Advice to Teachers
1.
The resources for this task are:

· PowerPoint presentation to support teaching the concepts and introduce the task

· Worksheet intended to be printed and distributed to each student

· Data file containing the relevant ND5 sequences

· Web link to the Biology WorkBench website
2.
The task was designed to be run at school under the supervision of the teacher either in a computer pod equipped with a data projector or in a classroom equipped with a data projector and each student operating their own laptop with internet access.  
3.
The task was designed to run during a 50-minute lesson. 
4.
The instructions in the worksheet allow the students to guide themselves through the task.  

5.
The task is divided into 2 parts. The first part is an introduction to molecular homology and the application of nucleotide sequence data to constructing rooted and unrooted phylogenetic trees.  
6.
The second part involves the use of nucleotide sequences to generate a phylogenetic tree for the Hominoidea using the Biology WorkBench.  Sequences from the Cercopithecoidea (Old World monkeys) are also included to enable the Phylip program in Biology WorkBench to anchor the rooted tree of the Hominoidea, however, the positions of the Old World monkeys in the tree are not the subject of the study.  
7.
It is recommended that the teacher opens a communal Biology WorkBench account for the students before commencing (see below for details).  The one user name and password can be supplied to all the students.

8.
The Biology WorkBench offers three formats for the presentation of menus and commands (see below for details).  The task was written and presented in the worksheet using the third format shown below with commands presented as options in a drop-down menu.  For convenience, GTAC recommends using this format with the task.  If the format unexpectedly changes for all users during a communal class session, it is because one of the users has inadvertently clicked on the Biology WorkBench banner.  The format can be restored by any user clicking on the Biology WorkBench banner until the desired format reappears (see below).  

Using the Biology Workbench Version 3.2
Access

Access the website at http://workbench.sdsc.edu.
Registering for a free account

Registering for an account in the Biology Workbench is straightforward.  Simply click on the Register button on the home page.  This will take you to another page which will require you to supply your name, e-mail address, a single-word user name, and a password.  Once these details are submitted, you will be redirected to enter the Biology Workbench and your account is immediately ready to use.  At any time after this session, whenever you access the Biology WorkBench, you simply click on Enter the Biology Workbench on the home page and enter your user name and password.
All accounts are equal in the Biology WorkBench, so students can register their own free account or, if teachers prefer, they can register a communal one for the whole class to use.  In the latter case, all students in the class use the same user name and password and students can enter and use the account simultaneously.  
Biology WorkBench Formats
The Biology WorkBench offers three formats for the presentation of menus and commands (“tools”).  The same tools are available in all formats but they differ in their presentation and execution.  The user can rotate through these formats by clicking onto the Biology WorkBench banner:
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If your account has not been used since December 1, 2009, all of the data within it has been moved to long-term storage, as the Biology Workbench can only work with a mited mumber of users simuitancously. Your username/password combination is sl reserved, and
your old data should be available via the Restore Sessions tool n the Session Tools section.

We have removed RPS Blast from our system, as it was no longer working in our system. There are no plans on bringing it back. Many other programs (for example HMMPFAM) can be used to compare a sequence to domain or motif databases.

The Genpept and TEEMBL (UniProt) databases are no longer available on the Biology Workbench, as they are mostly redundant to the protein translations available in the Genbank divisions, and our disk space is at  premium. The SwissProt portion of UniProt s stil
available.

By request, we have added the Genbank ENV (Environmental Sample Sequences) database. The Genbank EST, GSS, and HTG divisions have been removed from the Biology Workbench. They required a large amount of resources, yet were getting very litle usage
The Next Generation Biology Workbench (NGBW) is now avaiable for public use, in its v.1.6 full production release. Please visit the NGBW at sy ngbvw org, and provide feedback. Some of the new features that the NGBW contains are:

+ Tmports data from the current Biology Workbench
+ Full support for modeling and visualization of biological structures, including an intergrated tool (Si
+ The abilty to save and view input, parameter, and output ils for all jobs that are run

+ New phylogenetic tree inference tools (from Phylip)

+ Multiple clickable folders for organizing projects

+ MFold for RNA structure prediction
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The three formats are as follows:
(1) Format with Run button.  In this format, tools are selected from the drop-down menu and executed by clicking on either of the Run buttons:
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 (2) Format with tools presented as individual buttons:
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(3) Format with tools presented as options in a drop-down menu:
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Important Note:  The accompanying task has been written and presented in the worksheet using the third format (i.e., showing tools as options in a drop-down menu).  For convenience, GTAC recommends using this format with the task.  

