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Strain Antibacterial Circle (mm)?

number
S. aureus Salm CVCC E. coli
ATCC 3377 ATCC
43300 14028
L-11-1 13.03 £ 0.15 14.80 +0.15 14.93 £ 0.15
L-12-4 13.16 £0.25 16.20 +0.35 14.20+0.52
12121 13.90 +0.28 14.83 + 0.41 14.93 + 041
L-22-3 14.06 +0.15 15.83 +0.15 14.90 + 041
L-8-2 15.06 £+ 0.25 16.06 + 0.25 14.06 £ 0.32
L-23-2 14.83 £+ 0.40 15.86 + 0.65 14.73 £ 0.15
L-23-5 14.93 +£0.25 15.93 +0.25 14.63 £+ 0.20
12117 15.50 £+ 0.20 15.56 + 0.25 15.96 £+ 0.15
L-26-2 15.26 +0.36 17.06 +0.28 15.06 + 0.32
L-14-1 15.00 £ 1.00 16.67 +0.58 16.33 + 1.15
L-13-1 14.06 +0.15 18.10 +0.20 15.96 £+ 0.15
12106 18.30 £ 0.30 15.93 +0.10 14.10 £+ 0.20
L-22-1 15.86 + 0.26 18.73 £ 0.15 14.70 £+ 0.15
F203 1543 +£0.15 18.46 +0.15 16.86 = 0.32
L-27-2 16.90 £+ 0.36 17.60 + 0.26 17.23 £ 0.35
12114 15.93 +0.41 18.63 +0.35 18.63 £+ 0.20

ar = Mean 4+ SEM.
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% (air-dry basis)

Composition 1-21days 21-42days

Ingredients

Corn 5750 6222
Soybean meal 3050 2900
Corn gluten meal 500 100
Soybean oil 300 400
Sodium chloride 030 030
165 170
Limestone 152 123
Methionine 025 020
Choline 015 015
Multivitamin premix’ 003 003
Mineral premix” 010 010
Nutrient level
Metabolizable energy (MJ/kg) 1233 1250
Crude protein 2175 1972
Lysine 118 104
Methionine + Cysteine 091 036
Ca 107 060
Total P 070 068
Available P 046 045

“Content per kilogram of diet: 1,7501U of vitamin A; 3,5001U of vitamin D3; 121U of
vitamin E, 0.7mg of vitamin K, 1.9 mg of vitamin B, 3.8 mg of vitamin B2, 3.7 mg of vitamin
B6, 0.02mg of vitamin B12, 0.18 mg of biotin, 0,57 mg of folic acid, 33 mg of niacin, and
13mg of pantothenic acid. "Content: 8 mg of Cu (CuSO,5H;0), 0.35mg of 1 (KI), 80mg of
Fe (eSO, 7H;0), 60mg of Mn (MnSO.H,0), 0.15mg of Se (NaSeO), and 40mg of Zn
(zn0).
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size
Es- 2008
GGAGYATGTGGTTTAATTCGAAGCA-3'
: 5-AGCTGACGACAACCATGCAC-3
F: 5"-AGCAGTAGGGAATCTTCCA-¥' 340bp
R: 5'-ATTYCACCGCTACACATG-3
F:5'-TAGATAACCTCGAGCCGATCGCA-3' 312bp

R:5-GACTTGCCCTCCAATGGATCC TC-3
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