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Background Results

Phytophthora sojae, is a soil-borne oomycete pathogen of global importance. Soybean growers Molecular pathotyping via uniplex PCR
in Minnesota experience significant yield losses and disease management challenges.
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» P. sojae attacks plants and seedlings from the roots up, causing root and stem rot, and pre- and post-
emergence damping off in poorly-drained soils’.
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o Discussion
| was able to successfully elicit P. sojae pathogen from soils around MN. | also was able to complete one round of uniplex PCR pathotyping of our known

o isolates from the Malvick Lab using the new molecular method. Using this method, we can help farmers decide on what varieties of soybean to plant in
Soil Baiting their fields in order to combat disease and minimize losses.

Future Directions

1. Perform molecular pathotyping on more biological replicates of the Dean Malvick P. sojae isolates.
2. Continue baiting and pathotyping P. sojae from more counties across Minnesota.

3. Test and optimize a multiplex PCR that amplifies multiple Avr genes simultaneously.

Redwood 1

Redwood 3

Redwood 2

_DISEASE.
Crookston_ 3
Crookston 4
Norman_1
H20 (neg. Ctrl.)
Pe1 (pos. Ctrl.)

Crookston 1
Crookston 2

Molecular pathotyping via uniplex PCR:
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Soil baiting workflow. To amass a diversity of pathotypes from around the state, volunteers sent us soil samples from
their soybean fields. Seeds of a susceptible variety (Sloan) were surface-sterilized, germinated for 3 days, then
transferred to the processed soil samples. After a period of incubation, seedlings were processed and plated on V8-
agar media that was selective for P. sojae.
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