Data Cleaning Midterm Project 2020
Due: August 25, 2020 at 1pm
50 points

The objective of this project is for you to have some hands-on experience cleaning and preparing data for an analysis. There are 3 parts. In Part 1, you will work with baseline data. In Part 2, you will work with follow-up data with repeated measures. In Part 3, you will merge the baseline and follow-up data into one dataset that you would then use for your (theoretical) analysis. 

You must turn in 3 do-files and log-files! Please include your last name in your do-file and log file names, i.e. Lastname_do-file_part1.do and Lastname_log_part1.smcl. For full credit, your do-file should run seamlessly when opened on any computer (HINT: use relative file paths and make sure you submit a clean log file with no error messages).
The [FICTIONAL] data: An HIV vaccine trial randomly assigned participants 1:1 to receive either an active vaccine or a placebo. The first dataset, “HIVvax_baseline.csv”, contain the baseline data on the participants who screened for the study. The second dataset, “HIVvax_followup.xlsx” contain the follow-up data for the participants. Note that these datasets do not have a codebook; make your best guess as to what the values mean where relevant and note your reasoning for your decision.

We want to clean up this dataset to conduct a longitudinal analysis of the study while controlling for baseline demographic factors. To do so, we need to clean up the baseline and follow-up datasets individually, then merge them together to create one dataset with all the variables we need (and drop any variables we don’t need).
PART 1:  (20 pts) 
1) Set up your project folders. Create a parent folder called “hivvax” and include 3 subfolders: “do”, “data”, and “output”.
2) Download the raw data into your data folder. 
3) Create a do-file for cleaning the baseline data. In your do-file, you should:
a. Include a header indicating what the do-file does, who wrote it, when it was created, and what files are the inputs and outputs of the do-file. (1 pts)
b. Set the working directory to your parent “hivvax” folder. (1 pt)
c. Open a log file called “Lastname_baseline_cleaning.smcl” in the “output” folder. (1 pt)
d. Import the “HIVvax_baseline.csv” file. (1 pt)
e. Drop all observations for anyone who did not enroll in the study (1 pt)
f. Create a variable called “age_quart” that categorizes age into quartiles.  (2 pts)
g. Recode any missing values in “sti” to be negative. (1 pts)
h. Generate a new variable called “highrisk” where highrisk=1 if anyone has either ever had a positive STI test (“sti”) OR if they reported having an HIV positive partner (“pospartner”) and 0 otherwise. (3 pts)
i.  What percent of participants in the placebo group are high risk? (2 pts)
j. Convert “alcohol” from a string variable to an ordered categorical variable (where “None/<once a month” is coded as 0). (3 pts)
k. Drop “bmi”, “pospartner”, and “sti”. (1 pt)
l. Save data as “HIVvax_cleanbl.dta”. (1 pt)
m. Close log. (1 pt)
4) Make sure your do-file runs without error and could be run from any computer. (1 pt)

PART 2:  (18 pts)
5) Create a do-file for cleaning up the follow-up data that:
a. Includes a header indicating what the do-file does, when it was created, and what files are the inputs and outputs of the do-file. (1 pts)
b. Sets the working directory to your parent “hivvax” folder. (1 pt)
c. Opens a log file called “Lastname_followup_cleaning.smcl” in the “output” folder. (1 pt)
d. Imports the “HIVvax_followup.xlsx” file. (1 pt)
e. Recodes the hivstatus variable so that 0=HIV Negative, 1=HIV Positive, and .=Excluded Record (missing). (2 pts)
f. Converts “visitdate” from string into date format. (2 pts)
g. Reports how many duplicates there are on “id”. (1 pts)
h. Reports how many duplicates there are on “id” and “visitdate”. (2 pts)
i. Drops any duplicates on “id” and “visitdate”. (1 pt)
j. Generates a variable that indicates whether each participant ever seroconverted during follow-up. (3 pts)
i. Hint: there are multiple ways to do this, but one way would be to create an indicator for HIV+, then fill in the missing values by “id”.
k. Saves data as “HIVvax_cleanfu.dta”. (1 pt)
l. Closes log. (1 pt)
6) Make sure your do-file runs without error and could be run from any computer. (1 pt)
PART 3:  (12 pts)
7) Create a do-file that
a. Includes a header indicating what the do-file does, when it was created, and what files are the inputs and outputs of the do-file. (1 pts)
b. Sets the working directory to your parent “hivvax” folder. (1 pt)
c. Runs the baseline and follow-up cleaning do-files. (2 pts)
d. Opens a log file called “Lastname_merge_BL_and_FU.smcl” in the “output” folder. (1 pt)
e. Opens the “HIVvax_cleanbl.dta” file. (1 pt)
f. Merges in the “HIVvax_cleanfu.dta” file (HINT: try 1:m). (3 pts)
g. Saves the final analysis dataset as “HIVvax_foranalysis.dta”. (1 pt)
h. Closes the log. (1 pt)
8) Make sure your do-file runs without error and could be run from any computer. (1 pt)

TURN IN:
· Upload 3 do-files and 3 log files corresponding to each part of the project in the CLE
