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 The large number of crude drug names is registered as traditional medicines in 
the database of Thai Food and Drug Administration. These crude drug names have various 
patterns. The aims of this research are 1) to analyze patterns of crude drug names as well as 
2) to correct and to provide the way for standardizing crude drug names by string matching 
techniques. Crude drug names appeared in Thai FDA database during from May 1983 to 
September 2013, were applied in the research. The result of study found that three types of 
alphabets were used for representing crude drug names, i.e., Thai alphabet, English alphabet 
and the combination of Thai and English alphabets. Five languages including dialects were 
found to represent crude drug names, i.e., Thai, English, Latin, Chinese dialects of Chaozhou 
and Mandarin. Several patterns of crude drug names were shown, e.g., names of sources 
with or without their parts used and scientific names with or without author names. Some 
characteristics and/or manufacturing processes might be included. Moreover, problems from 
modifiers that have no significant meaning and the position of a part used in crude drug 
names were presented. The study showed the diversity in formats of crude drug names and 
misspellings of crude drug names found in the database. Therefore, Problems of finding a 
crude drug may be occurred. In order to match registered crude drug names with standard 
names in a database, two well-known string matching algorithms, i.e., similar text and 
Levenshtein were investigated. The F-measure (F1), recall and precision are measures used 
for evaluating the matching results. The results from single algorithms indicated that crude 
drug names in the test set were moderately matched with those of the standard set. To 
increase performance of these single algorithms, the ensemble algorithm for matching crude 
drug names was proposed. Differences of means from F1, recall and precision between the 
ensemble algorithm and the best from single algorithm were 2.42%, 3.05% and 1.57%, 
respectively that were significantly different to match crude drug names at 95% confidence 
level. Problems of crude drug names with worthless modifiers and the position of a part used 
can be improved by the ensemble algorithm. When correct names were matched, crude drug 
names could be set to a standard pattern. Various patterns were standardized to the single 
format. In conclusion, string matching techniques are useful for correcting and providing the 
way to standardize crude drug names. 
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