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Supplementary Information 

Supplementary information contains two Figures and two Tables. 

 

Figure S1 

 

Figure S1 Rarefaction analysis of different fish gut samples. Rarefaction curves analysis showing 

the number of detected OTUs per sample based on sequence number for 24 specimens. Sequences 

are clustered with similarity cut-off of 97%.
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Figure S2: 

 

Figure S2 Individual relative abundance of OTUs for all taxa of gut microbiota in fishes with four 

trophic levels at phylum level.
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Table S1: 

Table S1 Sampling variables and statistics of sequenced raw data. 

 

Library 

ID 

Sample 

Name 

Trophic 

levels 
Rearing  

Sampling 

Time 

Temperature 

(℃) 

Raw 

Data 

Average 

Lenth 

(bp) 

Q30 GC% 

1 BSB1 Herbivorous Wild  2013.11.6 16±0.8 34,289 254 94.56 53.21 

2 BSB2 Herbivorous Wild 2013.11.6 16±0.8 90,299 256 94.31 54.82 

3 BSB3 Herbivorous Wild 2013.11.6 16±0.8 36,467 259 94.86 54.74 

4 GC1 Herbivorous Wild  2013.11.6 16±0.8 29,834 253 94.39 53.07 

5 GC2 Herbivorous Wild 2013.11.6 16±0.8 61,080 254 94.59 52.48 

6 GC3 Herbivorous Wild 2013.11.6 16±0.8 37,230 253 94.5 51.57 

7 MF1 Carnivorous Wild  2013.11.6 16±0.8 68,241 254 94.74 53.13 

8 MF2 Carnivorous Wild 2013.11.6 16±0.8 45,989 253 94.6 50.92 

9 MF3 Carnivorous Wild 2013.11.6 16±0.8 52,235 253 94.72 49.32 

10 TC1 Carnivorous Wild 2013.11.6 16±0.8 19,060 253 93.82 54.48 

11 TC2 Carnivorous Wild 2013.11.6 16±0.8 32,373 254 94.53 54.27 

12 TC3 Carnivorous Wild 2013.11.6 16±0.8 47,665 254 94.97 51.69 

13 CC1 Omnivorus Wild 2013.11.6 16±0.8 14,287 254 94.79 52.12 

14 CC2 Omnivorus Wild 2013.11.6 16±0.8 18,958 260 94.46 54.24 

15 CC3 Omnivorus Wild 2013.11.6 16±0.8 39,124 254 94.46 54.85 

16 CrC1 Omnivorus Wild 2013.11.6 16±0.8 123,644 254 94.6 50.7 

17 CrC2 Omnivorus Wild 2013.11.6 16±0.8 64,240 254 95.55 52.67 

18 CrC3 Omnivorus Wild 2013.11.6 16±0.8 86,152 253 94.72 52.47 

19 SC1 Filter-feeding Wild 2013.11.6 16±0.8 31,144 254 93.9 53.27 

20 SC2 Filter-feeding Wild 2013.11.6 16±0.8 33,656 259 94.85 54.14 

21 SC3 Filter-feeding Wild 2013.11.6 16±0.8 43,255 253 94.66 51.62 

22 BC1 Filter-feeding Wild 2013.11.6 16±0.8 24,553 254 94.15 53.92 

23 BC2 Filter-feeding Wild 2013.11.6 16±0.8 36,404 259 95.13 54.61 

24 BC3 Filter-feeding Wild 2013.11.6 16±0.8 32,256 254 94.64 53.08 
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Table S2 

Table S2 Relative abundance (%) of potential cellulose-degrading bacteria in different trophic 

levels freshwater fish gut samples. 

Bacteria 
Herbivorous 

 
Carnivorous 

 
Omnivorus 

 
Filter-feeding 

BSB GC 
 

MF TC 
 

CC CrC 
 

SC BC 

Vibrio 0.04 0.04 
 

0.03 0.06 
 

0.13 0.02 
 

0.04 0.08 

Bacillus 0.04 0.02 
 

0.03 0.03 
 

0.07 0.02 
 

0.03 0.03 

Actinomyces 0.02 0.01 
 

0.00 0.01 
 

0.01 0.00 
 

0.01 0.02 

Clostridium  4.88 3.61 
 

1.94 1.66 
 

2.78 4.33 
 

3.86 2.68 

Citrobacter  1.42 1.05 
 

0.03 0.07 
 

0.31 0.09 
 

0.52 0.74 

Erwinia  0.08 0.05 
 

0.05 0.15 
 

0.13 0.16 
 

0.06 0.07 

Pseudomonas  0.17 0.02 
 

0.05 0.07 
 

0.14 0.05 
 

0.08 0.18 

Brevundimonas  0.01 0.00 
 

0.01 0.01 
 

0.01 0.00 
 

0.01 0.01 

Paenibacillus  0.05 0.00 
 

0.00 0.00 
 

0.00 0.00 
 

0.00 0.00 

Pseudoxanthomonas  0.04 0.01 
 

0.01 0.01 
 

0.04 0.00 
 

0.01 0.01 

Methylobacterium  0.03 0.02 
 

0.01 0.03 
 

0.04 0.01 
 

0.03 0.06 

Ruminococcus  0.20 0.08 
 

0.04 0.04 
 

0.38 0.12 
 

0.28 0.23 

Streptococcus  0.49 2.72 
 

0.00 0.01 
 

0.15 0.01 
 

0.34 0.24 

Total 7.47 7.63 
 

2.20 2.15 
 

4.19 4.81 
 

5.27 4.35 

 


