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Abstract: Microorganisms from the production process of bottled drinking water plants distributed in A, B, C, D four cities were
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investigated, to obtain basic microbial .contamination data, and evaluate the effectiveness of the microbial contamination control system for the
production process of the plants. Microbial analyses of raw water, process water and finished water from the production process of four factories
were carried out, and the dominant strains were identified by traditional and molecular identification techniques. The obtained results revealed
that the number of molds and yeastsor coliforms of 33.samples was less than 1 CFU/mL. The number of total bacterial colonies in sand-filtering
water and carbon-filtering water was detected and the detection values were high. Fecal streptococcus was detected in the process water through
a carbon filter, .and Pseudomonas aeruginosa was detected in the Reverses Osmosis (RO) water, although Clostridium perfringens was not
detected in“either water. Atotal of 34 strains of bacteria were isolated, and dominant bacteria included Acidovorax sp., Pseudomonas sp.,
Mycobacterium sp., and.Bacillus sp... Microbial monitoring in the production process of bottled drinking water is reasonably effective and the
microbial risk.is low: It is suggested that the bottled drinking water plants should establish the in-process microbial identification system in the
production; strengthen microbial supervision, monitor the microbial risk in the production process, and provide scientific basis for the rational
and effective control of microbial risk in the production process.
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Fig.1 Production process and samples layout plans in packaged

drinking water company
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Table 1 Microbiological-detection of supply-water

Bty s EEEHICFUML)  EHHU(CFUML)  B¥ AT a(CFUML)
AS2 <1 <1 <1
A EIK BS2 <1 <1 <1
CS2 <1 <1 <1
K DS2 3.7x10° <1 <1
AS3 2 <1 <1
BS3 7.210? <1 <1
IR 1
CS3 2.4x10° <1 <1
DS3 1.8x10° <1 <1
AS4 2.2x10* <1 <1
BS4 1.3x10? <1 <1
REIK 2 .
Cs4 7.0x10 <1 <1
DS4 3.8x10* <1 <1
BRIEK 3 AS5 4.4x10° <1 <1
AS6 2.3107 <1 <1
BS6 1.2x10° <1 <1
UV 7k .
CS6 4610 <1 <1
DS6 3.1410° <1 <1
HETR
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H#EW
AS7 7 <1 <1
RO & BS7 <1 <1 <1
CS7 <1 <1 <1
DS7 <1 <1 <1
2 BRERNEER
Table 2 Microbiological detection of pathogenic bacteria
Hon g AR e RSB ENEEI(CFU250 mL)  £4EsRH/(CFU/250 mL) = A &AL HE/(CFU/50 mL)
JRIK AS1. BS1. CS1. DS1 0 0 0
ARJEIK AS2. BS2. CS2 0 0 0
EiaK DS2 0 0 0
BREIK 1 AS3. BS3. CS3. DS3 0 0 0
BREIK 2 AS4. BS4. CS4. DS4 0 0 0
BREIK 3 AS5 0 10 0
UV 7k AS6. BS6. CS6. DS6 0 0 0
RO A AS7. CS7. DS7 0 0 0
BS7 6 0 0
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Table 3 Identification of the predominant strains

I s AL AR F ot A o 4 AR
AS4-1 BRIEIK 2
_ CS3-1 BREIK 1
TR REHE B, BRABE ,
) ) ) o BS3-2 BRIEK 1
(Proteobacteria) (Acidovorax sp.) (Acidovorax delafieldii)
CS4-1 BEIK 2
Cs6-1 UV K
DS6-1 UV K
TR
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_ ) _ DS2-1 Bk
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