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1-2 MAMA-PCR SNP
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ABPC SM
1998 [ 14.03% [ 15.83%
1999 [ 18.12% 119.80%
2000 [ /8.00%  14.33%
2001 [ 10.67% 14.00%
2002 [£14.00% £20.00%
2003 [£13.50% £22.50%
2004 [£13.50% £19.50%
2005 [£23.53% [25.34%
2006 £12.06% 18.59%
2007 £11.50% £22.00%
2008 [15.69% 1 21.57%
2009 [15/03% 26.80%
2010 £19.63% 27.57%
2011 £14.43%19.07%
2012 [14.62%19.81%
2013 [ 19.31% " 14.22%

13.60% °20.06%

3-1 STEC

TC KM CP ST Su GM NA CPFX FOM CTX CF CFX
13.43% [ 2.61% | 1.80% 0.20% 0.20% 0.00% [ 2.20% | 1.60% 499
16.24% | 1.02%| 0.51% 0.00%| 0.51% 0.00% 0.00% ! 2.03% 197
8.33% | 1.33%| 0.33% 0.00% 0.00% 0.00% 0.00% 0.00% 300
13.33%[6.00% | 1.33% 14.67%| 0.67% 0.00% 0.00%| 0.67% 0.00% 150
10.50% | 2.00% 0.00% 17.50% 0.00% 0.00% 0.00%| 0.50% ! 1.50% 200
16.50% 1 4.00% | 1.00% 21.50% 0.50%| 0.50% 0.00% 0.50% 1.00% 200
16.00% [ 450% L 3.00% | 3.50%20.50% | 1.50% 0.00% 0.00%| 1.00% I 3.00% 200
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20.09% 1 2.34% | 1.87% [ 2.80% 1 26.64% 0.00%| 0.93% 0.00%| 0.47%! 2.34%(28.50% 0.00% 214
10.82% | 0.52%'5.15% | 4.64%19.59% 0.00% 0.00% 0.00% 0.52%| 1.03%13.92% 0.52% 194
15/09% | 1.89% 1.89% ! 2.83%19.34% 0.00%! 1.89%| 0.47% 0.00%| 0.94% 8.96% 0.00% 212
8.33% 1 2.45% 11 2.94% | 3.92% 1 14.22%| 0.98%| 0.98% 0.00%/ 0.49%| 0.49%£10.29% 0.00% 204
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CTX 6 7 10 11 12 13 14 15 16 17 18 19 20 22 #&t
6 2 2
12 1 1
25 3 1 <
26 1 1
27 3 3
28 1 1 1 3 4 36 32 24 19 1 122
29 5 1 1 8 6 3 24
30 1 1 4 2 6 46 59 50 30 1 5 1 206
31 2 3 1 8 4 18
32 1 3 7 6 7 1 25
33 2 2 3 1 1 9
34 1 1
#“E 4 1 1 1 5 15 13 95 107 9% 67 2 8 1 416
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