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Abstract: In order to investigate the bacterial community structure in infant formula milk and rice flour, and provide theoretical basis for
the quality control and supervision of infant food production, the 16S rRNA V,-Vs regions of bacteria from 14 infant food samples were
sequenced based on ion torrent PGM platform. A total of 13,805 different OTUs were obtained by sequencing analysis, belonging to 2 kindoms,
10 phyla, 20 classes, 50 orders, 84 families and 144 genera. The results showed that the bacterial community diversity of the infant milk powder
samples was higher than that of the rice flour, and the difference within group of milk powder was smaller than that of rice flour. The absolute
dominant flora in goat milk powder belonged to Fimicutes (65.58%) and Proteobacteria (16.01%) on phylum level, Streptococcus (24.86%) and
Lactococcus (21.44%) on genus level. While, Cyanobacteria (41.79%) was the most dominant in rice flour samples, followed by Fimicutes
(30.99%) and Proteobacteria (24.48%), which might be related to the different raw materials of two products. In addition, foodborne pathogens
such as Salmonella (8.75%) and Listeria (3.61%) existed in most of the rice flour samples, and the difference of abundance was significant
(p<0.05) between the milk powder and rice flour samples, which indicated that infant rice flour products might have potential food safety risks.
Therefore, the enterprises and food supervision department should pay more attention to the quality control of infant rice flour production.
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Sample\Estimators Sobs Shannon Simpson ACE Chaol Coverage
MF_1 1533 5.1096 0.0253 2053.90 2129.94 0.98869
MF_2 1461 5.0597 0.0274 1959.82 1944.89 0.98953
MF_3 1798 4.7525 0.0527 2410.32 2413.97 0.98614
MF_4 2018 5.7396 0.0146 2568.96 2520.92 0.98694
MF_5 1272 49719 0.0298 1563.31 1566.15 0.99267
MF_6 1789 5.4420 0.0157 2303.30 2382.47 0.98754
MF_7 1639 4.9685 0.0355 2149.12 2203.19 0.98827
NF_1 2415 4.4225 0.0707 6144.45 4667.07 0.98101
NF_2 4466 5.5708 0.0597 12332.06 8417.82 0.98348
NF_3 3118 5.1565 0.0268 8341.66 5995.00 0.98148
NF_4 4391 5.4284 0.0699 11706.98 8043.74 0.98533
NF_5 5320 6.1130 0.0295 12809.67 944354 0.98542
NF_6 4539 6.0847 0.0145 12130.98 8767.13 0.98311
NF_7 2871 45842 0.0509 7918.48 5506.84 0.98397
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Fig.3 Bacteria community abundance on phylum level
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Fig.4 Bacteria community abundance on genus level
223 EK-FAPFEREAKE
nornk_c_Cyanobacteria [l | -f-

Lactococcus

Pseadomonas I I

Escherlchla-Shigella

Enlerobacter
Moraxella . l ‘
Streptococcus I}
Aciuetobacter

Lactobacillus

Thermus
Anoxybacillus

b

a i 2

Leuconostoc - . | 3
4

| B

Salmonella
Listeria
Bacillus

N mBn OANA SRS OA
SESSSIS0085558

5 ETRKFHIERIITIERRIME
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