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*baseline 

use baseline, clear 

egen namesite = concat(firstname surname) 

*endline 

use endline, clear 

egen namesite = concat(firstname surname) 

 pids

0 ≤ 𝑠𝑖𝑚𝑖𝑙𝑠𝑐𝑜𝑟𝑒 ≤ 1

*Matchit routine 

use baseline, clear 

matchit pid namesite using endline.dta , idu(pid) txtu(namesite) 

 

HOW TO MERGE DATASETS USING THE MATCHIT ROUTINE 
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 (similscore == 1)

pid namesite

(i.e. similscore == 1),

 similscore

*Now keep Exact score (similscore == 1) as separate dataset 

gsort -similscore // here we arrange the similscores in descending order  

 

drop if pid == pid[_n] & similscore != 1 // note that we want to remain with 

observations that uniquely matched and with a similarity score of 1. 

save exactmatch_baseline, replace 

 

merge 1:1 pid namesite using baseline 

drop _merge 

save baseline_1, replace 

 

 

*Repeating with the endline data 

use endline, clear 

matchit pid namesite using baseline.dta , idu(pid) txtu(namesite) 

gsort -similscore 

drop if pid == pid[_n] & similscore != 1 

save exactmatch_endline, replace 

 

merge 1:1 pid namesite using endline 

drop _merge 

save endline_1, replace 

 

 

use baseline_1, clear 

keep if similscore == 1 

gsort namesite  

save baseline_final, replace 

 

use endline_1, clear 

keep if similscore == 1 

gsort namesite1  

save endline_final.dta, replace 

merge 1:1 namesite using baseline_final 

drop _merge 

save final_data, replace 
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final_data

matchit pid namesite using endline_70.dta , idu(pid) txtu(namesite) t(.7) 

Matchit

Matchit

https://www.stata.com/meeting/switzerland16/slides/raffo-switzerland16.pdf

