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   Glyphosate resistant horseweed was first found in Indiana in 2002. Since then it has been identified 
in numerous counties. To control glyphosate resistant horseweed with postemergence herbicides in 
soybean, the addition of an ALS inhibitor is commonly recommended. However, over 30 counties in 
Indiana have been documented to have ALS resistant horseweed populations. Three different 
mutations in the ALS enzyme have been confirmed to cause resistance to ALS inhibitors in Indiana 
horseweed populations. The purpose of this study was to determine the influence of the mutation on 
horseweed tolerance to cloransulam. The frequency of resistance within each populations was 
determined by spraying 100 plants of four populations with 8.8 g ai/ha of cloransulam. The frequency 
of resistant plants in the each of the three resistant populations varied from 85 to 98% while all of the 
susceptible plants sprayed were dead at 28 DAT. A dose response study was conducted using the same 
four populations. Data were analyzed using non-linear log-logistic modeling in R. The two populations 
which had mutations at the 197 position exhibited a higher level of resistance (GR50 values: 10.3 and 
13.9 g ai/ha) to cloransulam than the population which had a mutation at the 376 position (6.6 g ai/ha). 
The susceptible population had a GR50 value of 0.2 g ai/ha. The population with the mutation at the 
376 position still had an R:S ratio of 33 while the two populations with the mutation at the 197 position 
had R:S ratios of 52 and 70, respectively. 


