Biostat 212, Summer 2009

  Due 8/18/09


Lab 2

Do and Log files are essential for documenting your work with Stata.  The rest of our Stata labs and the Final Project, therefore, require use of these files (you will turn in a Do or Log file for each of these assignments).  The purpose of this Lab is for you to get comfortable with Do and Log files so you can focus on the content when you tackle Lab 3, which is fairly long and challenging.  Part 1 of this exercise will show you how to create and use Do files; Part 2 will show you how to create and use Log files; Part 3 will show you how to use Do and Log files together (by creating a Log file from within a Do file) and give you some tips about making them most useful and convenient.  

The Lab 2 product you will turn in electronically will be the Do file created in Part 3.  The TA’s will run each Do file and correct the log file it generates, so MAKE SURE IT RUNS PROPERLY!  And please use the standard do/log file format, including naming conventions, so the TA’s can keep all these files straight.  We expect you to use this standard format for every subsequent Stata assignment including the Final Project.

Special note for MacIntosh users – Almost all Stata commands work equally well on Macs and PC’s, but because the do and log file commands create and access files using your operating system (which is a bit different for Macs), we provide a separate “* - Mac Addendum” for this exercise only – see attached.

Part 1 – Do files

1. Load the “Coronary Calcium.dta” file.  Type tabulate dm (or just tab dm) to calculate the proportion of persons with diabetes in the dataset, then tabulate smoke and then tabulate chol (as if you were doing calculations for a Table 1 in a paper).  Great, but will you remember this?  Will you be able to replicate it?  What if it is much more complicated?

2. Now open the Do file editor using the button (6th from the right in Stata 11).  This is just a very simple text editor that does not “wrap” (you don’t go to the next line until you hit return, no matter how long the command).  You can also use Word or some other program to create do files, but I don’t recommend it – the formatting often gets in the way.  In Stata 11, keywords and commands (and “comments”, see Step 16) are a different color than other text, a nice feature that will help you avoid errors.
3. Type in the three tabulate commands you just used into the Do file editor, each on a different line.  Now push the right-hand button on the Do file editor (looks like a piece of paper with writing on it), and look at the Results window.  The three commands were entered sequentially into Stata just as if you had entered them manually.  This is all that a Do file is – a list of commands!

4. Create a folder called biostat212 in C:\data (* - Mac users see Addendum), and save this simple Do file using the Menu: File/Save or the disc button on the Do file editor.  Name it “Lab2_PletcherM.do”, substituting your name for mine.  Now close it.  NOTE: if you are using terminal server, use the M: drive instead of the C: drive when you create a biostat212 folder (and substitute M:\biostat212\ for the cd command in the template below, etc).

5. You can run this do file in 3 ways – by opening it in the Do file editor and pressing the Do button (as in step 3), by double-clicking the file icon, or by using Menu: File/Do.  Try Menu: File/Do, browsing to find your “Lab2_PletcherM.do” file, and hit OK.  A record of how you did your analysis (what commands you used) is now saved for you, and you can replicate the analysis whenever you like.  But note that the output is not saved…

Part 2 – Log files

6. Type log using “Lab2_PletcherM.log” (“M:\Lab2_PletcherM.log” if you are using Terminal Server), substituting your name for mine.  You should see this output:

. log using "Lab2_PletcherM.log"

---------------------------------------------------------------------------------------------

      name:  <unnamed>

       log:  C:\data\Lab2_PletcherM.log

  log type:  text

 opened on:   5 Aug 2009, 10:15:54


which tells you that Stata just created a log file file called “Lab2_PletcherM.log”, and placed the file in the folder called “data” on the C: drive – pathname “C:\data\”* (or on “M:\” if you are using Terminal Server).  The type of log you created was a plain text log (as opposed to a special, Stata-formatted log which you could have created by typing log using Lab2_PletcherM.smcl), and Stata will also tell you the date and time it was opened.  Now type display 2+2 (Stata will display the answer).  Now type log close and exit Stata.
7. Browse to C:\data\ (or M:\) and open “Lab2_PletcherM.log”.  Everything that was displayed in the Results window between the time you opened and closed the log is in that file. That’s what a log file is!

