives you list of significant protein ligands with number of genes 
supporting the protein ligand in the query list. Number within the square bracket [ ] with 
protein ligand specifies the number of genes supporting the protein ligand in the ge nome. 
 
To view the genes involved in the particular protein domain:  
 

i)  Select the Ligands by clicking on the corresponding check box.  
ii)  Click the Table View button.  

 
The list of genes associated with the selected protein domain will be displayed at result 
window with the following information:  
 

 Query ID 

 Unigene ID with link to detailed annotation  

 Gene Name 

 Gene symbol 

 Protein ligand ID with link to KEGG ligand database  

 Protein ligand  
 

Biointerpreter allows you to find genes which are associated with all the sel ected Protein 
ligands. 
 
Here is how:  
 

i)  Select the Protein Ligand by clicking on the corresponding check boxes.  
ii)  Select the AND radio button.  
iii)  Click the ôTable Viewõ button.  
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In the above figure, the user has selected NAD+ and H+. We can get the genes which 
have both the protein ligand binding sites by clicking on the table view . (Refer the table 
given below) 
 

 
 
Link in the Unigene ID column will lead the detailed annotation  for the gene. 
Biointerpreter has comprehensive, frequently updated a nnotation for the genes. 
ProteinLigand ID is linked to corresponding protein ligand in KEGG ligand database.  
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Similarly, we can get the genes which are associated with any one of the selected protein 
ligands: 
 

iv) Select the protein ligand  by clicking on the corresponding check box. 
v) Select the OR radio button at the bottom  
vi) Click the ôTable Viewõ button. 

 
 
Biointerpreter displays the genes which are associated with any one of the selected 
protein domain, on result window . 
 
To view the Pie Chart for the selected  Ligand:  

 
i) Select the protein ligand.  
ii) Click the ôPie Chartõ button.  

 
Biointerpreter displays the pie cha rt on result window . 

 
 
Number in the square bracket [ ] shows the number of genes have the particular protein 
ligand binding sites in genome.  
 



Biointerpreter User Manual  

 

57 

Mutation  

 
 

 
 
 
Biointerpreter gives you list of significant mutation in the query list. Number within the 
square bracket [ ] with mutation specifies the number of genes supporting the mutation 
type in the genome.  
 
To view the gen es for a particular mutation type:  
 

 
i)   Select the Mutation by clicking on the corresponding check box.  

      ii) Click the Table View button.  
 
The list of genes associated with the selected mutation will be displayed at result 
window with the following i nformation:  
 

 Query ID 

 Unigene ID with link to detailed annotation  

 Gene Name 

 Gene symbol 

 Mutation type with Link to òHuman Gene Mutation Databaseó. 
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Biointerpreter allows you to find genes which are associated with all the selected 
Mutations. 
 
Here is how: 
 

a) Select the Mutation by clicking on the corresponding check boxes.  
b) Select the AND radio button.  
c) Click the ôTable Viewõ button.  

 

 
 
In the above figure, the user has selected Regulatory . We can get the genes which have 
the mutation types by click ing on the table view. (Refer the table given below)  
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Link in the Unigene ID column will lead the detailed annotation  for the gene. 
Biointerpreter has comprehensive, frequently updated annotation for the genes. Mutation 
is linked to corresponding gene in  Human gene mutation database.  
 
Similarly, we can get the genes which are associated with any one of the selected 
Mutation:  
 

1. Select the mutation by clicking on the corresponding check box.  
2. Select the OR radio button at the bottom  
3. Click the ôTable Viewõ button. 

 
Biointerpreter displays the genes which are associated with any one of the selected 
mutation type, on result window . 
 
To view the Pie Chart for the selected Mutation:  
 

 Select the Mutation type.  
 Click the ôPie Chartõ button.  

 
Biointerpreter displays the pie chart on result window . 
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Number in the square bracket [ ] shows the number of genes supports the particular 
mutation type in genome . 
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Phenotype  

 
 

 

 
 
Biointer preter gives you list of significant phenotype found in the query list. Number 
within the square bracket [ ] with phenotype specifies the number of genes supporting 
the phenotype in the genome.  
 
To view the genes for a particular Phenotype:  
 

i) Select the Phenotype by clicking on the corresponding check box.  
         ii) Click the Table View button.  

 
The list of genes associated with the selected phenotype will be displayed at result 
window with the following information:  
 

 Query ID 

 Unigene ID with link to d etailed annotation  

 Gene Name 

 Gene symbol 

 Phenotype ID  

 Phenotype 
 




