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Effect of synbiotic preparation on gut microbiota in human evaluated
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Abstract: To explore the changes of intestinal microbiota in healthy human by oral HZB-1synbiotic, the

intestinal flora belong intervention was amplified by high-throughput sequencing, ensuring the effect of synbiotic

preparation. The experiment showed that the abundance and diversity of the intestinal microbiota of the sub-

jects were significantly improved. At the "

gate" level, the abundance of intestinal microbiota increased signif-

icantly and the proportion of Firmicutes increased. There was a certain dynamic balance between Actinobacteria

and Proteobacteria. At the " genus" level, the abundance of beneficial bacteria such as Blautia, Faecalibacte-

rium and Gemmiger increased significantly, while the abundance of harmful bacteria such as Haemophilus and

Parasutterella reduced significantly. This indicated that the intake of synbiotic preparation played a beneficial

role in regulating the structure of gut microbiota.
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Tablel Sequencing analysis results of samples
4 RS AT A% OTU
H1_Bef 56 313 23 008 570
HI1_Aft 80 549 42 241 686
H2_Bef 70 100 53133 444
H2_Aft 77 672 42 294 628
H3_Bef 71 705 56 420 395
H3_Aft 67 394 37 343 541
H4_Bef 48 567 34 468 415
H4_Aft 74 268 35 209 482
HS5_Bef 77 913 55 942 671
HS5_Aft 69 099 47 925 571
H6_Bef 70 483 50 060 556
H6_Aft 30 564 18 891 750
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Fig. 1 Rarefaction curve analysis of samples
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Table 2 Richness and diversity analysis results of gut microbiota of the subjects

21 5] Alpha Chaol Observed species Shannon Simpson Inv. Simpson
H1_Bef 570 791.478 3 30 4.2509 0.971 6 35.206 3
HI1_Aft 615 1443.876 7 29 4.758 0 0.980 6 51.678 4
H2_Bef 345 408.551 7 26 3.3818 0.917 7 12.151 6
H2_Aft 502 760.548 4 31 4.016 8 0.954 4 21.911 2
H3_Bef 271 455.117 6 28 2.6%4 1 0.856 9 6.987 6
H3_Aft 411 467.073 2 37 3.3323 0.918 5 12.264 8
H4_Bef 390 565.250 0 24 4.109 6 0.968 8 32.017 7
H4_Aft 387 589.862 1 30 3.715 2 0.943 9 17.835 8
HS5_Bef 546 744.139 5 28 4.1757 0.966 3 29.646 7
HS5_Aft 453 782.200 0 29 3.423 2 0.910 1 11.122 6
H6_Bef 409 379.243 2 28 3.759 0 0.957 5 23.527 1
H6_Aft 586 566.557 7 32 4.1135 0.967 8 31.029 7
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Fig.3 The differences in the " gate" level of gut microbiota of the subjects
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