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F 1 BEERELNODD L a Ny B — HHAGEEE.

AV ERNT 2 —EESTE (log CFU/g) _

=3 log CFU/gd

== s ER T 0.70-1.00  1.00-1.99  2.00-2.99 3.00-3.99 4.00-4.99 ZX{E FHLSDE sy
Eche
A 20 18 (90.0%) 10 50%) 1(50% 0(00% 0(00% O0(00% 1.00 0.40 £ 0.16 0.0%
B 295 129 (43.7%) B 27%) 72(24.4%) 53(18.0%) 31(105%) 2(0.7% 4.27 1.36 £ 1.12 10.8%
C T4 37 (50.0%) T( 9.5%) 20(27.0%) 10(13.5%) O( 0.0%) O(0.0%) 2.78 0.94 £ 0.75 0.0%
D 2416 (66.7%) 3(125%) 4(16.7%) 00 0.0%) 1( 42%) 0(0.0% 3.62 0.77 £ 0.82 4.2%
E 97 56 (57.7%) 9( 9.3%) 22(22.7%) 1(1.0% 9(93% 0(00% 3.88 0.91 £ 094 9.3%
==
AE 86 43(50.0%)  4( 47%) 29(33.7%) 5(58%) 5(58% 0(00% 3.8 0.98 £ 0.88 5.8%
EE 263 147(55.9%) 10( 3.8%) 50(19.0%) 37(14.1%) 19( 7.2%) O( 0.0%) 3.78 110 £ 1.02 6.8%
HE 143 57(39.9%) 11( 7.7%) 37(25.9%) 20(14.0%) 16(11.2%) 2( 1.4%) 4.27 1.39 £ 112 12.6%
2= 18 9(50.0%)  2(111%)  4(22.2%) 2(11.1%) 1( 56%) 0(0.0%) 3.02 0.99 £ 087 5.6%
=F
<T5 i 418 181(43.3%) 23( 5.5%) 108(25.8%) 63(15.1%) 41( 1L0%) 2( 05%) 4.27 1.29 + 108 10.3%
=150 92 75(8L.5%) 4 43%) 12(13.0%) 1(1.1%) O0(00%) O0(00% 218 0.52 = 0.41 0.0%
it 510 256 (50.2%) 27( 5.3%) 120(23.5%) 64(12.5%) 41( 80%) 2( 04%) 4.27 115 + 1.03 8.2%
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MLST

233888334
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