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During 2018 the MSHMP continued to make progress in different areas related to our main objective of developing the capacity to support the
industry respond to emerging pathogens.

1) Database – Database has been structured to be able to capture a larger volume of data. This is a major step forward as we continue to work
towards building the capacity of adding more sites and disease entities if needed.

2) Prospective PRRS sequence monitoring – The process of capturing diagnostic data continues, although not yet automated it is still adding
sequences to the database. The database currently has 23,414 PRRS sequences from 20 systems and 21 states. Analyses of the database have
begun with a subset but ultimately, we will be exploring trends and seasonal relationships involving spatial temporal approaches. The database
continues to provide a resource for MSHMP participants when conducting outbreak investigations.

3) Transport data capture and analysis – After a challenging year with our transport App we have decided to go back to basics and try a new
approach to capturing transport data. The new approach which involves technology already validated in the trucking industry is currently being
tested; we will follow up on this objective later this year.

4) Expansion – MSHMP continues to grow through three different ways: 1) Current MSHMP participants continue to add new established farms, 2)
New participants have joined the project, two new production systems are already reporting and 2 more are in the process of providing data and 3)
Growing herd data inclusion into MSHMP has begun and is in the early stages as we learn how to link it with the breeding herd.

We have also continued our commitment with creating value to our producers through specific research projects that have been shared through
conferences, MSHMP participant meeting during AASV and Leman Conference.
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We would like to acknowledge the strong team of faculty members, post docs, students and staff that make this project possible. Additionally, this
project would not be possible without the commitment of participants and practitioners and funding from the Swine Health Information Center.

Find more MSHMP science pages at: https://z.umn.edu/SciencePages
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