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Objectives

• Introduce the new web queries

• Demonstrate the new features and differences from the 

previous version

• Run some examples provided by users

• Address any questions or concerns 



Main Reason for the Update
Accommodate our revision of the genomic fee management system

• By storing the nomination information on an animal-requester basis instead of a genotype
basis, we avoid considerable complexity in cases of multiple genotypes per animal. The
nomination table will contain only one row for an animal-requester combination, requiring the
removal of the sample ID

• The sample ID reported with the genotype will continue to be stored

• If the animal ID submitted with a genotype is not found, we will no longer use a sample ID from
nomination to identify the animal

• The sample ID can still be placed in the format 1G record and, in the case of a record type U,
can be used to assign a genotype to a different animal



Other updates
• The parentage only designation is a fee code of 8

• No separate parentage only designation will be stored

• The parentage only indicator will be removed from all output

• The Nomination App had several columns removed and billing information added

• The date a fee was assigned will be added. This value is used to determine which set of fees applies, in particular, which 
set to use when the fee codes assigned to herds are updated three times a year. Because the fee information will no 
longer be in the same table as the genotypes, it will be applied throughout the day rather than only at the twice-a-day 
update runs

• The Sold function has been moved from the nomination app to the genotype move app

• The Move App also allows the sample ID to be changed even if the genotype is not being reassigned

• Other improvements in processing were implemented, primarily to better handle rare situations and simplify 
responding to user requests



Nomination App (New vs Old)



Status App (New vs Old)



Move App (New vs Old)



Update Summary 
• A sample ID is no longer required in the format 1G

• A nomination sample ID is no longer a backup for assigning an ID 
to a genotype

• The parentage only indicator has been removed both from format 
1G (ignored if provided) and queries

• Updates to fee data are applied shortly after submission in the 
same way as FixFmt1 updates are applied



Thank you !!


