Table1 Antimicrobial susceptibility test results

Strain Peni Erythro Tetracy Genta Florfe Linez Clinda Vanco
cillin ~ mycin cline micin nicol olid mycin mycin

C.p.7-7- <0.12 >256 16 2048 64 8 >128 0.25

3

C.p.3TC 1 >256 32 16 16 8 2 0.25

BJA1TFB 2 >256 128 >2048 32 8 >128 1

BJA3FB 1 >256 >128 >2048 64 16 >128 0.5

_BRX

BJAAFB 1 >256 128 >2048 64 8 >128 0.5

_BRX

BJASFB 1 >256 64 >2048 32 8 >128 0.5

_BRX

BJAGFB 0.25 >256 64 >2048 32 32 >128 0.5

_BRX

C.p.2.00 0.25 32 16 32 16 8 128 0.5

1

C.p.2.00 0.5 64 64 64 32 8 128 0.25

2

C.p.2.00 0.5 >256 64 32 16 8 >128 0.5

3

C.p.2.00 0.25 ©o64 32 64 16 8 64 0.25

4

C.p.2.00 0.25 16 16 16 16 8 16 0.5

7

C.p.2.00 2 >256 32 32 16 8 8 0.25

8

C.p.2.00 1 >256 16 32 4 8 4 0.5

9

C.p.2.01 0.5 >256 32 64 16 8 >128 0.25

2

C.p.2.02 0.5 >256 32 64 4 8 64 0.25

0

C.p.2.03 0.25 >256 32 32 16 8 16 0.25

5

C.p.2.03 =<0.12 >256 32 16 8 8 4 0.25

7

C.p.2.05 0.5 >256 32 32 16 8 128 0.5

2

C.p.2.05 0.25 >256 64 64 16 8 32 0.25

3

C.p.2.05 0.5 256 32 16 16 8 4 0.25

6

C.p.2.05 1 >256 4 16 32 8 2 0.25
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Table2 Toxin-activity gene cpa pcr program

A. Primer Information B. PCR Reaction System C. PCR
(Total Volume: 20 uL) Amplification
Program
G Forward Revers Product Compon Vol Note Tem Tim Cy
en primer e length ent um pera e cle
e sequenc primer (bp) e ture s
e sequen (ML (°C)
(5'—>3) ce )
(5'>3)
*¢  GCTAAT CCTCT 325 Forward 1 - 95 5 1
pa GTTAC GATAC primer min
*  TGCCG ATCGT Reverse 1 - 95 30s 35
TTGA GTAAG primer
2xTaq 10 Contains 55 30s 35
PCR Taq
StarMix enzyme,
with dNTPs,
Loading loading
Dye dye
ddH,O 5 Nuclease 72 30s 35
-free
DNA 3 Genomic 72 10 1
template DNA of min
*Clostridi
um
perfringe
ns*
Total 20 Final 4 30 1

volume min




