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The process of genotyping SNPs in domestic animals for using in animal breeding programs gen-
erates large sets of data. All these large data sets need to be collected, and stored for further analysis.
Extract-transform-load (ETL) process might be very useful to select the desired data from a raw database.
After then, it is possible to add relations between data sets into a data warehouse and used it to assist in a
decision through analysis of minor allele frequency or any other parameter that needs to be implemented
as, for instance, in a stored procedure. For this study, three cattle breeds were used: (a) Gyr (with 319
animals); (b) Nellore (with 959 animals); and (c) Girolando (with 54 animals), as well a database man-
agement system (DBMS). A total of 77,256,000 genotypic information from 58,000 SNPs markers for
each animal (Illumina Bovine SNP50 Bead Chip) were generated. MySQL was chosen as DBMS for its
high performance in query operations. DBMS showed higher performance when compared to the text
files, besides the reduction of corrupted data. This study showed that the integration of DBMS and ETL
appdications to create a data warehouse for genotyping SNPs data in domestic animals is more efficient
compared to the traditional way.
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