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Fig. 1 T-RFLP profiles of bacterial communities of intestinal content and wall of L. japonicus

C0, C2, C3 and C4 represent control groups, S2R0, S2R1 and S2R2 are experimental groups, the same below
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Fig.2 Principal component analysis based on T-RFLP profiles of 16S rDNA
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Fig. 4 The relative abundance of the dominant T-RFs in fasting groups and control group

1. CO intestinal wall, 2. C2 intestinal wall, 3. S2R0 intestinal wall, 4. C3 intestinal wall, 5. S2R1 intestinal wall, 6. C4 intestinal wall, 7. S2R2 intestinal wall
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BH'. E'F1/D# 2 = TX 41 C2(P>0.05), %
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Tab.1 Analysis of bacterium diversity based on T-RFLP profiles
Shannon Z FEHEIREL H' YISIEfR L E R A /D
H4 Shannon Diversity index Evenness index Simpson index
group name Jig B NEY 75 EaLY)] 725 EaLY)]
intestinal wall intestinal content intestinal wall intestinal content intestinal wall intestinal content
Cco 2.09£0.10™ 2.39£0.15¢ 0.74+0.02"¢ 0.81£0.03% 4.28+0.31™ 7.44+1.17%
C2 1.75£0.59" 2.03+0.28" 0.62+0.20™ 0.73+0.04" 3.79+1.98" 5.30£1.11°¢
S2R0 2.42+0.13¢ 0.82+0.02 7.28+0.79%
C3 1.62+0.57° 2.42+0.21¢ 0.58+0.17° 0.83+0.05% 3.09+1.48° 8.11+0.87°
S2R1 2.22+0.18" 2.47+0.03¢ 0.80+0.06 0.84+0.03¢ 6.62+1.73°* 8.36+0.57°
C4 2.08+0.08" 2.15+0.61" 0.73+0.03" 0.77£0.19"™ 4.65+£0.59"™ 6.43+1.93¢
S2R2 1.85+0.33® 2.17£0.25™ 0.61£0.11" 0.76+0.06™ 3.14+0.76" 5.78+1.62%%

e W NMEEON R 7 B R R 2 7t .35 (P<0.05)

Notes: The different letter in same index means significant difference (P<0.05)
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Effects of fasting and refeeding on Lateolabrax japonicus
intestinal microflora diversity

PAN Yanyan, GU Xiaoying, ZHANG Demin, QIAN Yunxia’
(School of Marine Science, Ningbo University, Ningbo 315211, China)

Abstract: Microflora in fish digestive tract play important roles in digestion, absorption, immunity and organ
development. In this study, terminal restriction fragment length polymorphism (T-RFLP) technique was employed
to examine the changes in structure of the intestinal microbiota of L. japonicus after fasting and refeeding. The
results showed that microflora structure of Lateolabrax japonicus intestinal wall changed after 2 weeks of fasting.
The main T-RFs that caused the microflora structure differences among fasting group, refeeding groups and
control groups were T-RFs 496 bp, 437 bp, 450 bp and 155 bp.Especially, after 2 weeks of fasting, the relative
abundance of T-RF 496 bp (Escherichia) reduced to 21.25%+9.97% from 43.11%+3.95% of the beginning (CO0)
and the bacterial diversity index (H', E' and 1/D) of intestinal wall increased significantly compared with control
groups. Bacterial diversity index (H', E’ and 1/D) of intestinal wall were decreased and the microflora structure was
recovered gradually with the refeeding. Meanwhile, the relative abundance of T-RF 496 bp gradually increased to
55.49%+8.37%.The results also indicated that the microflora structure of intestinal walls was different from that of
intestinal contents, but their main phyla were the same, namely, Proteobacteria, Firmicutes, Actinobacteria and
Bacteroidetes.
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