
WebTraceMiner Frequently Asked Questions (FAQs) 
 
 
[Question 01]. Are the source codes available for local installation? 
 
At the current stage, we are not ready to release the source codes yet, since releasing 
source codes involves many issues such as detailed documentation, user support, license 
and so on.  However, in the future, we will release the source codes if we have necessary 
resources.  
 
[Question 02]. Who should I contact with, if I have technical questions? 
 
For all technical questions, you can send emails to conifergdb_support@muohio.edu 
For other general questions, you can send emails to conifergdb_info@muohio.edu 
 
[Question 03]. Who can use the WebTraceMiner web service? 
 
A general user can utilize our server anonymously.  All anonymous input and output data 
are store in our server with an unique identifier, which consists of a uniform guest email 
address plus a given date and time stamp (e.g., guest@email.com_070328_111250, 
EmailAddress_YYMMDD_HHMMSS).  For registered users, data are identified 
similarly but with users’ own email address.   
 
[Question 04]. How many trace files I can upload at one time?  
 
Currently, we allow the maximum 50 MB trace files to be uploaded into our server.  This 
should be enough for all trace files from a single sequencing 96-/384 plate.  If you have 
multiple plates, you can use WebTraceMiner multiple times to process relevant data.  
 
[Question 05]. How to download and save data locally? 
 

 



All raw traces files as well as derived files are stored in a specific folder created for a 
given trace processing event.  As shown in the above figure, all the data displayed in four 
views (i.e., Tabulated View, XML View, Fasta View and Color-coded View can be saved 
locally for future exploration.  
 
(1) Tabulated View 
After a user clicks “Sequence Filter”, then a link named “Save to file” will be available to 
save tab-delimited data.  
 

 
 

 
 
(2) XML View 

A user can copy-and-paste to save the entire 
XML page displayed after XML View is 
selected.  
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(3) Fasta View 
There are two different links for “Download Fasta Files”.  One is “Individual Files” and 
the other is “Combined File” (see the left Figure).  Using these two options, a user can 
download all individual fasta files or a combined fasta file.  
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

(4) Color-coded View 
A user can use Brower save function to save the whole 
file as a HTML document. 
 

  
 