8. Back in Stata, try typing log using “Lab2_PletcherM.log”.  Stata won’t let you open a log with the same name in the same place unless you add the replace option, like this: log using “Lab2_PletcherM.log”, replace.  Do it.  Now try doing it AGAIN (without first closing it) – Stata won’t let you do open any log file when one is already open.  Now close the log.

9. This time, open the log with the log button (4th from the left, looks like a spiral notebook in Stata 11).  The dialog box says, “Begin Logging Stata Output”, and wants you to specify a file name and location where the log will be saved.  Browse to the same location (C:\data\)*, change the file type to “Log (*.log)”, enter filename “Lab2_PletcherM.log”, and hit OK.  You will now be presented with the option of either OVERWRITING the log (replacing the log file with a new one), or APPENDING to the end of the existing log file.  Appending might sometimes be useful, but for documenting analyses, it’s usually best to replace, so choose overwrite and hit OK.  Enter display 2*3.  Now hit the log button again.  Because there is a log already open, you get a different dialog box, asking if you want to CLOSE or SUSPEND the log (both of which might be useful) – choose “close” and hit OK.  Experiment with “.smcl” log files (as opposed to “.log”).  They are pretty, but require Stata to open, so I don’t use them.

10. Note you can create a log file anywhere on your computer, including on a floppy disc or USB drive either using the button and browsing to that location, or entering the pathname\filename (e.g. log using “A:\Lab2_PletcherM.log”)*.  You can also change the default folder from “C:\data\” to anything you like using the cd command*.  Change your default folder to the biostat212 folder you created in step 4 with this command: cd “C:\data\biostat212\”.  Now open a log in that folder by typing log using Lab2_PletcherM.log, replace (with your name, not mine) and note where Stata puts the log file* (Mac users see Mac Addendum).

11. Make sure your log file is open, and that “Coronary Calcium.dta” is loaded.  Enter your three tabulate commands from Step 1.  Now set more off, and then list, and then log close.  Now look at the log file and compare with the Results window on Stata – note that we have a COMPLETE record of the tabulate and list outputs in the log file, but only a very truncated version (part of the list, no tabulate output) in the Results window.  This is one major reason for using log files.

Part 3 – Using Do and Log files together

12. The trick here is to open a log file WITHIN a do file.  Open your do file editor, find your “Lab2_PletcherM.do” file, and now we’re going to add some stuff to the beginning of the file.  First, in order to make sure the log file gets saved in the same place every time, go to your do file and type cd “C:\data\biostat212\” (see Mac Addendum*).  On the next line, type in log using “Lab2_PletcherM.log”, replace.  Now, at the end of your do file (after the 3 tabulate commands), enter, log close.  Put some spaces in there to visually demarcate the analysis portion of your file (the tabulate commands) from the housekeeping portions.   Run your do file a couple of times, correcting things as needed so it works.  Your do file will terminate if there is an error somewhere.  If this happens, or your log doesn’t close for some other reason, then you will have to close the log manually before Stata will open another one for you (we’ll correct this in Step 15).  Once you have your do file running, open your log file again to make sure it records everything as expected.

13. Now, what if you forget what dataset you were analyzing?  Let’s just open it up from within our Do file.  Move “Coronary Calcium.dta” to C:\data\biostat212\, and then add this command to your Do file: use “Coronary Calcium.dta”, clear.  The “, clear” option is useful because otherwise you will get an error if there is a dataset already open.

14. Now set more on in Stata, and add this command to your do file: list in 1/50.  This will list all values of every variable for the first 50 observations.   Run your do file.  You’re going to be stuck hitting the space bar or some other key a bunch of times to get through the command (or you can hit the Break key, and then remember to close your log).  To get around this problem, let’s add set more off to the beginning of your do file, and set more on to the end.  Now run your do file and watch it fly!  Run it again, and again, and again!  Note how easy it is to reproduce your analyses.

