Supporting Table 2. S. nodorum populations used in the investigation of genetic diversity of SnTox3.
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Australia
Narrogin T aestivum 2001 57 3.51 5 [25] 1,3
Central America
Michoacan, Mexico T aestivum 1993 41 14.6 1[5] 1
Central Asia
Kazakhstan T aestivum 2003/2004 32
Kyrghistan T aestivum 2004 1
Russia T aestivum/durum 2003 9
Tadjikistan T aestivum 2004 7
Total T. aestivum/durum  2003/2004 49 44.9 4[18] 1,2,4
East Asia
Fujian Province, China T aestivum 2001 107 57.9 3[19] 1,2
Europe
Denmark T aestivum 1994/2006 17
Sweden T aestivum 2005 55
England T aestivum 1992 8
Switzerland T aestivum 2001 112
Total T. aestivum 1992-2005 192 29.7 2[30] 1,2
Middle East
Ali Abad, Iran T aestivum 2005 47 61.7 2[18] 1
North America
North Dakota T aestivum 1993 25
Oregon T aestivum 1993 92
Texas T aestivum 1992 92
Indiana T aestivum 1993 8
Arkansas T aestivum 1992 71
New York T aestivum 1991 46
South Carolina T aestivum 2005 24
Total T. aestivum 1992-2005 358 45.0 7[117] 1,2,3
South Africa
South-Western Cape T’ aestivum 1995 72 40.2 2 [13] 1
Total 923 39.9 11 [245]





* Total number of isolates screened, using PCR, for the presence of SNTox3 in 8 Global regions. Bold numbers represent totals from regions where isolates originate from several different locations.
+  In brackets, the total number of isolates that were sequenced for the SNTox3 gene in each region.  The number of DNA haplotypes found among those isolates is indicated in the preceding number.  There are shared haplotypes among regions (data not shown).

§ Lists the Protein Variants discovered among the DNA haplotypes.  Numbers refer to Protein Variants 1-4 as discussed in this text.