15. Now, in order to get rid of that annoying issue of having to close your log file manually if your do file terminates prematurely (before the log close command), let’s make sure no log files are open when we start our do file.  Add this command to the beginning of your do file: capture log close.  That will close any log files that are open; if there are none open, it “captures” the error message that would otherwise be generated and allows the do file to proceed.  Add an error to your do file, run it, erase the error, and run it again.  Try the same without the capture log close command and see what happens.

16. Finally, you should add some text comments into your do/log files in order to remind yourself or communicate with other people what you are doing and why.  Here are two ways to make a comment.  The simplest is this: 

* Anything on this line after the * will be printed as a comment.

If you have a comment that is longer than one line, you can put an asterix at the beginning of each line, or you can try this:

/* Anything on this line or beyond 

will be printed as a comment until

this symbol is reached: */

Use Menu: Help/Stata Command…/comments to look up how to use // and ///.
Add a title and some descriptions to your do file using comments.  Make sure it still runs.  Check the log file to make sure it is still doing what you think it is.  The next page shows our standard Do file format – please use this format for this Lab and all subsequent Stata labs.  See notes for additional explanations for three extra commands included in the standard do file format.  Email this do file, complete with the three tabulate commands from Step 1 and the list command from Step 14, to biostat212_section1@yahoo.com (Justin) or biostat212_section2@yahoo.com (Elena).

Standard Do File format

cd "C:\data\biostat212\"

version 11
set more off

clear

set memory 10m

capture log close

log using "Lab2_PletcherM.log", replace

/* 
Lab 2


Mark Pletcher (substitute your name here and for all filenames)

*/

use "Coronary Calcium.dta", clear

***** Analysis (this will change for each lab)

* (add stuff here)

log close

set more on
Notes

There are three additional commands in this do file that I have not explained.  First, the version 11 command let’s Stata know that your program is meant to run in Stata 11, so if a command changes in a later version, the do file will still work.  Second, the set memory 10m command tells Stata to allocate 10 megabytes of memory for Stata’s use.  This is enough to use all the datasets we run in class.  For some very large datasets, it will not be large enough, and you can set it higher.  Look up the set memory command in the help file for more information.  Also, note that you cannot set the memory WHILE you have a dataset loaded – you get an error message.  This is the reason for the third additional command that immediately precedes the set command.  The clear command clears out any dataset that was loaded and allows the set command (and therefore your do file) to run without errors.

* - Mac Addendum

There are only a couple of Stata differences that Mac users need to worry about.  The first is that the file directory for a Mac works a bit differently than a PC.  Therefore, the folders I tell you to create and the cd command will both have to be different for Mac users.  Basically, instead of putting files on the “C:\data\” subdirectory, we will put them in your “Documents” directory within a folder called “Biostat212”.  Here are some translations:

PC Users



Mac Users equivalent
"C:\"




Home directory (also specified by “\users\yourusername”)

"C:\data\"



"~\Documents" – your Documents folder in your home directory

"C:\data\biostat212"

Folder called "biostat212" in your Documents folder
cd "C:\data\biostat212\"
cd "~\Documents\biostat212"
The “~” indicates the use of the Home Directory so you don’t have to specify “/users/yourusername”.

Another minor difference is the opening of log files.  Your Mac may try to open Stata log files with a program called Console, which documents and records all intra-computer communication on your Mac.  If you would prefer to not open log files with Console, select any Stata log file, retrieve the information on this file (the Get Info option after control-clicking), and change the “Open with:” program to TextEdit.  Before closing the information window, select “Change All…” to make sure that all log files will open with TextEdit. You will be prompted to “continue” with making this change.  

Finally, Macs sometimes choke on spaces within file names.  You may need to rename “Coronary Calcium.dta” to “Coronary_Calcium.dta” to avoid errors.

Here is a do file template for Mac Users.  The only difference is the cd command:

cd "~\Documents\biostat212"

version 11
set more off

clear

set memory 10m

capture log close

log using "Lab2_PletcherM.log", replace

/* 
Lab 2


Mark Pletcher (substitute your name here and for all filenames)

*/

use "Coronary Calcium.dta", clear

***** Analysis (this will change for each lab)

* (add stuff here)

log close

set more on

